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(Update, March, 2011) 

SUMMARY 

The 2mEPSPS is a double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally 

derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to 

glyphosate-based herbicides. In this study, the amino acid sequence of the 2mEPSPS protein was 

evaluated for sequence similarity to known protein toxins using a BLASTp search against an up-

to-date GenBank non-redundant protein sequences (nr) database (updated to March 29, 2011).  

The majority of the sequence alignments returned by the search were related to various EPSPS 

enzymes. The remaining alignments were related to unknown hypothetical proteins.  The 

BLASTp search results indicated that the 2mEPSPS protein contains no meaningful sequence 

similarities with any known proteins that may present toxicity to humans or animals.
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 Similarity Assessment of 2mEPSPS Protein to Known Toxins by Bioinformatics Analysis  

(Update, March, 2011) 

ABSTRACT 

 

The 2mEPSPS is a double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally 

derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to 

glyphosate-based herbicides. In this study, the amino acid sequence of the 2mEPSPS protein was 

evaluated for sequence similarity to known protein toxins using a BLASTp search against an up-

to-date GenBank non-redundant protein sequences (nr) database (updated to March 29, 2011).  

The majority of the sequence alignments returned by the search were related to various EPSPS 

enzymes. The remaining alignments were related to unknown hypothetical proteins.  The 

BLASTp search results indicated that the 2mEPSPS protein contains no meaningful sequence 

similarities with any known proteins that may present toxicity to humans or animals.
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INTRODUCTION 

The 2mEPSPS is a double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally 

derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to 

glyphosate-based herbicides. The safety assessment of proteins expressed in transgenic plants may 

include an evaluation of whether or not the protein can function as a potential toxin when present 

in the human diet.  It has been reported that assessing the potential toxicity of a protein may 

include comparison of the protein sequence to known protein toxin sequences (Codex 

Alimentarius, 2003) since there are no commonly recognized definition of a protein as a toxin 

based on their sequences, protein sequence comparison should be made against all available 

proteins as a conservative approach.  Proteins identified with statistically significant similarity 

using a local alignment algorithm should then be evaluated for their relevance as potential toxins.  

For small-scale analyses, such as a single search of a query protein against a large database, a 

statistically significant similarity that ensures avoidance of false positives (labeling a sequence as 

related to something in the database when it is not) typically employs an expectation value (E-

value) between 0.001 and 0.01.  The E-value corresponds to the number of times one would 

expect to see a match of equal or greater quality by chance (false positive) in a search of the 

database.  For E-values of 0.001 or 0.01, one would expect to find a false positive result once in 

1000 or 100 searches, respectively (Pearson, 2000).  For E() = 1, there is a statistically equal 

chance of a hit occurring due to homology or by random chance in a search of a given database. 

Although little can be done to avoid false negatives (labeling a sequence as unrelated to 

something in the database when in fact a homolog is present), visual inspection of the quality of 

less conservative alignments with E() < 1 may minimize false negative results (Pearson, 2000).  

The objective of this study was to compare the amino acid sequence of the 2mEPSPS protein 

expressed in transgenic events with known protein toxins in the public GenBank non-redundant 

protein sequence (nr) database (Updated March 29, 2011). 
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METHODS 

Query Sequence Preparation 

The 2mEPSPS protein sequence was prepared in FASTA format for use with BLASTp search 

program (Appendix 1). 

Toxicity Assessment 

To assess potential toxicity of the 2mEPSPS protein, a search for similarity of protein sequences 

was conducted using the BLASTp program. Amino acid sequences of 2mEPSPS were queried 

using the BLASTp (Version 2.2.22+) against the GenBank non-redundant protein sequences (nr) 

database (updated to March 29, 2011), which incorporates non-redundant entries from all 

GenBank and RefSeq nucleotide translations (Genpept “nr”) along with protein sequences from 

SWISS-PROT (http://www.expasy.org/sprot/), PIR (http://pir.georgetown.edu/), PRF 

(http://www.prf.or.jp/aboutdb-e.html), and PDB (http://www.wwpdb.org/).  The search was 

performed using an internal UNIX computer with default settings (Matrix = BLOSUM62, Gap 

Costs = Existence: 11, Extension: 1, Words =3) except that a cutoff expectation was set to 1, the 

low complexity filtering was turned off, and the sequence output was set to 5000 alignments. 

Although a statistically significant sequence similarity generally requires a match with an 

expectation value less than 0.01, a cutoff of E()< 1.0 ensures that proteins with even limited 

similarity will not be overlooked in the search (Pearson, 2000).  

RESULTS AND DISCUSSION 

The search of the 2mEPSPS protein sequence against GenBank non-redundant protein sequences 

returned a total of 3491 hits with 2565 hits with E()<0.01 (Appendix 2). Among the 2565 

alignments, 2364 hits were related to the shikimate pathway associated herbicide-tolerant proteins 

from various plant and bacterial species, and 164 were related to unknown proteins or 
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hypothetical proteins (Table 1).  Among the 2364 shikimate pathway associated herbicide-tolerant 

proteins, 1864 proteins were related to 3-phosphoshikimate 1-carboxyvinyltransferase enzyme, 

141 were related to 5-enolpyruvyl shikimate 3-phosphate synthase (EPSPS) enzyme, 348 proteins 

were related to UDP-N-acetylglucosamine 1-carboxyvinyltransferase enzyme, and 11 proteins 

were related to dehydroquinate synthase. The rest of the alignments were not significant, and 

none of them were associated with known toxins. 

CONCLUSION 

Bioinformatics analysis of the 2mEPSPS protein using BLASTp search against an up-to-date 

GenBank non-redundant protein (nr) database did not generate any significant sequence similarity 

with any known proteins that are harmful to humans or animals. 
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Table 1 Summary of BLASTp Search Returned Aligments (E()<0.01) of 2mEPSPS 
Protein  Sequence 

 

Protein name 
Number of 
Alignments Alignment E-value range

3-Phosphoshikimate 1-
carboxyvinyltransferase  1864 0  ~ 0.009  
5-Enolpyruvyl shikimate 3-phosphate 
synthase (EPSPS) 141 0  ~ 0.009 
UDP-N-acetylglucosamine 1-
carboxyvinyltransferase  348 1.00 × 10-09 ~ 0.009 
Dehydroquinate synthase 11 1.00 × 10-67 ~ 8.00 × 10-41 
Hypothetical protein or unnamed protein  
or unknown protein 164 0  ~ 0.008 
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APPENDIX 

1. 2mEPSPS Amino Acid Sequence   

 

  1  MAGAEEIVLQ PIKEISGTVK LPGSKSLSNR ILLLAALSEG TTVVDNLLNS 
 

 51  EDVHYMLGAL RTLGLSVEAD KAAKRAVVVG CGGKFPVEDA KEEVQLFLGN 
 
101  AGIAMRSLTA AVTAAGGNAT YVLDGVPRMR ERPIGDLVVG LKQLGADVDC 
 
151  FLGTDCPPVR VNGIGGLPGG KVKLSGSISS QYLSALLMAA PLALGDVEIE 
 
201  IIDKLISIPY VEMTLRLMER FGVKAEHSDS WDRFYIKGGQ KYKSPKNAYV 
 
251  EGDASSASYF LAGAAITGGT VTVEGCGTTS LQGDVKFAEV LEMMGAKVTW 
 
301  TETSVTVTGP PREPFGRKHL KAIDVNMNKM PDVAMTLAVV ALFADGPTAI 
 
351  RDVASWRVKE TERMVAIRTE LTKLGASVEE GPDYCIITPP EKLNVTAIDT 
 
401  YDDHRMAMAF SLAACAEVPV TIRDPGCTRK TFPDYFDVLS TFVKN* 
 

 

 

  

 
 

2.  2mEPSPS Protein Sequence BLASTp Search Output Archive 

The output file from BLASTp search of 2mEPSPS protein is 2145 pages.  As such, this file is 

electronically stored in a secured computer in Dow AgroSciences and is available for view in 

PDF format. 
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FASTA search outputs of 2mEPSPS 
 

APPENDIX BLASTp Search Outputs of 2mEPSPS against GenBank Non-redundant 

Proteins Sequences “nr” (Update to March 29, 2011) 

 
BLASTP 2.2.21 [Jun-14-2009] 
 
 
Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,  
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),  
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs",  Nucleic Acids Res. 25:3389-3402. 
 
Reference for compositional score matrix adjustment: Altschul, Stephen F.,  
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis, 
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches 
using compositionally adjusted substitution matrices", FEBS J. 272:5101-5109. 
 
Query=  
         (445 letters) 
 
Database: /usr/local/blast/db/blastlibs/nr  
           13,366,630 sequences; 4,577,707,244 total letters 
 
Searching..................................................done 
 
 
 
                                                                 Score    E 
Sequences producing significant alignments:                      (bits) Value 
 
emb|CAA44974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ze...   899   0.0   
ref|XP_002436424.1| hypothetical protein SORBIDRAFT_10g002230 [S...   895   0.0   
emb|CAD01096.1| 5-enolpyruvylshikimate-3-phosphate synthase [Ele...   855   0.0   
emb|CAD01095.1| 5-enolpyruvylshikimate-3-phosphate synthase [Ele...   854   0.0   
gb|AAR87844.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleu...   852   0.0   
gb|AAR87845.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleu...   848   0.0   
gb|AAL07437.1|AF413082_1 EPSP synthase [Oryza sativa] >gi|145491...   834   0.0   
ref|NP_001056712.1| Os06g0133900 [Oryza sativa Japonica Group] >...   834   0.0   
gb|ACH72672.1| 5-enolpyruvylshikimate 3-phosphate synthase [Trit...   827   0.0   
gb|AAZ79230.2| plastid 5-enolpyruvylshikimate 3-phosphate syntha...   819   0.0   
gb|ABA54869.1| putative 5-enolpyruvylshikimate 3-phosphate synth...   783   0.0   
gb|AAT45244.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   782   0.0   
gb|ABQ00957.1| 5-enol-pyruvylshikimate-phosphate synthase 2A [Co...   779   0.0   
gb|ABQ00961.1| 5-enol-pyruvylshikimate-phosphate synthase 3A [Co...   779   0.0   
gb|EAZ35730.1| hypothetical protein OsJ_20021 [Oryza sativa Japo...   778   0.0   
gb|ACV53022.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amar...   776   0.0   
gb|AAY40474.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   776   0.0   
gb|ACV53021.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amar...   776   0.0   
gb|ABQ00962.1| 5-enol-pyruvylshikimate-phosphate synthase 3B [Co...   775   0.0   
gb|ACV67277.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amar...   773   0.0   
gb|ACV67278.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amar...   771   0.0   
gb|AAV64030.1| 5-enolpyruvylshikimate 3-phosphate synthase [Camp...   769   0.0   
ref|XP_002280922.1| PREDICTED: hypothetical protein [Vitis vinif...   766   0.0   
gb|AAL27697.1| 5-enolpyruvylshikimate-3-phosphate synthase [Dicl...   765   0.0   
gb|AAL27698.1|AF371966_1 5-enolpyruvylshikimate-3-phosphate synt...   763   0.0   
gb|ABQ00959.1| 5-enol-pyruvylshikimate-phosphate synthase 1B [Co...   763   0.0   
gb|ABQ00960.1| 5-enol-pyruvylshikimate-phosphate synthase 1C [Co...   763   0.0   
ref|NP_182055.1| 3-phosphoshikimate 1-carboxyvinyltransferase / ...   763   0.0   
gb|ABQ00958.1| 5-enol-pyruvylshikimate-phosphate synthase 1A [Co...   760   0.0   
gb|AAT45243.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   759   0.0   
emb|CAA29828.1| EPSP [Arabidopsis thaliana]                           758   0.0   
gb|AAT45245.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   757   0.0   
gb|AAY40475.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   755   0.0   
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gb|ABV24481.1| 5-enolpyruvylshikimate-3-phosphate synthase [Goss...   755   0.0   
gb|ABY61050.1| 5-enolpyruvylshikimate-3-phosphate synthase [Goss...   754   0.0   
gb|AAY40473.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   754   0.0   
sp|P11043.1|AROA_PETHY RecName: Full=3-phosphoshikimate 1-carbox...   753   0.0   
gb|ADB85251.1| 5-enolpyruvyl shikimate 3-phosphate synthase [Zoy...   748   0.0   
gb|ABE77393.4| EPSP synthase [Allium macrostemon]                     746   0.0   
gb|AAY40472.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   746   0.0   
gb|ADB85252.1| 5-enolpyruvyl shikimate 3-phosphate synthase [Zoy...   743   0.0   
gb|AAY40476.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyz...   743   0.0   
ref|XP_002511692.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   741   0.0   
ref|XP_002301279.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   741   0.0   
gb|ACB37380.1| 5-enolpyruvylshikimate 3-phosphate synthase [Caly...   740   0.0   
sp|P17688.1|AROA_BRANA RecName: Full=3-phosphoshikimate 1-carbox...   739   0.0   
ref|XP_002880170.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   738   0.0   
dbj|BAA32276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Or...   738   0.0   
gb|AAL65913.1|AF440389_1 5-enolpyruvylshikimate-3-phosphate synt...   737   0.0   
gb|ACD80082.1| 5-enolpyruvylshikimate-3-phosphate synthase [Conv...   737   0.0   
sp|P23981.1|AROA1_TOBAC RecName: Full=3-phosphoshikimate 1-carbo...   736   0.0   
ref|XP_002894141.1| hypothetical protein ARALYDRAFT_474025 [Arab...   736   0.0   
gb|ABG88197.1| EPSP synthase [Phaseolus vulgaris]                     735   0.0   
gb|AAS80163.1| 5-enolpyruvylshikimate-3-phosphate synthase [Bras...   734   0.0   
ref|NP_175317.1| 3-phosphoshikimate 1-carboxyvinyltransferase, p...   733   0.0   
gb|AAM63771.1| 5-enolpyruvylshikimate-3-phosphate (EPSP) synthas...   731   0.0   
sp|P10748.1|AROA_SOLLC RecName: Full=3-phosphoshikimate 1-carbox...   730   0.0   
ref|NP_973996.1| 3-phosphoshikimate 1-carboxyvinyltransferase, p...   717   0.0   
ref|XP_002993040.1| hypothetical protein SELMODRAFT_162776 [Sela...   665   0.0   
ref|XP_002972123.1| hypothetical protein SELMODRAFT_270937 [Sela...   662   0.0   
emb|CBI38901.3| unnamed protein product [Vitis vinifera]              659   0.0   
gb|AAK20397.1|AF349754_1 5-enolpyruvylshikimate 3-phosphate synt...   645   0.0   
ref|XP_001771376.1| predicted protein [Physcomitrella patens sub...   627   e-178 
gb|AAT45237.1| 5-enol-pyruvylshikimate-phosphate synthase [Erige...   626   e-177 
ref|XP_001760785.1| predicted protein [Physcomitrella patens sub...   620   e-175 
gb|AAT45234.1| 5-enol-pyruvylshikimate-phosphate synthase [Amara...   613   e-173 
gb|AAT45236.1| 5-enol-pyruvylshikimate-phosphate synthase [Erige...   607   e-171 
gb|ACY30625.1| EPSP synthase [Ginkgo biloba]                          598   e-169 
sp|P23281.1|AROA2_TOBAC RecName: Full=3-phosphoshikimate 1-carbo...   578   e-163 
gb|AAN77867.1| 5-enolpyruvylshikimate-3-phosphate synthase [Viti...   574   e-162 
ref|XP_001422572.1| predicted protein [Ostreococcus lucimarinus ...   570   e-160 
gb|ABM68632.1| plastid EPSP synthase [Dunaliella salina]              555   e-156 
ref|XP_003059707.1| predicted protein [Micromonas pusilla CCMP15...   553   e-155 
ref|XP_001702942.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   550   e-154 
ref|XP_002946713.1| hypothetical protein VOLCADRAFT_79287 [Volvo...   548   e-154 
gb|AAQ75744.1| putative EPSP1 [Oryza sativa Japonica Group]           546   e-153 
gb|ACL00597.1| 5-enolpyruvylshikimate-3-phosphate synthase [Goss...   537   e-150 
emb|CBN78624.1| 3-Phosphoshikimate 1-Carboxyvinyltransferase [Ec...   525   e-147 
gb|ADI18434.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...   523   e-146 
gb|ABR25383.1| 5-enolpyruvylshikimate-3-phosphate synthase [Oryz...   514   e-144 
gb|ADI17605.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...   499   e-139 
ref|XP_002288542.1| predicted protein [Thalassiosira pseudonana ...   488   e-136 
ref|XP_002178032.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   471   e-131 
ref|YP_001357866.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   454   e-125 
ref|ZP_04639362.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   454   e-125 
ref|YP_003041661.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   448   e-124 
ref|ZP_04628535.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   447   e-123 
ref|ZP_07744902.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   446   e-123 
ref|ZP_04611277.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   445   e-123 
ref|ZP_01814130.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   444   e-122 
ref|NP_902718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   444   e-122 
ref|ZP_00991039.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   444   e-122 
ref|ZP_05888099.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   443   e-122 
ref|ZP_08104460.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   443   e-122 
ref|YP_002416694.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   443   e-122 
ref|ZP_04633106.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   442   e-122 
ref|ZP_01064779.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   441   e-122 
ref|ZP_04618801.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   441   e-121 
ref|ZP_05877099.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   441   e-121 
ref|ZP_02959853.1| hypothetical protein PROSTU_01752 [Providenci...   440   e-121 
gb|ADT86780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vib...   440   e-121 
ref|ZP_01215931.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   439   e-121 
ref|ZP_01899318.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   439   e-121 
ref|YP_003613235.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   439   e-121 
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ref|YP_003913217.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   439   e-121 
ref|YP_001005833.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   439   e-121 
gb|ADZ43082.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yer...   439   e-121 
ref|ZP_05945025.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   438   e-121 
ref|YP_002890011.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   438   e-121 
ref|YP_001176159.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   438   e-121 
ref|YP_003364600.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   438   e-121 
emb|CBY27762.1| 5-enolpyruvylshikimate-3-phosphate synthase [Yer...   438   e-121 
ref|ZP_03699489.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   438   e-121 
ref|YP_001674263.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   437   e-120 
ref|NP_797399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [V...   437   e-120 
ref|YP_004188221.1| 5-Enolpyruvylshikimate-3-phosphate synthase ...   437   e-120 
ref|YP_001501926.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   437   e-120 
ref|ZP_06038940.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   437   e-120 
ref|YP_001438518.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   436   e-120 
ref|ZP_05926140.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   435   e-120 
ref|YP_003209877.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   435   e-120 
pdb|3FK0|A Chain A, E. Coli Epsp Synthase (Tips Mutation) Ligand...   435   e-120 
ref|ZP_04636035.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   435   e-120 
ref|NP_935111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [V...   435   e-120 
gb|AAO10514.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Vib...   435   e-120 
ref|YP_004212257.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   435   e-120 
ref|YP_942554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   435   e-120 
ref|ZP_01220232.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   434   e-120 
ref|YP_269053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   434   e-119 
ref|YP_130637.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   434   e-119 
ref|ZP_06189463.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   434   e-119 
ref|ZP_03086030.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   434   e-119 
ref|ZP_05967101.1| hypothetical protein ENTCAN_05479 [Enterobact...   434   e-119 
ref|YP_001477939.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   434   e-119 
ref|ZP_04404584.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   434   e-119 
ref|ZP_08099331.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   434   e-119 
ref|ZP_02903635.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   434   e-119 
pdb|3NVS|A Chain A, 1.02 Angstrom Resolution Crystal Structure O...   434   e-119 
ref|YP_001334602.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   434   e-119 
ref|ZP_06033632.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   433   e-119 
pdb|2QFS|A Chain A, E.Coli Epsp Synthase Pro101ser Liganded With...   433   e-119 
gb|EGC07735.1| EPSP synthase [Escherichia fergusonii B253]            433   e-119 
ref|ZP_04418631.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   433   e-119 
ref|ZP_06641049.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   433   e-119 
ref|NP_231368.1| 3-phosphoshikimate 1-carboxyvinyltransferase [V...   433   e-119 
emb|CBK85480.1| 3-phosphoshikimate 1-carboxyvinyltransferase [En...   433   e-119 
ref|NP_928909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   433   e-119 
ref|ZP_04960288.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   433   e-119 
gb|ACV91084.1| 5-enolpyruvylshikimate 3-phosphate synthase [Rahn...   433   e-119 
ref|ZP_04918492.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   433   e-119 
pdb|3FJX|A Chain A, E. Coli Epsp Synthase (T97i) Liganded With S...   433   e-119 
ref|ZP_01947816.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   433   e-119 
ref|YP_003777077.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   432   e-119 
dbj|BAI54369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Es...   432   e-119 
ref|YP_539995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [E...   432   e-119 
ref|ZP_01614515.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   432   e-119 
ref|ZP_06941240.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   432   e-119 
gb|EGB62579.1| EPSP synthase [Escherichia coli M863] >gi|3239767...   432   e-119 
ref|ZP_07511665.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-119 
ref|YP_002239442.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   431   e-119 
ref|ZP_02700430.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-119 
ref|YP_403921.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   431   e-119 
ref|ZP_04413226.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   431   e-118 
ref|ZP_01680979.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-118 
ref|YP_003674569.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   431   e-118 
ref|ZP_06080701.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   431   e-118 
ref|NP_752973.1| 3-phosphoshikimate 1-carboxyvinyltransferase [E...   431   e-118 
ref|YP_069946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Y...   431   e-118 
ref|NP_286783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [E...   431   e-118 
ref|ZP_05971936.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-118 
ref|ZP_07186821.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-118 
ref|ZP_05722256.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-118 
ref|ZP_07103774.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   431   e-118 
ref|NP_706826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   431   e-118 
ref|ZP_08038910.1| 5-enolpyruvylshikimate-3-phosphate synthetase...   430   e-118 
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sp|Q9ZFF7.1|AROA_SHISO RecName: Full=3-phosphoshikimate 1-carbox...   430   e-118 
ref|ZP_07506865.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   430   e-118 
pdb|2QFQ|A Chain A, E. Coli Epsp Synthase Pro101leu Liganded Wit...   430   e-118 
ref|YP_003942408.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   430   e-118 
ref|ZP_07501418.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   430   e-118 
gb|AAA27028.1| 5-enolpyruvylshikimate-3-phosphate synthase, EC 2...   430   e-118 
ref|NP_992569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Y...   430   e-118 
gb|AAB48057.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Ye...   430   e-118 
ref|ZP_06656837.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   430   e-118 
ref|YP_001457748.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   430   e-118 
ref|NP_670084.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Y...   430   e-118 
ref|YP_001453724.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   430   e-118 
ref|YP_002918699.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   429   e-118 
ref|YP_725310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   429   e-118 
sp|P24497.1|AROA_KLEPN RecName: Full=3-phosphoshikimate 1-carbox...   429   e-118 
pdb|1EPS|A Chain A, Structure And Topological Symmetry Of The Gl...   429   e-118 
ref|YP_001908068.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   429   e-118 
ref|ZP_04561353.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   429   e-118 
ref|YP_002004817.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   429   e-118 
ref|ZP_07617960.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   429   e-118 
ref|ZP_01988160.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   429   e-118 
pdb|1MI4|A Chain A, Glyphosate Insensitive G96a Mutant Epsp Synt...   429   e-118 
ref|YP_001474037.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   429   e-118 
ref|YP_004068549.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   429   e-118 
ref|ZP_06353542.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   429   e-118 
ref|ZP_04716871.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   428   e-118 
sp|O87006.1|AROA_SHIDY RecName: Full=3-phosphoshikimate 1-carbox...   428   e-118 
ref|YP_003746355.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   428   e-118 
ref|YP_002255766.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   428   e-118 
ref|ZP_07949892.1| EPSP synthase [Enterobacteriaceae bacterium 9...   428   e-118 
ref|ZP_07623317.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   428   e-118 
gb|AAT45240.1| 5-enol-pyruvylshikimate-phosphate synthase [Sarra...   428   e-118 
gb|AAA27666.1| 5-enolpyruvylshikimate 3-phosphate synthase (aroA...   428   e-118 
ref|YP_002411854.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   427   e-117 
ref|YP_002260329.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   427   e-117 
gb|ADP12127.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erw...   427   e-117 
gb|EGB34276.1| PSP synthase [Escherichia coli E1520]                  427   e-117 
ref|YP_003519646.1| AroA [Pantoea ananatis LMG 20103] >gi|291151...   427   e-117 
ref|YP_001744263.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   427   e-117 
gb|ACA49855.1| enoylpyrovyl-shikimate 3 phosphate synthase [synt...   427   e-117 
ref|ZP_06014214.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   427   e-117 
ref|ZP_07390463.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   427   e-117 
ref|YP_003711824.1| 3-enolpyruvylshikimate-5-phosphate synthetas...   427   e-117 
ref|ZP_02195975.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   427   e-117 
ref|ZP_00946822.1| Hypothetical Protein RRSL_00205 [Ralstonia so...   427   e-117 
ref|YP_003498727.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   426   e-117 
ref|ZP_06652861.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   426   e-117 
ref|ZP_04614864.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   426   e-117 
ref|YP_339941.1| 3-phosphoshikimate 1-carboxyvinyltransferase (5...   426   e-117 
ref|ZP_03560897.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   426   e-117 
ref|YP_738101.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   426   e-117 
ref|YP_003530703.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   426   e-117 
ref|YP_001366482.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   426   e-117 
ref|ZP_06715241.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   426   e-117 
ref|ZP_06177435.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   426   e-117 
ref|YP_296777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   426   e-117 
ref|XP_003083034.1| 5-enolpyruvylshikimate-3-phosphate (ISS) [Os...   426   e-117 
ref|YP_368399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   425   e-117 
dbj|BAE20403.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lac...   425   e-117 
ref|YP_001050438.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   425   e-117 
gb|EGC94707.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Esc...   425   e-117 
ref|ZP_02378918.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   425   e-117 
emb|CAY74833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Er...   425   e-117 
ref|ZP_01133915.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   425   e-117 
gb|AAP94212.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Esc...   425   e-117 
gb|AAT45238.1| 5-enol-pyruvylshikimate-phosphate synthase [Helia...   424   e-117 
ref|YP_002649277.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   424   e-116 
emb|CBJ38069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ra...   424   e-116 
ref|YP_562758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   424   e-116 
ref|ZP_06052274.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   424   e-116 
ref|YP_869612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   424   e-116 
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ref|YP_734053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   424   e-116 
ref|YP_003524676.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   424   e-116 
ref|ZP_07152402.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   424   e-116 
ref|YP_002382216.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   424   e-116 
ref|YP_001183564.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   424   e-116 
ref|NP_717994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   424   e-116 
ref|YP_205144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [V...   424   e-116 
emb|CBX80205.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Er...   423   e-116 
ref|YP_157512.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   423   e-116 
ref|ZP_01077391.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   423   e-116 
ref|YP_002311816.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   423   e-116 
ref|YP_002357991.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   423   e-116 
ref|YP_001554826.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   423   e-116 
gb|ADV54422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [She...   423   e-116 
ref|YP_004115204.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   423   e-116 
ref|NP_519028.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   422   e-116 
ref|YP_662038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   422   e-116 
ref|ZP_06181709.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   422   e-116 
ref|YP_003740883.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
ref|YP_002156583.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
ref|YP_856510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   422   e-116 
ref|YP_002892566.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
emb|CBG33822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Es...   422   e-116 
ref|YP_001444769.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
ref|ZP_04578078.1| prephenate dehydrogenase/3-phosphoshikimate 1...   422   e-116 
ref|YP_050684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   422   e-116 
gb|AAT45239.1| 5-enol-pyruvylshikimate-phosphate synthase [Helia...   422   e-116 
ref|YP_963357.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   422   e-116 
ref|YP_003286576.1| 5-Enolpyruvylshikimate-3-phosphate synthase ...   422   e-116 
ref|YP_002114029.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
ref|YP_002328464.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
ref|YP_003333837.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   422   e-116 
gb|AAT45235.1| 5-enol-pyruvylshikimate-phosphate synthase [Asimi...   421   e-116 
gb|EFZ75997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Esc...   421   e-116 
ref|YP_001571007.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   421   e-115 
ref|ZP_01262195.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   421   e-115 
ref|YP_003556821.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   421   e-115 
ref|ZP_04939314.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   421   e-115 
ref|YP_002145896.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   421   e-115 
ref|ZP_03841175.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   421   e-115 
gb|EFY13317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sal...   420   e-115 
ref|YP_003017310.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   420   e-115 
ref|ZP_02834918.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   420   e-115 
ref|YP_001118812.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   420   e-115 
ref|ZP_03220991.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   420   e-115 
ref|YP_151047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   420   e-115 
ref|YP_620450.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   420   e-115 
ref|YP_215919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   420   e-115 
ref|YP_834691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   420   e-115 
ref|YP_003753110.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   420   e-115 
ref|YP_002040176.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   420   e-115 
ref|YP_001764303.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   420   e-115 
ref|YP_002150479.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   419   e-115 
ref|ZP_03217375.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   419   e-115 
ref|ZP_04657086.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   419   e-115 
ref|NP_455465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   419   e-115 
ref|YP_002214902.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   419   e-115 
ref|ZP_02156189.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   419   e-115 
ref|ZP_02665765.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   419   e-115 
ref|ZP_02655933.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   419   e-115 
ref|ZP_02344102.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   418   e-115 
ref|YP_002980821.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   418   e-115 
ref|NP_459953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   418   e-115 
ref|ZP_03163351.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   418   e-115 
ref|ZP_06155071.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   418   e-115 
ref|YP_001094077.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   418   e-115 
ref|ZP_04753511.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   418   e-114 
ref|YP_001760683.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   417   e-114 
ref|YP_001898360.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   417   e-114 
ref|YP_750809.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   417   e-114 
ref|YP_002263584.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   417   e-114 
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ref|YP_001141683.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   417   e-114 
ref|YP_932575.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   417   e-114 
ref|ZP_07378948.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   417   e-114 
ref|YP_004028375.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   417   e-114 
gb|EGC99608.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bur...   417   e-114 
ref|YP_003259387.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   416   e-114 
ref|YP_002232052.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   416   e-114 
ref|YP_003882820.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   416   e-114 
ref|YP_582874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   416   e-114 
ref|YP_003296223.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   416   e-114 
ref|ZP_04577990.1| prephenate dehydrogenase/3-phosphoshikimate 1...   416   e-114 
pdb|1Q36|A Chain A, Epsp Synthase (Asp313ala) Liganded With Tetr...   416   e-114 
ref|YP_927609.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   416   e-114 
sp|Q8VP65.1|AROA_PASPI RecName: Full=3-phosphoshikimate 1-carbox...   416   e-114 
ref|YP_003004662.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   415   e-114 
ref|ZP_07675781.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   415   e-114 
emb|CAA38417.1| unnamed protein product [Salmonella enterica sub...   415   e-114 
sp|Q93ED4.1|AROA_YERRU RecName: Full=3-phosphoshikimate 1-carbox...   415   e-114 
ref|ZP_01115017.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   415   e-114 
ref|ZP_01237049.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   415   e-114 
ref|ZP_04946247.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   415   e-114 
ref|YP_002897748.1| prephenate dehydrogenase/3-phosphoshikimate ...   415   e-114 
ref|YP_002987848.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   415   e-114 
ref|YP_001981148.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   415   e-114 
ref|YP_718825.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   414   e-113 
ref|ZP_03611660.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   414   e-113 
ref|YP_001784296.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   414   e-113 
ref|ZP_04902010.1| prephenate dehydrogenase/3-phosphoshikimate 1...   414   e-113 
ref|ZP_02889490.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   414   e-113 
ref|YP_284501.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   413   e-113 
ref|ZP_07396143.1| 5-enolpyruvylshikimate-3-phosphate synthetase...   413   e-113 
ref|ZP_01160582.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   413   e-113 
gb|ABA50570.1| prephenate dehydrogenase/3-phosphoshikimate 1-car...   413   e-113 
emb|CAH36524.1| putative bifunctional protein: 3-phosphoshikimat...   413   e-113 
ref|YP_001856979.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   413   e-113 
ref|ZP_04814100.1| prephenate dehydrogenase/3-phosphoshikimate 1...   413   e-113 
ref|YP_109113.2| bifunctional prephenate dehydrogenase/3-phospho...   413   e-113 
ref|YP_001067192.1| bifunctional prephenate dehydrogenase/3-phos...   413   e-113 
ref|YP_102243.1| bifunctional prephenate dehydrogenase/3-phospho...   413   e-113 
ref|ZP_04963077.1| prephenate dehydrogenase/3-phosphoshikimate 1...   412   e-113 
ref|ZP_03452380.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   412   e-113 
ref|ZP_04887685.1| prephenate dehydrogenase/3-phosphoshikimate 1...   412   e-113 
gb|ACO92617.1| AroA [Edwardsiella tarda]                              412   e-113 
ref|ZP_02905400.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   412   e-113 
ref|YP_001341243.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   412   e-113 
ref|YP_993876.1| bifunctional prephenate dehydrogenase/3-phospho...   412   e-113 
ref|ZP_02403904.1| bifunctional prephenate dehydrogenase/3-phosp...   412   e-113 
ref|ZP_03268141.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   411   e-113 
ref|YP_002933862.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   411   e-113 
ref|ZP_02482755.1| bifunctional prephenate dehydrogenase/3-phosp...   411   e-112 
gb|AAT45242.1| 5-enol-pyruvylshikimate-phosphate synthase [Plant...   411   e-112 
ref|YP_002468613.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   411   e-112 
gb|ADP66703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buc...   411   e-112 
gb|ADP66131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buc...   411   e-112 
ref|NP_240133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   411   e-112 
ref|YP_003930386.1| 5-enolpyruvylshikimate-3-phosphate synthetas...   410   e-112 
ref|YP_002910765.1| Prephenate dehydrogenase/3-phosphoshikimate ...   410   e-112 
ref|ZP_03317918.1| hypothetical protein PROVALCAL_00838 [Provide...   410   e-112 
ref|YP_772814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   410   e-112 
ref|YP_442173.2| bifunctional prephenate dehydrogenase/3-phospho...   410   e-112 
gb|ABC39479.1| prephenate dehydrogenase/3-phosphoshikimate 1-car...   410   e-112 
ref|YP_003007701.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   409   e-112 
ref|NP_245776.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   409   e-112 
ref|YP_001807632.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   409   e-112 
ref|YP_003605803.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   409   e-112 
ref|ZP_01788712.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   409   e-112 
ref|ZP_02478328.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   409   e-112 
ref|YP_454671.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   409   e-112 
ref|ZP_07336590.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   408   e-112 
ref|ZP_02373925.1| bifunctional prephenate dehydrogenase/3-phosp...   408   e-112 
ref|YP_003048947.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   408   e-112 
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ref|YP_545038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   408   e-112 
ref|ZP_03825646.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   408   e-112 
ref|YP_001580441.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   408   e-112 
ref|ZP_03574299.1| prephenate dehydrogenase/3-phosphoshikimate 1...   408   e-112 
ref|ZP_02356546.1| bifunctional prephenate dehydrogenase/3-phosp...   408   e-112 
gb|ABY53228.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hae...   408   e-111 
ref|ZP_07538500.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   407   e-111 
ref|ZP_00134045.2| COG0128: 5-enolpyruvylshikimate-3-phosphate s...   407   e-111 
ref|ZP_01791397.1| outer-membrane lipoprotein carrier protein pr...   407   e-111 
ref|YP_001651710.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   407   e-111 
gb|AAA24943.1| enolpyruvylshikimatephosphatesynthase [Haemophilu...   407   e-111 
ref|ZP_02363666.1| bifunctional prephenate dehydrogenase/3-phosp...   406   e-111 
ref|YP_004229109.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   406   e-111 
ref|ZP_01783517.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   406   e-111 
ref|ZP_04465725.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   406   e-111 
ref|ZP_07542841.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   406   e-111 
sp|A4G861.2|AROA_HERAR RecName: Full=3-phosphoshikimate 1-carbox...   405   e-111 
ref|ZP_01873490.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   405   e-111 
ref|YP_001896621.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   405   e-111 
ref|ZP_04978293.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   405   e-111 
ref|ZP_05991014.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   405   e-111 
sp|P52310.1|AROA_HAESO RecName: Full=3-phosphoshikimate 1-carbox...   405   e-111 
gb|ADZ27779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nit...   405   e-111 
ref|ZP_02467913.1| bifunctional prephenate dehydrogenase/3-phosp...   405   e-111 
emb|CBA28839.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cu...   405   e-111 
ref|YP_314712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   405   e-111 
ref|YP_560019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   404   e-110 
ref|ZP_01793472.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   404   e-110 
ref|ZP_05849995.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   404   e-110 
ref|NP_841981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   404   e-110 
ref|YP_088767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   404   e-110 
ref|ZP_08067507.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   404   e-110 
ref|YP_248938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   404   e-110 
ref|YP_001354360.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   404   e-110 
ref|ZP_05989016.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   404   e-110 
ref|YP_001293174.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   403   e-110 
ref|YP_003907846.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   402   e-110 
ref|ZP_06842784.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   402   e-110 
ref|ZP_07889958.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   402   e-110 
ref|YP_003466751.1| 3-enolpyruvylshikimate-5-phosphate synthetas...   401   e-110 
ref|ZP_04467199.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   401   e-109 
ref|YP_004138971.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   401   e-109 
ref|YP_001100819.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   400   e-109 
ref|NP_439734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   400   e-109 
dbj|BAE20404.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lac...   400   e-109 
ref|ZP_08148670.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   400   e-109 
ref|YP_001344227.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   400   e-109 
ref|ZP_06573944.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   399   e-109 
ref|ZP_02412430.1| bifunctional prephenate dehydrogenase/3-phosp...   399   e-109 
ref|ZP_05920862.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   399   e-109 
ref|YP_003846937.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   399   e-109 
ref|YP_277892.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   398   e-109 
ref|YP_548624.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   398   e-109 
ref|YP_004039563.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   397   e-108 
gb|AAX45943.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   397   e-108 
ref|YP_003050881.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   397   e-108 
emb|CAA78480.1| aroA [Pasteurella multocida]                          395   e-108 
ref|YP_002794869.1| AroA [Laribacter hongkongensis HLHK9] >gi|25...   394   e-107 
emb|CBW15902.1| 5-enolpyruvylshikimate-3-phosphate synthetase [H...   393   e-107 
ref|YP_412757.2| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   393   e-107 
ref|YP_001565737.1| bifunctional 3-phosphoshikimate 1-carboxyvin...   393   e-107 
ref|ZP_06634730.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   393   e-107 
ref|ZP_02884875.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   393   e-107 
ref|YP_983018.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   392   e-107 
ref|YP_001798044.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   392   e-107 
gb|AAX45945.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Biber...   392   e-107 
ref|YP_003256375.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   391   e-106 
gb|AAX45947.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Biber...   390   e-106 
gb|AAX45944.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Biber...   390   e-106 
ref|YP_986705.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   389   e-106 
ref|YP_004126485.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   389   e-106 
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ref|YP_003168109.1| bifunctional 3-phosphoshikimate 1-carboxyvin...   389   e-106 
ref|NP_777908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   389   e-106 
gb|AAX45946.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Biber...   387   e-105 
gb|AAV31127.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Ye...   387   e-105 
gb|AAX45928.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   386   e-105 
ref|YP_746641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   386   e-105 
ref|YP_003977767.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   386   e-105 
gb|AAX45938.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   386   e-105 
ref|YP_002552856.1| bifunctional 3-phosphoshikimate 1-carboxyvin...   386   e-105 
gb|ABB75365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nit...   385   e-105 
gb|ADX45885.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aci...   385   e-105 
ref|YP_802756.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   385   e-105 
gb|AAX45933.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   385   e-105 
ref|ZP_04762539.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   385   e-105 
gb|AAX45930.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   385   e-105 
gb|AAX45941.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   385   e-105 
gb|AAX45929.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   385   e-104 
gb|AAX45936.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   384   e-104 
gb|AAT45241.1| 5-enol-pyruvylshikimate-phosphate synthase [Nymph...   384   e-104 
ref|NP_660644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   384   e-104 
gb|AAX45940.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   384   e-104 
gb|AAX45942.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   383   e-104 
gb|AAX45939.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   383   e-104 
ref|YP_971618.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   383   e-104 
gb|AAX45931.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannh...   382   e-104 
ref|ZP_07045860.1| bifunctional 3-phosphoshikimate 1-carboxyviny...   382   e-104 
ref|YP_003277469.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   382   e-104 
ref|ZP_05909047.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   382   e-104 
ref|NP_760987.1| 3-phosphoshikimate 1-carboxyvinyltransferase [V...   382   e-104 
ref|ZP_03719717.1| hypothetical protein NEIFLAOT_01566 [Neisseri...   382   e-104 
ref|ZP_03544339.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   382   e-104 
gb|EGB11856.1| hypothetical protein AURANDRAFT_19755 [Aureococcu...   381   e-103 
ref|ZP_04758091.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   381   e-103 
ref|NP_878673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   380   e-103 
ref|NP_873807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   380   e-103 
gb|EFV83522.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ach...   379   e-103 
gb|AAA21529.1| 5-enolpyruvylshikimate 3-phosphate synthase [Mann...   378   e-103 
ref|YP_001155282.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   376   e-102 
ref|YP_588703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   376   e-102 
gb|AAF01290.1|AF182427_3 5-enolpyruvylshikimate-3-phosphate synt...   371   e-100 
ref|YP_003844455.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   371   e-100 
ref|ZP_07342849.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   371   e-100 
ref|NP_879749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   371   e-100 
ref|NP_885305.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   371   e-100 
ref|YP_002923575.1| 3-enolpyruvylshikimate-5-phosphate synthetas...   370   e-100 
sp|Q03321.4|AROA_AERSA RecName: Full=3-phosphoshikimate 1-carbox...   370   e-100 
ref|NP_890002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   370   e-100 
ref|YP_785874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   369   e-100 
gb|AAA22968.1| 5-enolpyruvylshikimate-3-phosphate synthase (EC 2...   369   e-100 
ref|YP_522830.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   369   e-100 
emb|CAX49833.1| 3-phosphoshikimate 1-carboxyvinyltransferase (5-...   368   e-99  
ref|ZP_06980072.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   368   1e-99 
gb|ADO31856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   367   1e-99 
ref|YP_003083433.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   367   1e-99 
ref|ZP_03084951.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   367   2e-99 
ref|YP_004048828.1| 5-enolpyruvoylshikimate-3-phosphate synthase...   367   2e-99 
gb|ADZ03829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   367   2e-99 
ref|NP_274444.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   367   3e-99 
ref|ZP_06393938.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   366   3e-99 
gb|EGC67044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   366   4e-99 
gb|EGC51388.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   366   5e-99 
ref|ZP_04727277.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   365   8e-99 
ref|YP_975365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   365   8e-99 
emb|CBA05487.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ne...   365   1e-98 
emb|CBX21677.1| unnamed protein product [Neisseria lactamica Y92...   364   1e-98 
emb|CBA07392.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ne...   364   2e-98 
ref|YP_002943532.1| bifunctional 3-phosphoshikimate 1-carboxyvin...   363   2e-98 
ref|ZP_04718785.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   3e-98 
ref|ZP_06643322.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   3e-98 
ref|ZP_04738523.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   3e-98 
ref|ZP_04725392.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   4e-98 
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ref|ZP_04729600.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   4e-98 
ref|ZP_08133171.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   4e-98 
ref|ZP_04740753.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   363   4e-98 
ref|YP_004154098.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   362   4e-98 
ref|YP_002001528.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   362   6e-98 
gb|ADY99871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   361   1e-97 
ref|YP_208010.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   361   1e-97 
ref|ZP_07369427.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   361   1e-97 
gb|EGC53282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   361   1e-97 
ref|YP_003249697.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   361   2e-97 
ref|YP_003643565.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   360   2e-97 
emb|CBY91058.1| 3-phosphoshikimate 1-carboxyvinyltransferase (5-...   360   2e-97 
gb|EGC59129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   360   3e-97 
ref|YP_002342947.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   360   3e-97 
gb|EGC65034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   360   3e-97 
ref|YP_004124452.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   359   4e-97 
gb|EGC57232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nei...   359   5e-97 
ref|ZP_06686582.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   358   1e-96 
ref|YP_002474989.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   358   1e-96 
ref|ZP_06753565.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   357   2e-96 
ref|ZP_01786780.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   357   2e-96 
ref|ZP_06735729.1| hypothetical protein NEIELOOT_02577 [Neisseri...   355   7e-96 
ref|YP_997872.1| bifunctional 3-phosphoshikimate 1-carboxyvinylt...   355   1e-95 
ref|YP_002521490.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   355   1e-95 
ref|ZP_01042651.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   354   2e-95 
emb|CAZ88944.1| 3-phosphoshikimate 1-carboxyvinyltransferase:Cyt...   353   4e-95 
ref|YP_003319237.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   352   8e-95 
ref|ZP_04600796.1| hypothetical protein GCWU000324_00250 [Kingel...   350   3e-94 
ref|ZP_01552046.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   349   5e-94 
ref|YP_155746.1| 5-enolpyruvylshikimate-3-phosphate synthase [Id...   347   2e-93 
ref|YP_004269980.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   347   3e-93 
ref|YP_001790000.1| bifunctional 3-phosphoshikimate 1-carboxyvin...   343   4e-92 
ref|YP_001021434.1| bifunctional 3-phosphoshikimate 1-carboxyvin...   342   6e-92 
ref|YP_001630496.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   339   4e-91 
ref|ZP_06390344.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   339   6e-91 
emb|CAJ75373.1| strongly similar to 3-phosphoshikimate 1-carboxy...   335   6e-90 
ref|ZP_03832181.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   330   2e-88 
ref|ZP_01852123.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   330   3e-88 
ref|YP_004177275.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   329   5e-88 
ref|YP_003629142.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   328   9e-88 
ref|YP_001599470.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   327   2e-87 
ref|ZP_06158732.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   326   5e-87 
ref|ZP_05317708.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   325   6e-87 
ref|YP_003603071.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   325   8e-87 
ref|YP_322772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   325   1e-86 
ref|YP_003704460.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   322   5e-86 
ref|ZP_08079252.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   320   3e-85 
ref|NP_489059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   317   2e-84 
gb|AAV52048.1| AroA [Actinobacillus ureae ATCC 25976]                 317   2e-84 
ref|ZP_06157994.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   317   3e-84 
ref|ZP_01093993.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   317   3e-84 
ref|YP_001864974.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   315   7e-84 
ref|XP_002505432.1| predicted protein [Micromonas sp. RCC299] >g...   311   1e-82 
ref|YP_003370952.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   310   3e-82 
ref|ZP_05716512.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   309   7e-82 
gb|AAV52046.1| AroA [Haemophilus parasuis]                            307   2e-81 
emb|CBY95002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sa...   303   3e-80 
emb|CAA10164.1| 5-enolpyruvylshikimate 3-phosphate synthase [Act...   300   3e-79 
ref|ZP_02737777.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   297   2e-78 
ref|XP_001746575.1| hypothetical protein [Monosiga brevicollis M...   295   8e-78 
ref|NP_630891.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   294   2e-77 
ref|ZP_07198687.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   294   2e-77 
gb|EFW98669.1| dehydroquinase class 1 [Grosmannia clavigera kw1407]   293   3e-77 
gb|AAL65914.1|AF440390_1 5-enolpyruvylshikimate-3-phosphate synt...   291   1e-76 
ref|YP_004193764.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   290   3e-76 
ref|XP_003007290.1| pentafunctional AROM polypeptide [Verticilli...   289   7e-76 
gb|ABA54838.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nos...   288   2e-75 
ref|ZP_05082175.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   287   3e-75 
ref|XP_956000.1| pentafunctional AROM polypeptide [Neurospora cr...   286   4e-75 
ref|NP_864842.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   286   6e-75 
ref|XP_002896252.1| pentafunctional AROM polypeptide, putative [...   284   2e-74 
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ref|ZP_05881560.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   281   1e-73 
ref|ZP_01287548.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   281   2e-73 
emb|CBI53120.1| unnamed protein product [Sordaria macrospora]         280   4e-73 
ref|YP_001529830.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   279   5e-73 
ref|YP_002430927.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   279   6e-73 
emb|CCA26166.1| unnamed protein product [Albugo laibachii Nc14]       279   7e-73 
gb|EFW44924.1| pentafunctional AROM polypeptide [Capsaspora owcz...   278   9e-73 
ref|NP_986731.2| AGR066Wp [Ashbya gossypii ATCC 10895] >gi|29978...   277   2e-72 
ref|XP_003048265.1| predicted protein [Nectria haematococca mpVI...   277   2e-72 
ref|XP_001910024.1| hypothetical protein [Podospora anserina S m...   277   2e-72 
ref|YP_001613674.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   277   3e-72 
ref|ZP_03493643.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   276   5e-72 
gb|EFQ95851.1| hypothetical protein PTT_04545 [Pyrenophora teres...   275   8e-72 
gb|AAV52047.1| AroA [Actinobacillus equuli]                           275   9e-72 
dbj|BAH89270.1| putative 5-enolpyruvylshikimate 3-phosphte synth...   275   1e-71 
gb|AAA21937.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Aer...   275   1e-71 
ref|YP_003184077.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   275   1e-71 
ref|YP_002603512.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   275   1e-71 
ref|XP_002545280.1| pentafunctional polypeptide AROM [Candida tr...   274   2e-71 
gb|EDK39572.2| hypothetical protein PGUG_03670 [Pichia guillierm...   273   3e-71 
ref|XP_001484289.1| hypothetical protein PGUG_03670 [Meyerozyma ...   273   4e-71 
ref|XP_002492733.1| Pentafunctional arom protein [Pichia pastori...   273   5e-71 
gb|AAW33954.1| AROM pentafunctional enzyme [Pichia pastoris]          273   6e-71 
ref|ZP_06935856.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   272   6e-71 
ref|ZP_05060087.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   272   6e-71 
ref|XP_002419765.1| pentafunctional AROM polypeptide, putative [...   272   7e-71 
ref|XP_505337.1| YALI0F12639p [Yarrowia lipolytica] >gi|49651207...   272   9e-71 
gb|EFQ33466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Glo...   271   1e-70 
ref|XP_002615931.1| hypothetical protein CLUG_04813 [Clavispora ...   271   1e-70 
ref|XP_384463.1| hypothetical protein FG04287.1 [Gibberella zeae...   271   1e-70 
ref|XP_368116.2| hypothetical protein MGG_01128 [Magnaporthe ory...   271   2e-70 
ref|YP_066747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   270   2e-70 
ref|XP_001528832.1| pentafunctional AROM polypeptide [Lodderomyc...   270   3e-70 
ref|YP_644215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   270   3e-70 
ref|XP_001792082.1| hypothetical protein SNOG_01444 [Phaeosphaer...   270   3e-70 
gb|EFY99234.1| pentafunctional AROM polypeptide [Metarhizium ani...   270   3e-70 
sp|Q12659.1|ARO1_PNECA RecName: Full=Pentafunctional AROM polype...   270   4e-70 
ref|XP_001528849.1| pentafunctional AROM polypeptide [Lodderomyc...   270   4e-70 
gb|ABB04469.1| 5-enolpyruvylshikimate 3-phosphate synthase [Yers...   270   5e-70 
ref|ZP_03367581.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   269   7e-70 
ref|XP_001384008.2| hypothetical protein PICST_89141 [Schefferso...   268   8e-70 
ref|YP_003689344.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   268   1e-69 
ref|XP_003169854.1| pentafunctional AROM polypeptide [Arthroderm...   268   1e-69 
ref|XP_001228231.1| hypothetical protein CHGG_10304 [Chaetomium ...   268   1e-69 
ref|XP_002790866.1| pentafunctional AROM polypeptide [Paracoccid...   268   1e-69 
ref|YP_461861.1| 3-phosphoshikimate-1-carboxyvinyltransferase [S...   268   2e-69 
ref|XP_002496718.1| ZYRO0D06578p [Zygosaccharomyces rouxii] >gi|...   266   3e-69 
ref|XP_002836591.1| hypothetical protein [Tuber melanosporum Mel...   266   3e-69 
ref|XP_003016933.1| repressor protein [Arthroderma benhamiae CBS...   266   5e-69 
ref|XP_449840.1| hypothetical protein [Candida glabrata CBS 138]...   266   5e-69 
gb|EFY84835.1| pentafunctional AROM polypeptide [Metarhizium acr...   266   5e-69 
emb|CBX30069.1| 3-phosphoshikimate 1-carboxyvinyltransferase 1 [...   266   6e-69 
ref|YP_174720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   265   1e-68 
ref|XP_002153704.1| pentafunctional polypeptide (AroM), putative...   265   1e-68 
ref|XP_001243950.1| hypothetical protein CIMG_03391 [Coccidioide...   265   1e-68 
ref|XP_002847108.1| pentafunctional AROM polypeptide [Arthroderm...   264   2e-68 
ref|XP_003023519.1| repressor protein [Trichophyton verrucosum H...   264   2e-68 
ref|XP_001585666.1| hypothetical protein SS1G_13550 [Sclerotinia...   264   3e-68 
ref|XP_002478440.1| pentafunctional polypeptide (AroM), putative...   263   3e-68 
ref|ZP_06885153.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   263   5e-68 
gb|EFW96244.1| Pentafunctional arom protein [Pichia angusta DL-1]     262   7e-68 
ref|XP_001539094.1| 3-dehydroquinate synthase [Ajellomyces capsu...   261   1e-67 
ref|ZP_03754397.1| hypothetical protein ROSEINA2194_02822 [Roseb...   261   1e-67 
ref|XP_003068793.1| 3-dehydroquinate synthase, putative [Coccidi...   261   1e-67 
gb|EFW20721.1| 3-dehydroquinate synthase [Coccidioides posadasii...   261   1e-67 
emb|CBY01360.1| similar to pentafunctional polypeptide AROM [Lep...   261   2e-67 
ref|XP_002555600.1| KLTH0G13090p [Lachancea thermotolerans] >gi|...   261   2e-67 
ref|XP_722769.1| hypothetical protein CaO19.4704 [Candida albica...   260   3e-67 
ref|XP_002146148.1| 3-dehydroquinate synthase, putative [Penicil...   260   3e-67 
ref|XP_722916.1| hypothetical protein CaO19.12175 [Candida albic...   260   3e-67 
ref|NP_010412.1| Aro1p [Saccharomyces cerevisiae S288c] >gi|1141...   259   4e-67 
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gb|AAN70992.1|AF482690_1 arom polypeptide [Thanatephorus cucumeris]   259   4e-67 
gb|EGA63035.1| Aro1p [Saccharomyces cerevisiae FostersO]              259   5e-67 
gb|EGA59386.1| Aro1p [Saccharomyces cerevisiae FostersB]              259   6e-67 
gb|EDN60469.1| 3-dehydroquinate dehydratase (3-dehydroquinase) [...   259   6e-67 
gb|EGA83528.1| Aro1p [Saccharomyces cerevisiae Lalvin QA23]           259   6e-67 
ref|NP_594681.1| pentafunctional aromatic polypeptide Aro1 (pred...   259   6e-67 
gb|AAU95677.1| arom [Sclerotinia sclerotiorum]                        259   7e-67 
emb|CAY78632.1| Aro1p [Saccharomyces cerevisiae EC1118]               259   7e-67 
gb|EDV08178.1| 3-dehydroquinate dehydratase [Saccharomyces cerev...   259   8e-67 
ref|XP_002582444.1| pentafunctional AROM polypeptide [Uncinocarp...   259   8e-67 
gb|EGA75607.1| Aro1p [Saccharomyces cerevisiae AWRI796]               259   8e-67 
gb|EEH44586.1| pentafunctional AROM polypeptide [Paracoccidioide...   258   9e-67 
ref|XP_002561515.1| Pc16g12160 [Penicillium chrysogenum Wisconsi...   258   1e-66 
gb|EEH20188.1| pentafunctional AROM polypeptide [Paracoccidioide...   258   1e-66 
gb|EEU09331.1| Aro1p [Saccharomyces cerevisiae JAY291]                258   1e-66 
ref|YP_003709660.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   258   1e-66 
ref|YP_003878008.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   258   2e-66 
ref|YP_001818996.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   258   2e-66 
sp|P07547.3|ARO1_EMENI RecName: Full=Pentafunctional AROM polype...   257   3e-66 
ref|ZP_04452905.1| hypothetical protein GCWU000182_02215 [Abiotr...   257   3e-66 
ref|ZP_03714227.1| hypothetical protein EIKCOROL_01924 [Eikenell...   256   5e-66 
gb|AAV64002.1| AroA [Actinobacillus suis ATCC 33415]                  256   5e-66 
ref|ZP_05791383.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   255   8e-66 
ref|YP_846833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   255   9e-66 
ref|XP_001728822.1| hypothetical protein MGL_3989 [Malassezia gl...   255   9e-66 
emb|CBK80210.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Co...   255   1e-65 
ref|XP_003026716.1| hypothetical protein SCHCODRAFT_83545 [Schiz...   255   1e-65 
ref|XP_003192257.1| aromatic amino acid family biosynthesis-rela...   255   1e-65 
ref|XP_569127.1| aromatic amino acid family biosynthesis-related...   255   1e-65 
gb|EEH08604.1| pentafunctional AROM polypeptide [Ajellomyces cap...   254   2e-65 
ref|XP_002375788.1| pentafunctional polypeptide (AroM), putative...   253   3e-65 
dbj|BAE60669.1| unnamed protein product [Aspergillus oryzae]          253   3e-65 
ref|XP_001931677.1| pentafunctional AROM polypeptide [Pyrenophor...   253   3e-65 
ref|XP_455965.1| hypothetical protein [Kluyveromyces lactis NRRL...   253   4e-65 
ref|ZP_04624288.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   253   4e-65 
ref|ZP_06933986.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   253   4e-65 
ref|YP_003769882.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   252   7e-65 
ref|XP_001268882.1| pentafunctional polypeptide (AroM), putative...   252   8e-65 
ref|YP_001047210.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   252   9e-65 
gb|EER42257.1| pentafunctional AROM polypeptide [Ajellomyces cap...   251   2e-64 
gb|EEQ84223.1| 3-dehydroquinate synthase [Ajellomyces dermatitid...   251   2e-64 
ref|XP_002626822.1| 3-dehydroquinate synthase [Ajellomyces derma...   251   2e-64 
gb|EGC43649.1| 3-dehydroquinate synthase [Ajellomyces capsulatus...   249   8e-64 
ref|YP_001122070.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   248   1e-63 
emb|CAD29607.2| pentafunctional arom polypeptide [includes: 3-de...   248   1e-63 
ref|XP_001879572.1| predicted protein [Laccaria bicolor S238N-H8...   248   1e-63 
ref|XP_752744.1| pentafunctional polypeptide (AroM) [Aspergillus...   248   1e-63 
gb|EDP56612.1| pentafunctional polypeptide (AroM), putative [Asp...   248   1e-63 
ref|XP_001264384.1| pentafunctional polypeptide (AroM), putative...   248   1e-63 
ref|YP_001538010.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   248   2e-63 
ref|ZP_04989980.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   247   3e-63 
ref|ZP_03727185.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   246   5e-63 
ref|YP_169611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [F...   246   7e-63 
ref|YP_002929840.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   245   1e-62 
ref|YP_898731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [F...   245   1e-62 
ref|ZP_06048035.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   245   1e-62 
gb|ABK26355.1| unknown [Picea sitchensis]                             243   4e-62 
ref|ZP_03247089.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   243   4e-62 
ref|YP_502500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   243   5e-62 
ref|YP_001891424.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   242   7e-62 
ref|ZP_04988536.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   242   1e-61 
ref|YP_001159802.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   242   1e-61 
ref|ZP_02026168.1| hypothetical protein EUBVEN_01424 [Eubacteriu...   241   1e-61 
ref|ZP_04985218.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   241   1e-61 
ref|YP_001678243.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   241   2e-61 
emb|CBQ73986.1| probable ARO1-Pentafunctional AROM polypeptide [...   241   2e-61 
ref|XP_002171624.1| pentafunctional AROM polypeptide [Schizosacc...   240   2e-61 
ref|ZP_04755889.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   240   3e-61 
ref|YP_513574.1| 3-phosphoshikimate 1-carboxyvinyltransferase [F...   239   4e-61 
ref|YP_389974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   238   1e-60 
emb|CAA28836.1| arom polypeptide [Emericella nidulans]                238   1e-60 
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ref|YP_002992653.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   238   1e-60 
gb|ADQ43380.1| putative EPSP synthase [Streptomyces cinnamonensis]    238   2e-60 
ref|ZP_04696613.1| putative 5-enolpyruvylshikimate-3-phosphate s...   237   3e-60 
ref|XP_759754.1| hypothetical protein UM03607.1 [Ustilago maydis...   236   5e-60 
ref|ZP_01292020.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   236   7e-60 
ref|NP_243579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   235   1e-59 
ref|YP_003895882.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   233   3e-59 
gb|ADI21744.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...   233   5e-59 
ref|ZP_03462611.1| hypothetical protein BACPEC_01696 [Bacteroide...   233   5e-59 
ref|YP_002467599.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   230   3e-58 
ref|YP_002548675.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   229   5e-58 
gb|EFP87557.1| pentafunctional AROM polypeptide [Puccinia gramin...   229   5e-58 
ref|YP_001823336.1| putative 5-enolpyruvylshikimate-3-phosphate ...   225   1e-56 
ref|YP_002543594.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   225   1e-56 
ref|YP_003196997.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   224   1e-56 
ref|ZP_06279329.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   224   3e-56 
ref|ZP_06270491.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   224   3e-56 
ref|XP_001834882.2| arom polypeptide [Coprinopsis cinerea okayam...   223   3e-56 
ref|YP_001096916.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   223   3e-56 
ref|YP_001549512.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   223   4e-56 
ref|ZP_04998765.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   223   5e-56 
ref|ZP_07015206.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   223   5e-56 
ref|YP_003159302.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   223   5e-56 
ref|ZP_07330073.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   223   6e-56 
ref|YP_001323039.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   222   1e-55 
gb|EFN55352.1| hypothetical protein CHLNCDRAFT_31300 [Chlorella ...   221   1e-55 
gb|ADW03091.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   221   2e-55 
sp|P39915.2|AROA2_BURPS RecName: Full=3-phosphoshikimate 1-carbo...   221   2e-55 
emb|CBK94981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eu...   221   2e-55 
ref|YP_003134364.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   221   2e-55 
ref|YP_001039475.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   220   3e-55 
ref|YP_003128029.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   220   4e-55 
pir||F64362 3-phosphoshikimate 1-carboxyvinyltransferase (EC 2.5...   220   4e-55 
ref|YP_002951911.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   220   4e-55 
ref|NP_247478.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   220   4e-55 
ref|YP_001329672.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   219   5e-55 
emb|CBL11268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ro...   219   5e-55 
ref|ZP_03524264.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   219   6e-55 
ref|ZP_04743620.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   219   7e-55 
ref|ZP_04588138.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   219   8e-55 
ref|YP_766557.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   218   1e-54 
ref|YP_002436161.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   218   1e-54 
gb|EFU19683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spi...   218   1e-54 
emb|CBL08458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ro...   218   2e-54 
emb|CBK90704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eu...   218   2e-54 
ref|YP_001324353.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   217   3e-54 
ref|YP_468422.1| 3-phosphoshikimate 1-carboxyvinyltransferase pr...   217   3e-54 
ref|YP_004058389.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   217   3e-54 
ref|YP_002937856.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   217   3e-54 
ref|XP_001210667.1| hypothetical protein ATEG_00581 [Aspergillus...   217   4e-54 
ref|YP_003549473.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   216   4e-54 
ref|ZP_06369933.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   216   5e-54 
ref|YP_001299190.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   216   6e-54 
ref|ZP_05976382.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   216   6e-54 
ref|YP_003873613.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   216   7e-54 
ref|YP_001977138.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   216   8e-54 
ref|NP_353664.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   216   8e-54 
ref|YP_003459196.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   215   9e-54 
ref|YP_002974419.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   215   1e-53 
ref|ZP_06419979.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   215   1e-53 
ref|YP_003963006.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   215   1e-53 
ref|ZP_03806228.1| hypothetical protein PROPEN_04630 [Proteus pe...   214   2e-53 
ref|ZP_07003703.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   214   2e-53 
ref|YP_002280056.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   214   2e-53 
ref|ZP_03395431.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   214   2e-53 
ref|ZP_07881352.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   214   2e-53 
ref|ZP_05255540.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   214   2e-53 
ref|XP_002943890.1| PREDICTED: hypothetical protein LOC100495501...   214   2e-53 
ref|ZP_06741032.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   214   3e-53 
ref|ZP_06835492.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   214   3e-53 
ref|ZP_03607002.1| hypothetical protein METSMIALI_00098 [Methano...   214   3e-53 
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ref|YP_004277887.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   213   5e-53 
ref|YP_233984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   213   5e-53 
ref|ZP_07263162.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   213   6e-53 
ref|YP_001272846.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   213   7e-53 
ref|NP_790877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   213   7e-53 
ref|ZP_07034385.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   212   8e-53 
ref|YP_003247910.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   212   1e-52 
ref|YP_273200.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   212   1e-52 
ref|ZP_03301793.1| hypothetical protein BACDOR_03185 [Bacteroide...   212   1e-52 
gb|EFW82034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pse...   211   1e-52 
ref|ZP_06254597.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   211   1e-52 
ref|YP_447541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   210   3e-52 
ref|ZP_07329272.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   210   4e-52 
ref|YP_003708293.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   209   5e-52 
ref|ZP_03206915.1| hypothetical protein BACPLE_00528 [Bacteroide...   209   5e-52 
ref|YP_001239786.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   209   6e-52 
ref|NP_988325.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   209   6e-52 
ref|YP_003424319.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   209   7e-52 
ref|YP_003850067.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   208   1e-51 
ref|YP_002506738.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   208   1e-51 
ref|YP_004262686.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   208   1e-51 
ref|YP_004260363.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   208   1e-51 
ref|ZP_07978543.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   207   2e-51 
gb|EFP78589.1| pentafunctional AROM polypeptide [Puccinia gramin...   207   2e-51 
ref|YP_003615995.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   207   3e-51 
ref|ZP_05392022.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   206   4e-51 
ref|ZP_05417355.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   206   5e-51 
ref|ZP_05279686.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   206   5e-51 
ref|ZP_03530535.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   206   6e-51 
gb|AAO33155.1| putative 3-phosphoshikimate 1-carboxyvinyltransfe...   206   6e-51 
ref|YP_004120716.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   206   6e-51 
ref|YP_004087750.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   206   7e-51 
ref|YP_001108530.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   205   1e-50 
ref|ZP_05494485.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   204   2e-50 
ref|YP_098022.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   204   2e-50 
ref|NP_811099.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   204   2e-50 
ref|YP_002872355.1| putative 3-phosphoshikimate 1-carboxyvinyltr...   204   2e-50 
ref|ZP_01053050.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   204   3e-50 
ref|ZP_08123678.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   203   3e-50 
ref|ZP_07945143.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   203   3e-50 
ref|ZP_06993276.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   203   3e-50 
ref|YP_004043905.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   203   5e-50 
ref|YP_001404722.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   203   5e-50 
ref|YP_288605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   202   7e-50 
ref|ZP_03474784.1| hypothetical protein PRABACTJOHN_00439 [Parab...   202   8e-50 
gb|ABV26712.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...   202   1e-49 
ref|ZP_06093640.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   202   1e-49 
ref|ZP_02030211.1| hypothetical protein PARMER_00179 [Parabacter...   201   2e-49 
ref|YP_210369.1| putative 3-phosphoshikimate 1-carboxyvinyltrans...   201   2e-49 
ref|YP_001832750.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   201   3e-49 
ref|YP_003736795.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   201   3e-49 
gb|ABM21481.1| 5'-enolpyruvylshikimate 3-phosphate synthase [Pse...   201   3e-49 
emb|CBW21292.1| putative 3-phosphoshikimate 1-carboxyvinyltransf...   200   3e-49 
ref|ZP_07334199.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   3e-49 
gb|ADX68016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Wee...   200   3e-49 
ref|ZP_02329207.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   3e-49 
ref|NP_613913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   200   3e-49 
ref|ZP_08075517.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   3e-49 
ref|ZP_01691566.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   3e-49 
ref|ZP_07721584.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   3e-49 
ref|ZP_08155395.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   4e-49 
ref|YP_003146820.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   200   4e-49 
ref|ZP_04841395.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   4e-49 
ref|ZP_07961875.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   200   4e-49 
ref|ZP_05618982.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   199   6e-49 
ref|ZP_07366540.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   199   6e-49 
ref|YP_003997622.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   199   6e-49 
ref|YP_004253987.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   199   6e-49 
ref|ZP_02066162.1| hypothetical protein BACOVA_03157 [Bacteroide...   199   7e-49 
ref|YP_004007995.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   199   8e-49 
ref|ZP_06408448.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   198   1e-48 
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ref|YP_003313731.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   198   1e-48 
ref|ZP_08112518.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   198   1e-48 
dbj|BAJ27727.1| putative 3-phosphoshikimate 1-carboxyvinyltransf...   198   1e-48 
ref|ZP_07213686.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   198   1e-48 
ref|ZP_01961379.1| hypothetical protein BACCAC_03010 [Bacteroide...   198   1e-48 
ref|ZP_06275683.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   198   1e-48 
ref|YP_001689222.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   198   1e-48 
emb|CBL15191.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ru...   198   2e-48 
pir||S41329 5-enolpyruvylshikimate-3-phosphate synthase - Pseudo...   198   2e-48 
ref|YP_004164981.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   198   2e-48 
ref|ZP_05760597.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   198   2e-48 
ref|NP_280114.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   198   2e-48 
ref|ZP_07918691.1| conserved hypothetical protein [Bacteroides s...   198   2e-48 
ref|YP_003586028.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   198   2e-48 
emb|CBK66251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ba...   198   2e-48 
ref|ZP_06917240.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   198   2e-48 
ref|ZP_07775185.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   197   2e-48 
ref|ZP_04548784.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   197   2e-48 
ref|ZP_06268360.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   197   2e-48 
emb|CBI32963.3| unnamed protein product [Vitis vinifera]              197   2e-48 
ref|ZP_06288831.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   197   2e-48 
ref|YP_003813565.1| putative 3-phosphoshikimate 1-carboxyvinyltr...   197   2e-48 
ref|YP_001304474.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   197   3e-48 
ref|ZP_03968049.1| possible 3-phosphoshikimate 1-carboxyvinyltra...   197   3e-48 
ref|ZP_07402495.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   197   3e-48 
ref|ZP_07082504.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   197   3e-48 
ref|ZP_05544099.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   197   3e-48 
ref|ZP_06076094.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   197   4e-48 
ref|YP_004266660.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   196   6e-48 
ref|ZP_07627942.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   196   6e-48 
ref|ZP_07040911.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   196   6e-48 
ref|YP_001854793.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   196   6e-48 
ref|ZP_07001809.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   196   7e-48 
emb|CAA54317.1| 5-enolpyruvylshikimate-3-phosphate synthase [Bur...   196   7e-48 
ref|YP_120804.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   196   7e-48 
gb|ADZ09189.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Met...   196   8e-48 
ref|NP_275908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   195   1e-47 
ref|ZP_03312373.1| hypothetical protein DESPIG_02300 [Desulfovib...   195   1e-47 
ref|ZP_05916273.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   194   2e-47 
ref|ZP_06287745.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   194   2e-47 
ref|ZP_03644102.1| hypothetical protein BACCOPRO_02477 [Bacteroi...   194   2e-47 
ref|ZP_02160130.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   194   2e-47 
ref|ZP_07322655.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   194   3e-47 
ref|YP_698016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   194   3e-47 
ref|ZP_03016982.1| hypothetical protein BACINT_04593 [Bacteroide...   194   3e-47 
ref|ZP_07060276.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   194   3e-47 
ref|NP_619403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   193   4e-47 
ref|ZP_06423357.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   193   4e-47 
ref|YP_002565359.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   193   4e-47 
ref|ZP_03630896.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   193   4e-47 
ref|ZP_04999967.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   193   4e-47 
ref|ZP_07306373.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   193   5e-47 
ref|YP_001192862.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   193   5e-47 
ref|ZP_06083401.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   193   5e-47 
ref|ZP_04545361.1| 3-phosphoshikimate 1-carboxy vinyl transferas...   193   5e-47 
ref|ZP_07978939.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   6e-47 
ref|ZP_06280883.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   6e-47 
ref|YP_677344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   192   6e-47 
ref|ZP_08136605.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   7e-47 
ref|ZP_05735072.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   7e-47 
ref|ZP_03678570.1| hypothetical protein BACCELL_02920 [Bacteroid...   192   9e-47 
ref|ZP_02639510.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   1e-46 
ref|YP_003387743.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   192   1e-46 
ref|ZP_07934447.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   1e-46 
ref|ZP_02642799.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   192   1e-46 
ref|ZP_06005871.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   191   1e-46 
ref|YP_003805618.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   191   1e-46 
ref|YP_003399282.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   191   1e-46 
ref|ZP_07310854.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   191   1e-46 
ref|ZP_02951936.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   191   2e-46 
ref|ZP_02630606.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   191   2e-46 
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ref|ZP_02865398.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   191   2e-46 
ref|YP_695141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   191   2e-46 
ref|ZP_06709873.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   191   3e-46 
ref|ZP_03458009.1| hypothetical protein BACEGG_00780 [Bacteroide...   190   3e-46 
ref|YP_001295176.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   190   3e-46 
ref|YP_003383038.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   190   3e-46 
ref|YP_001823822.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   190   4e-46 
ref|YP_134905.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   190   4e-46 
ref|YP_003091787.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   190   4e-46 
ref|NP_629359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   190   4e-46 
ref|YP_003575186.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   190   4e-46 
ref|ZP_08085077.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   189   5e-46 
ref|ZP_02180832.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   189   6e-46 
ref|YP_003129415.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   189   7e-46 
ref|ZP_04704720.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   189   8e-46 
gb|EGC87543.1| putative 3-phosphoshikimate 1-carboxyvinyltransfe...   189   8e-46 
ref|YP_003357655.1| putative 3-phosphoshikimate 1-carboxyvinyltr...   189   9e-46 
ref|YP_685260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [u...   189   9e-46 
ref|ZP_06587010.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   189   1e-45 
ref|YP_002478927.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   189   1e-45 
ref|ZP_04711269.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   188   1e-45 
ref|ZP_04696087.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   188   1e-45 
ref|XP_001449723.1| hypothetical protein [Paramecium tetraurelia...   188   1e-45 
gb|ADW03510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   188   2e-45 
ref|ZP_04685981.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   188   2e-45 
ref|YP_860405.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   187   2e-45 
gb|ADY13184.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spi...   187   2e-45 
ref|NP_561612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   187   2e-45 
ref|ZP_06576756.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   187   2e-45 
ref|ZP_02635555.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   187   2e-45 
ref|YP_003488703.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   187   2e-45 
ref|YP_001512899.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   187   2e-45 
ref|NP_347531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   187   3e-45 
ref|ZP_08160034.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   187   3e-45 
ref|YP_003196823.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   187   4e-45 
ref|ZP_01119134.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   187   4e-45 
ref|ZP_07289137.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   187   4e-45 
ref|ZP_05004205.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   186   4e-45 
ref|ZP_06823528.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   186   4e-45 
ref|ZP_07280355.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   186   5e-45 
ref|YP_003781065.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   186   5e-45 
ref|YP_003480512.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   186   5e-45 
ref|ZP_01733382.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   186   5e-45 
gb|AAS77246.1| putative 3-phosphoshikimate 1-carboxyvinyltransfe...   186   5e-45 
ref|YP_003327067.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   186   6e-45 
ref|YP_001394188.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   186   7e-45 
ref|ZP_07385752.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   186   8e-45 
ref|YP_004160822.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   186   8e-45 
ref|ZP_01252676.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   186   8e-45 
ref|YP_009687.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   186   9e-45 
ref|NP_824218.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   186   9e-45 
ref|YP_004003933.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   185   1e-44 
ref|YP_003402990.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   185   1e-44 
ref|ZP_06253467.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   185   1e-44 
ref|YP_003200775.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   185   1e-44 
ref|YP_003103946.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   185   1e-44 
ref|YP_004103569.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   185   1e-44 
ref|ZP_04853058.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   185   1e-44 
ref|YP_922900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   185   2e-44 
ref|YP_003012523.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   184   2e-44 
ref|ZP_05858117.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   184   2e-44 
ref|YP_003118554.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   184   2e-44 
ref|YP_182676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   184   2e-44 
ref|YP_304445.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   184   2e-44 
ref|YP_003646068.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   184   2e-44 
ref|YP_002309425.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   184   2e-44 
ref|ZP_05130027.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   184   2e-44 
ref|ZP_01059205.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   184   2e-44 
ref|YP_001620220.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   184   2e-44 
ref|ZP_08043247.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   184   3e-44 
ref|ZP_02076942.1| hypothetical protein EUBDOL_00735 [Eubacteriu...   183   4e-44 
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ref|ZP_02437127.1| hypothetical protein BACSTE_03400 [Bacteroide...   183   5e-44 
ref|ZP_04820906.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   183   5e-44 
ref|YP_967917.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   182   6e-44 
ref|YP_001922269.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   182   6e-44 
ref|ZP_07085696.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   182   7e-44 
gb|EFP93820.1| pentafunctional AROM polypeptide [Puccinia gramin...   182   1e-43 
ref|ZP_01890962.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   182   1e-43 
gb|AAT74841.1| AROM polypeptide [Tetrahymena thermophila]             182   1e-43 
ref|YP_003871327.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   182   1e-43 
ref|ZP_06475046.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   182   1e-43 
ref|YP_003257006.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   182   1e-43 
ref|YP_003096551.1| 5-Enolpyruvylshikimate-3-phosphate synthase ...   181   2e-43 
ref|ZP_03293534.1| hypothetical protein CLOHIR_01484 [Clostridiu...   181   2e-43 
ref|YP_003301285.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   181   2e-43 
ref|YP_003178454.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   181   2e-43 
ref|YP_003636308.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   181   2e-43 
ref|ZP_06300243.1| hypothetical protein pah_c197o073 [Parachlamy...   181   2e-43 
ref|YP_003935682.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   181   2e-43 
ref|ZP_06919663.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   181   2e-43 
ref|YP_003968514.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   181   3e-43 
ref|ZP_07356893.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   180   3e-43 
ref|ZP_07578367.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   180   3e-43 
ref|YP_003947542.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   180   3e-43 
ref|YP_004099765.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   180   4e-43 
ref|ZP_03700952.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   180   4e-43 
ref|YP_004273047.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   180   5e-43 
ref|ZP_06200730.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   180   5e-43 
ref|ZP_02861638.1| hypothetical protein ANASTE_00845 [Anaerofust...   180   5e-43 
ref|ZP_00959872.1| hypothetical protein ISM_08555 [Roseovarius n...   180   5e-43 
ref|ZP_07717729.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   180   5e-43 
ref|ZP_07607719.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   180   5e-43 
ref|YP_003958696.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   179   5e-43 
ref|ZP_02428786.1| hypothetical protein CLORAM_02197 [Clostridiu...   179   6e-43 
ref|YP_565758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   179   6e-43 
ref|YP_002959959.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   179   7e-43 
ref|YP_003241998.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   179   9e-43 
ref|ZP_04564427.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   179   1e-42 
ref|YP_003860848.1| putative 3-phosphoshikimate 1-carboxyvinyltr...   179   1e-42 
gb|EFS56521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   178   1e-42 
ref|ZP_03702032.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   178   1e-42 
ref|YP_327187.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   178   1e-42 
gb|EFS39990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   178   1e-42 
gb|EFT73592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   178   1e-42 
ref|ZP_06426967.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   178   1e-42 
ref|NP_070326.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   178   1e-42 
ref|XP_001434983.1| hypothetical protein [Paramecium tetraurelia...   178   2e-42 
ref|YP_004092883.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   178   2e-42 
gb|EFT10607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   177   2e-42 
ref|YP_075248.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   177   2e-42 
ref|ZP_02950383.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   177   2e-42 
ref|YP_706273.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   177   2e-42 
ref|ZP_06406159.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   177   2e-42 
ref|YP_004255775.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   177   2e-42 
ref|ZP_04383385.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   177   2e-42 
ref|ZP_06263110.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   177   3e-42 
ref|YP_001031078.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   177   3e-42 
ref|ZP_02620468.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   177   3e-42 
gb|EFT64948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   177   3e-42 
ref|YP_002783591.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   177   3e-42 
ref|ZP_02422012.1| hypothetical protein EUBSIR_00853 [Eubacteriu...   177   3e-42 
ref|YP_003937400.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   177   3e-42 
gb|EFT77790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   177   4e-42 
ref|ZP_03290752.1| hypothetical protein CLONEX_02970 [Clostridiu...   176   4e-42 
ref|ZP_04057460.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   176   5e-42 
ref|YP_004045439.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   176   5e-42 
ref|YP_879090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   176   5e-42 
ref|YP_055974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   176   5e-42 
ref|ZP_01882742.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   176   6e-42 
ref|YP_003513920.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   176   6e-42 
gb|EFT31959.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   176   6e-42 
gb|ADZ12570.1| 5-enolpyruvylshikimate-3-phosphate synthase [Riem...   176   6e-42 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 30



 

 

ref|ZP_06644106.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   176   7e-42 
ref|YP_001505320.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   176   7e-42 
ref|YP_002765629.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   176   7e-42 
ref|XP_001019959.1| 3-dehydroquinate synthase [Tetrahymena therm...   176   7e-42 
ref|YP_003541749.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   176   8e-42 
gb|EGD35333.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cap...   176   9e-42 
ref|YP_004036929.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   175   1e-41 
ref|YP_003581491.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   175   1e-41 
ref|YP_003309207.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   175   1e-41 
ref|ZP_07089459.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   175   1e-41 
ref|YP_004053366.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   175   1e-41 
ref|NP_633262.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   175   1e-41 
ref|YP_003155352.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   175   1e-41 
ref|ZP_02867959.1| hypothetical protein CLOSPI_01799 [Clostridiu...   175   2e-41 
ref|ZP_03929090.1| conserved hypothetical protein [Acidaminococc...   175   2e-41 
emb|CBL34654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eu...   174   2e-41 
ref|ZP_07920257.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   174   2e-41 
ref|YP_001887328.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   174   3e-41 
ref|ZP_05368127.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   174   3e-41 
ref|ZP_07800142.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   174   3e-41 
ref|NP_787695.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   174   4e-41 
ref|ZP_07899258.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   174   4e-41 
ref|ZP_07294998.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   173   4e-41 
ref|ZP_04861607.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   173   4e-41 
pdb|1P88|A Chain A, Substrate-Induced Structural Changes To The ...   173   4e-41 
ref|ZP_06837390.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   173   4e-41 
gb|ABZ08445.1| putative EPSP synthase (3-phosphoshikimate 1-carb...   173   4e-41 
ref|YP_482851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [F...   173   5e-41 
ref|NP_789134.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   173   5e-41 
emb|CBK88194.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eu...   173   6e-41 
ref|ZP_08026066.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   172   7e-41 
gb|AAD13108.1| 5-enolpyruvylshikimate 3-phosphate synthase [Cory...   172   7e-41 
ref|XP_002773648.1| 3-dehydroquinate synthase, putative [Perkins...   172   8e-41 
ref|YP_003400659.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   172   8e-41 
ref|YP_001137748.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   172   8e-41 
ref|YP_062746.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   172   1e-40 
ref|NP_599992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   172   1e-40 
ref|YP_003716296.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   172   1e-40 
ref|YP_832132.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   171   1e-40 
ref|ZP_01201597.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   171   1e-40 
emb|CBK98719.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fa...   171   2e-40 
ref|YP_001581882.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   171   2e-40 
ref|YP_003089374.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   171   2e-40 
gb|AAQ84158.1| PlmJK [Streptomyces sp. HK803]                         171   2e-40 
gb|AAD51963.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kle...   171   3e-40 
ref|YP_002488440.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   170   3e-40 
ref|ZP_07705928.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   170   3e-40 
ref|YP_003274671.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   170   4e-40 
gb|ADI07135.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   170   4e-40 
ref|YP_003141587.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   170   4e-40 
ref|ZP_07865192.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   170   5e-40 
ref|YP_004014739.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   170   5e-40 
ref|YP_003362359.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   169   6e-40 
ref|ZP_05401260.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   169   6e-40 
ref|YP_003535360.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   169   6e-40 
ref|YP_001710766.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   169   6e-40 
emb|CBK96585.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eu...   169   7e-40 
ref|ZP_04448120.1| hypothetical protein BIFANG_03122 [Bifidobact...   169   7e-40 
ref|YP_872294.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   169   7e-40 
ref|YP_002906764.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   169   8e-40 
ref|YP_003681686.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   169   8e-40 
ref|ZP_00993693.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   169   8e-40 
ref|YP_003841879.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   169   9e-40 
ref|ZP_04445584.1| hypothetical protein COLINT_02294 [Collinsell...   169   1e-39 
ref|ZP_07274174.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   168   1e-39 
ref|NP_294820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   168   2e-39 
sp|Q9RVD3.2|AROA_DEIRA RecName: Full=3-phosphoshikimate 1-carbox...   168   2e-39 
ref|YP_003653518.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   167   2e-39 
ref|ZP_02693258.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   2e-39 
ref|YP_003838341.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   167   2e-39 
ref|YP_004223355.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   167   2e-39 
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ref|ZP_03505661.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   2e-39 
ref|YP_001311640.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   167   3e-39 
ref|YP_843454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   167   3e-39 
ref|ZP_05271942.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   3e-39 
ref|YP_659044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...   167   3e-39 
ref|YP_001088340.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   167   4e-39 
ref|ZP_05351032.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   4e-39 
ref|ZP_07991977.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   4e-39 
ref|ZP_02184530.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   4e-39 
ref|ZP_04605604.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   167   4e-39 
ref|ZP_02423949.1| hypothetical protein ALIPUT_00064 [Alistipes ...   166   5e-39 
ref|YP_886256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   166   5e-39 
ref|ZP_03782667.1| hypothetical protein RUMHYD_02118 [Blautia hy...   166   5e-39 
ref|ZP_07908824.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   166   6e-39 
ref|YP_001222059.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   166   6e-39 
ref|YP_002785524.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   166   6e-39 
ref|ZP_05329984.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   166   7e-39 
ref|ZP_02028886.1| hypothetical protein BIFADO_01332 [Bifidobact...   166   7e-39 
ref|YP_003726593.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   166   8e-39 
ref|YP_003982923.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   166   9e-39 
ref|YP_003284025.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   166   9e-39 
ref|ZP_03567874.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   166   9e-39 
ref|YP_001360961.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   166   1e-38 
ref|YP_952599.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   166   1e-38 
gb|ADX73645.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Art...   166   1e-38 
gb|AAD51957.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kle...   165   1e-38 
gb|AAD51960.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kle...   165   1e-38 
ref|YP_002834221.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   165   1e-38 
ref|YP_003343719.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   165   1e-38 
ref|YP_003161758.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   165   2e-38 
ref|YP_004070625.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   164   2e-38 
gb|AAD51961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kle...   164   2e-38 
ref|YP_716153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [F...   164   2e-38 
ref|ZP_03010719.1| hypothetical protein BACCOP_02601 [Bacteroide...   164   2e-38 
gb|AAG47852.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kle...   164   2e-38 
ref|ZP_08023913.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   164   3e-38 
ref|YP_003985678.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   164   3e-38 
ref|ZP_07666535.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   164   3e-38 
gb|EFR56629.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ali...   164   3e-38 
ref|ZP_07756778.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   163   4e-38 
gb|AAD51964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kle...   163   4e-38 
dbj|BAJ47896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ca...   163   5e-38 
ref|ZP_06559559.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   163   5e-38 
ref|ZP_01308785.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   163   5e-38 
ref|YP_604470.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   163   5e-38 
ref|ZP_07670058.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   163   6e-38 
ref|YP_003687978.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   163   6e-38 
ref|ZP_06425502.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   163   6e-38 
ref|YP_001135951.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   163   6e-38 
ref|ZP_07526056.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   162   7e-38 
ref|ZP_01946380.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   162   7e-38 
ref|YP_003543344.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   162   7e-38 
ref|YP_004078450.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   162   8e-38 
ref|YP_875152.1| 5-enolpyruvylshikimate-3-phosphate synthase [Ce...   162   9e-38 
ref|YP_001069689.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   162   9e-38 
ref|YP_003938566.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   162   1e-37 
ref|YP_002307523.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   162   1e-37 
ref|YP_003373856.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   162   1e-37 
ref|ZP_06927588.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   162   1e-37 
ref|ZP_07456280.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   162   1e-37 
dbj|BAJ30694.1| putative 3-phosphoshikimate 1-carboxyvinyltransf...   162   1e-37 
ref|ZP_02918899.1| hypothetical protein BIFDEN_02218 [Bifidobact...   162   1e-37 
ref|ZP_02456732.1| bifunctional prephenate dehydrogenase/3-phosp...   161   1e-37 
ref|YP_001538880.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   161   2e-37 
ref|ZP_05902570.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|ZP_05631302.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|YP_003970881.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   161   2e-37 
ref|ZP_06417370.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|ZP_04664941.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|ZP_03646185.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|ZP_05616981.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
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ref|ZP_07802215.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|ZP_06265222.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   161   2e-37 
ref|ZP_06982068.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   160   3e-37 
ref|ZP_03324214.1| hypothetical protein BIFCAT_00999 [Bifidobact...   160   3e-37 
ref|NP_819558.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   160   3e-37 
ref|YP_001160527.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   160   3e-37 
ref|ZP_07453845.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   160   3e-37 
ref|ZP_03709874.1| hypothetical protein CORMATOL_00689 [Coryneba...   160   4e-37 
ref|ZP_03742913.1| hypothetical protein BIFPSEUDO_03494 [Bifidob...   160   4e-37 
ref|YP_002303912.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   160   4e-37 
emb|CBK70704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bi...   160   5e-37 
ref|YP_001112510.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   159   6e-37 
ref|ZP_03391386.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   159   6e-37 
ref|YP_003661054.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   159   7e-37 
gb|ADL20421.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cor...   159   7e-37 
ref|NP_696144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   159   8e-37 
ref|ZP_03976086.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   159   8e-37 
ref|YP_003782930.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   159   9e-37 
ref|ZP_06977445.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   159   9e-37 
ref|ZP_07940937.1| EPSP synthase [Bifidobacterium sp. 12_1_47BFA...   159   1e-36 
ref|ZP_03806226.1| hypothetical protein PROPEN_04628 [Proteus pe...   159   1e-36 
ref|YP_004220402.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   159   1e-36 
ref|ZP_03930554.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   159   1e-36 
ref|YP_181207.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   159   1e-36 
ref|YP_004000333.1| aroa [Bifidobacterium longum subsp. longum B...   159   1e-36 
ref|YP_002379387.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   159   1e-36 
emb|CBL17641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ru...   158   1e-36 
ref|ZP_07879918.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   158   2e-36 
ref|ZP_07148087.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   158   2e-36 
ref|ZP_08010275.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   158   2e-36 
ref|YP_638530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   158   2e-36 
ref|ZP_07747176.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   158   2e-36 
emb|CAK45651.1| unnamed protein product [Aspergillus niger]           158   2e-36 
ref|ZP_06141949.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   157   2e-36 
ref|ZP_06757803.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   157   3e-36 
ref|YP_003411129.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   157   3e-36 
ref|ZP_04598887.1| hypothetical protein VEIDISOL_00288 [Veillone...   157   3e-36 
ref|YP_002470344.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   157   3e-36 
ref|ZP_02962867.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   157   3e-36 
ref|YP_001424881.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   157   4e-36 
ref|ZP_02444898.1| hypothetical protein ANACOL_04233 [Anaerotrun...   157   4e-36 
ref|ZP_06826700.1| short-chain-fatty-acid-CoA ligase [Streptomyc...   157   4e-36 
ref|YP_377334.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   157   4e-36 
ref|YP_463398.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   157   4e-36 
ref|ZP_05613250.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   156   5e-36 
ref|YP_003800841.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   156   5e-36 
ref|ZP_03945961.1| possible 3-phosphoshikimate 1-carboxyvinyltra...   156   6e-36 
ref|YP_002132567.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   156   6e-36 
ref|YP_002490631.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   156   7e-36 
ref|YP_004170224.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   156   7e-36 
ref|ZP_01467675.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   156   7e-36 
ref|ZP_04624289.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   156   7e-36 
ref|ZP_08114716.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   156   7e-36 
ref|ZP_07071831.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   155   9e-36 
ref|YP_003164843.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   9e-36 
ref|YP_001656551.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   9e-36 
ref|YP_001227406.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   1e-35 
ref|YP_003683578.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   1e-35 
emb|CAO90621.1| aroA [Microcystis aeruginosa PCC 7806]                155   1e-35 
ref|YP_003428040.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   1e-35 
ref|YP_003149664.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   1e-35 
ref|YP_001596458.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   155   1e-35 
gb|ADI58632.1| AsuB1 [Streptomyces nodosus subsp. asukaensis]         155   1e-35 
gb|EGC77431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tre...   154   2e-35 
ref|NP_126147.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   154   2e-35 
ref|ZP_03682045.1| hypothetical protein CATMIT_00676 [Catenibact...   154   2e-35 
ref|YP_003696703.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   154   2e-35 
ref|ZP_06755918.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   154   2e-35 
ref|YP_003852222.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   154   2e-35 
ref|ZP_03297599.1| hypothetical protein COLSTE_01506 [Collinsell...   154   2e-35 
ref|ZP_01131039.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   154   2e-35 
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ref|YP_001954667.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   154   3e-35 
ref|ZP_08117640.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   154   3e-35 
ref|YP_883328.2| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   154   3e-35 
ref|NP_962268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   154   4e-35 
ref|YP_001624533.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   153   4e-35 
ref|ZP_07834435.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   153   5e-35 
ref|ZP_07270493.1| PlmJK [Streptomyces sp. SPB78] >gi|302427046|...   153   5e-35 
ref|ZP_07978743.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   153   5e-35 
ref|NP_603830.1| 3-phosphoshikimate 1-carboxyvinyltransferase [F...   153   6e-35 
ref|ZP_05218136.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   153   6e-35 
dbj|BAJ69373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bi...   153   6e-35 
emb|CBL01390.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fa...   153   6e-35 
ref|YP_002323185.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   153   7e-35 
ref|YP_948361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   152   7e-35 
ref|ZP_03980080.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   8e-35 
ref|ZP_03990506.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   8e-35 
ref|ZP_04859013.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   8e-35 
ref|YP_003700189.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   152   8e-35 
ref|ZP_07315528.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   9e-35 
ref|YP_730742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   152   9e-35 
ref|ZP_03502269.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   9e-35 
ref|ZP_06244016.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   9e-35 
ref|YP_004281417.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   152   1e-34 
ref|YP_003659482.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   152   1e-34 
ref|ZP_07373029.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   1e-34 
gb|ACY25322.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...   152   1e-34 
ref|ZP_07909038.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   152   1e-34 
ref|YP_001568242.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   151   2e-34 
ref|YP_004146791.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   151   2e-34 
ref|YP_001213903.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   151   2e-34 
ref|ZP_03488339.1| hypothetical protein EUBIFOR_00910 [Eubacteri...   151   2e-34 
ref|ZP_07827894.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   151   2e-34 
ref|YP_003757868.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   151   2e-34 
ref|ZP_04888260.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   151   2e-34 
ref|YP_307544.1| 3-phosphoshikimate 1-carboxyvinyltransferase [D...   151   2e-34 
ref|YP_003880717.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   3e-34 
ref|ZP_04903345.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   150   3e-34 
ref|ZP_05979475.2| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   3e-34 
ref|ZP_03935572.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   3e-34 
ref|YP_003916411.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   3e-34 
ref|ZP_05634223.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   3e-34 
ref|ZP_03055285.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   3e-34 
ref|ZP_05845833.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   3e-34 
ref|YP_001057853.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   150   3e-34 
ref|YP_251417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   150   4e-34 
ref|ZP_07971108.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   4e-34 
ref|ZP_06011838.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   4e-34 
ref|ZP_07708388.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   4e-34 
ref|YP_001559640.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   4e-34 
ref|YP_003886854.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   4e-34 
ref|YP_001014495.2| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   5e-34 
ref|ZP_07468515.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   150   5e-34 
ref|YP_001487221.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   5e-34 
sp|Q8U0A0.2|AROA_PYRFU RecName: Full=Probable 3-phosphoshikimate...   150   5e-34 
gb|ABK65737.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Myc...   150   5e-34 
ref|YP_001803197.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   150   5e-34 
ref|ZP_02235407.1| hypothetical protein DORFOR_02293 [Dorea form...   150   6e-34 
ref|NP_939080.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   150   6e-34 
ref|ZP_03226651.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   6e-34 
ref|YP_001737477.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   149   6e-34 
ref|ZP_00741040.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   6e-34 
ref|ZP_06759571.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   7e-34 
ref|ZP_03708034.1| hypothetical protein CLOSTMETH_02792 [Clostri...   149   7e-34 
ref|ZP_08146095.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   7e-34 
ref|ZP_07318142.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   7e-34 
ref|ZP_05441142.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   7e-34 
gb|ACF09788.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...   149   7e-34 
ref|YP_002881285.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   149   8e-34 
gb|ACF09630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...   149   8e-34 
ref|YP_003024563.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   149   8e-34 
ref|ZP_06524660.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   8e-34 
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ref|ZP_08149589.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   8e-34 
ref|NP_579428.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   149   8e-34 
ref|YP_003973698.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   149   9e-34 
ref|ZP_02072284.1| hypothetical protein BACUNI_03730 [Bacteroide...   149   9e-34 
ref|YP_007881.1| putative 3-phosphoshikimate 1-carboxyvinyltrans...   149   9e-34 
ref|YP_003462227.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   149   9e-34 
ref|ZP_04575009.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   9e-34 
ref|ZP_03799108.1| hypothetical protein COPCOM_01365 [Coprococcu...   149   9e-34 
ref|ZP_05863876.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   1e-33 
ref|ZP_05649018.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   1e-33 
dbj|BAI85758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ba...   149   1e-33 
ref|YP_291244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   149   1e-33 
gb|EFS75355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   149   1e-33 
ref|ZP_06259151.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   1e-33 
ref|ZP_00519130.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   149   1e-33 
ref|ZP_02090016.1| hypothetical protein FAEPRAM212_00252 [Faecal...   148   1e-33 
ref|YP_003312568.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   148   1e-33 
ref|ZP_00206361.1| COG0128: 5-enolpyruvylshikimate-3-phosphate s...   148   1e-33 
ref|ZP_08041384.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   148   2e-33 
ref|ZP_01895125.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   148   2e-33 
ref|ZP_03944986.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   148   2e-33 
ref|NP_390141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   148   2e-33 
ref|YP_909548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   148   2e-33 
ref|YP_002446433.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   148   2e-33 
ref|ZP_06384771.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   148   2e-33 
ref|ZP_01728795.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   2e-33 
gb|EGC23518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   147   2e-33 
ref|ZP_06875459.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   2e-33 
ref|ZP_03624240.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   2e-33 
ref|ZP_06871415.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   3e-33 
ref|ZP_01773103.1| Hypothetical protein COLAER_02133 [Collinsell...   147   3e-33 
ref|ZP_06595904.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   3e-33 
ref|YP_475693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   147   3e-33 
ref|YP_001117356.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   147   4e-33 
gb|AAR92125.1| 5-enolpyruvylshikimate-3-phosphate synthase [Stre...   147   4e-33 
ref|ZP_06808626.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   4e-33 
gb|EFS91309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pro...   147   4e-33 
ref|ZP_05224153.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   4e-33 
ref|ZP_07824432.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   4e-33 
ref|YP_003994197.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   147   4e-33 
ref|ZP_04234235.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   4e-33 
ref|ZP_03932948.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   147   5e-33 
ref|ZP_04568170.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   5e-33 
ref|ZP_04279363.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   5e-33 
ref|ZP_06900730.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   5e-33 
ref|ZP_04970608.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   5e-33 
ref|YP_001516633.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   146   6e-33 
ref|YP_003329889.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   146   6e-33 
ref|ZP_04289791.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   6e-33 
ref|NP_972290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   146   6e-33 
ref|YP_002140051.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   146   7e-33 
ref|YP_175399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   146   7e-33 
ref|ZP_04102639.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   7e-33 
ref|ZP_07464879.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   8e-33 
ref|ZP_04115329.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   8e-33 
ref|YP_001843922.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   146   8e-33 
ref|ZP_05645736.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   146   8e-33 
ref|YP_003920757.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   146   8e-33 
ref|ZP_04192296.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   145   9e-33 
ref|YP_037018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   145   9e-33 
gb|ABZ07600.1| putative EPSP synthase (3-phosphoshikimate 1-carb...   145   9e-33 
ref|YP_002123076.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   1e-32 
ref|YP_003900684.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   1e-32 
ref|ZP_06804840.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   145   1e-32 
gb|EGC83183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ana...   145   1e-32 
ref|YP_002537816.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   1e-32 
ref|YP_004204016.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   1e-32 
ref|ZP_00052321.1| COG0128: 5-enolpyruvylshikimate-3-phosphate s...   145   1e-32 
ref|ZP_04203661.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   145   1e-32 
ref|ZP_05666868.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   145   1e-32 
ref|ZP_02082253.1| hypothetical protein CLOLEP_03742 [Clostridiu...   145   1e-32 
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ref|YP_003436313.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   1e-32 
ref|YP_002508788.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   1e-32 
ref|ZP_04257264.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   145   2e-32 
ref|YP_872950.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   145   2e-32 
ref|YP_003430849.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   145   2e-32 
ref|ZP_04212655.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   2e-32 
ref|NP_845288.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   144   2e-32 
ref|ZP_04228425.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   2e-32 
emb|CBL28511.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sy...   144   2e-32 
ref|ZP_02920877.1| hypothetical protein STRINF_01760 [Streptococ...   144   2e-32 
ref|ZP_08047105.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   2e-32 
ref|ZP_00144747.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   2e-32 
ref|ZP_04223137.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   2e-32 
ref|YP_001421669.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   144   2e-32 
ref|ZP_07727814.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   2e-32 
ref|ZP_03981696.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   3e-32 
ref|ZP_04175135.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   3e-32 
gb|ABM75230.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinylt...   144   3e-32 
ref|ZP_02390652.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   3e-32 
ref|NP_856901.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   144   3e-32 
ref|ZP_03109499.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   3e-32 
ref|ZP_04072541.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   3e-32 
ref|ZP_04217934.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   3e-32 
ref|YP_003020815.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   144   4e-32 
ref|ZP_04572355.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   4e-32 
ref|YP_003563454.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   144   4e-32 
ref|YP_001952384.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   144   4e-32 
ref|ZP_01906772.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   144   4e-32 
pdb|2BJB|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In ...   144   4e-32 
ref|ZP_05655369.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   4e-32 
ref|ZP_05915865.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   4e-32 
ref|YP_003634887.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   143   4e-32 
ref|YP_001799884.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   143   4e-32 
ref|ZP_03099981.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   4e-32 
ref|ZP_04079131.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   4e-32 
ref|ZP_04197981.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   4e-32 
ref|ZP_08058944.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   4e-32 
ref|ZP_04120862.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   5e-32 
ref|ZP_03417422.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   5e-32 
ref|YP_003598217.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   143   5e-32 
ref|NP_217744.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   143   5e-32 
ref|ZP_05677975.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   5e-32 
ref|NP_832685.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   143   5e-32 
ref|YP_084260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   143   5e-32 
ref|ZP_05814046.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   5e-32 
ref|ZP_07723502.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   5e-32 
ref|YP_003136833.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   143   5e-32 
ref|YP_002371268.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   143   5e-32 
ref|ZP_07973206.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   6e-32 
ref|YP_895431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   143   7e-32 
ref|ZP_06608175.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   143   7e-32 
ref|YP_001035408.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   143   7e-32 
gb|EGD29195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   142   7e-32 
ref|YP_002482018.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   8e-32 
ref|ZP_07094728.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   8e-32 
ref|ZP_06747931.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   8e-32 
ref|YP_003827622.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   8e-32 
ref|ZP_03234463.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   8e-32 
ref|YP_002249558.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   8e-32 
ref|ZP_03777933.1| hypothetical protein CLOHYLEM_04987 [Clostrid...   142   9e-32 
ref|YP_001733439.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   9e-32 
ref|YP_001645575.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   9e-32 
ref|ZP_08062863.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|ZP_03110090.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|ZP_06291795.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|ZP_07320814.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   142   1e-31 
ref|ZP_05364937.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|YP_901025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   142   1e-31 
ref|NP_378277.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   142   1e-31 
sp|Q8FRI2.1|AROA_COREF RecName: Full=3-phosphoshikimate 1-carbox...   142   1e-31 
ref|ZP_07726162.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
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ref|ZP_07466969.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|YP_004203174.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   1e-31 
ref|YP_002750296.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   1e-31 
emb|CBW27913.1| putative 3-phosphoshikimate 1-carboxyvinyltransf...   142   1e-31 
ref|ZP_07713645.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
emb|CBZ48633.1| 3-phosphoshikimate 1-carboxyvinyltransferase [St...   142   1e-31 
ref|ZP_04570784.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
gb|ADY22175.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bac...   142   1e-31 
ref|ZP_04063025.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|NP_737389.2| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   142   1e-31 
ref|ZP_07051859.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   142   1e-31 
ref|NP_681133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   142   1e-31 
ref|YP_003665177.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   142   1e-31 
ref|ZP_07268112.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   141   2e-31 
ref|YP_002997062.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|YP_002950111.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|YP_001277962.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
emb|CAN73015.1| hypothetical protein VITISV_004387 [Vitis vinifera]   141   2e-31 
gb|ABX11283.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...   141   2e-31 
ref|NP_897098.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   141   2e-31 
ref|YP_001550922.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|ZP_00604575.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   141   2e-31 
ref|YP_002744816.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|ZP_06808915.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   141   2e-31 
ref|YP_003108586.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
gb|ADX24900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   141   2e-31 
ref|ZP_04151690.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   141   2e-31 
ref|YP_001017896.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|ZP_04262650.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   141   2e-31 
ref|YP_001849633.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|YP_001692549.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   141   2e-31 
ref|ZP_04186657.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   141   3e-31 
ref|YP_001230236.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   3e-31 
ref|ZP_05347009.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   3e-31 
ref|ZP_03497830.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   3e-31 
ref|YP_003121639.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   3e-31 
ref|ZP_02410091.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   140   3e-31 
ref|ZP_05965183.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   3e-31 
gb|ABO69382.1| 5-enolpyruvylshikimate 3-phosphate synthase [uncu...   140   3e-31 
ref|NP_979297.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   140   3e-31 
ref|YP_003830415.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   3e-31 
ref|ZP_02207983.1| hypothetical protein COPEUT_02810 [Coprococcu...   140   3e-31 
gb|EFV82379.1| 5-enolpyruvylshikimate-3-phosphate synthase [Achr...   140   3e-31 
ref|YP_003564759.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   3e-31 
ref|YP_004151127.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   4e-31 
emb|CBL06985.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Me...   140   4e-31 
ref|YP_003318133.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   4e-31 
ref|NP_906026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   140   4e-31 
ref|ZP_04323863.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   4e-31 
ref|YP_003897787.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   4e-31 
ref|YP_002746075.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   5e-31 
ref|ZP_04301143.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   5e-31 
ref|YP_003718208.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   5e-31 
gb|EGD36849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   140   5e-31 
ref|NP_301607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   140   5e-31 
ref|NP_875440.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   140   5e-31 
ref|YP_383831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   140   5e-31 
ref|YP_003988776.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   140   5e-31 
ref|ZP_02420864.1| hypothetical protein ANACAC_03511 [Anaerostip...   140   5e-31 
ref|ZP_04169387.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   6e-31 
ref|YP_357296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   140   6e-31 
ref|ZP_04284624.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   6e-31 
ref|ZP_07445888.2| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   6e-31 
ref|ZP_01739541.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   140   6e-31 
ref|ZP_01628336.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   6e-31 
ref|NP_894231.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   139   6e-31 
ref|ZP_08070009.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   6e-31 
ref|ZP_05550675.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   6e-31 
ref|YP_003599482.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   139   7e-31 
ref|ZP_04295406.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   7e-31 
ref|YP_002338950.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   139   7e-31 
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ref|ZP_07109493.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   8e-31 
ref|ZP_08086958.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   8e-31 
ref|ZP_02433359.1| hypothetical protein CLOSCI_03637 [Clostridiu...   139   8e-31 
gb|EFY02974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   139   8e-31 
ref|ZP_05403383.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   8e-31 
gb|EGC25868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   139   8e-31 
ref|ZP_08060961.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   8e-31 
ref|ZP_06680425.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   9e-31 
ref|YP_574215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   139   9e-31 
ref|YP_003676763.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   139   9e-31 
ref|NP_829586.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   139   9e-31 
gb|ACN18643.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   139   9e-31 
ref|ZP_07462927.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_06966618.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_05297675.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|YP_002771962.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   139   1e-30 
gb|EGD37927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   139   1e-30 
ref|ZP_06697675.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_05658100.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|YP_001704276.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   139   1e-30 
ref|ZP_06068698.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|YP_001654695.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   139   1e-30 
ref|YP_139166.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   139   1e-30 
ref|NP_622666.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   139   1e-30 
ref|ZP_02425601.1| hypothetical protein ALIPUT_01748 [Alistipes ...   139   1e-30 
ref|ZP_06198713.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_06598775.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_04156369.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_07319485.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_06727521.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   139   1e-30 
ref|ZP_08049983.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   1e-30 
ref|ZP_06674770.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   1e-30 
ref|ZP_07547402.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   1e-30 
ref|ZP_06341249.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   1e-30 
ref|ZP_05380739.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
gb|ACN18424.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   138   2e-30 
ref|ZP_01627121.1| response regulator receiver domain protein (C...   138   2e-30 
ref|ZP_03729562.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
sp|Q2JLV2.2|AROA_SYNJB RecName: Full=3-phosphoshikimate 1-carbox...   138   2e-30 
ref|YP_328180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   138   2e-30 
ref|NP_219875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   138   2e-30 
ref|ZP_07638919.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
ref|YP_003723243.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   138   2e-30 
ref|YP_754026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   138   2e-30 
gb|EGD32898.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...   138   2e-30 
ref|YP_003476808.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   138   2e-30 
ref|YP_906373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   138   2e-30 
ref|ZP_05503074.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
ref|ZP_07929811.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
ref|ZP_06850660.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
ref|YP_002832573.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   138   2e-30 
ref|ZP_06945970.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   138   2e-30 
gb|ACN18367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   137   2e-30 
ref|YP_477562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   137   2e-30 
ref|YP_171991.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   137   2e-30 
ref|ZP_07794480.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE ...   137   2e-30 
ref|ZP_03824672.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   2e-30 
emb|CBJ14884.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ch...   137   2e-30 
ref|YP_002843827.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   2e-30 
ref|ZP_03917251.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   2e-30 
ref|ZP_05358720.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   2e-30 
ref|ZP_06695533.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
ref|ZP_04150599.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
ref|YP_958304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   137   3e-30 
ref|YP_003417278.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   3e-30 
ref|ZP_06163678.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
ref|YP_141056.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   137   3e-30 
gb|ACN18616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   137   3e-30 
ref|YP_001010994.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   3e-30 
ref|ZP_06194827.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
gb|ADY01630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vul...   137   3e-30 
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ref|ZP_03971954.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
emb|CBK63796.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Al...   137   3e-30 
gb|ACN18406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   137   3e-30 
ref|YP_002829836.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   3e-30 
ref|YP_001680496.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   3e-30 
ref|ZP_05236131.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
ref|NP_297019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   137   3e-30 
ref|ZP_04162154.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
ref|NP_465447.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   137   3e-30 
ref|YP_003433377.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   3e-30 
ref|ZP_05623317.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   3e-30 
gb|ACN18640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   137   4e-30 
ref|YP_001664977.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   4e-30 
ref|ZP_05133085.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|ZP_01667017.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|ZP_04584797.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|ZP_05023338.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|YP_003786694.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   4e-30 
ref|ZP_02045125.1| hypothetical protein ACTODO_02015 [Actinomyce...   137   4e-30 
ref|YP_001200158.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   4e-30 
ref|ZP_07888310.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|ZP_04084926.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|YP_001930209.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   137   4e-30 
ref|ZP_01172026.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   4e-30 
ref|ZP_08065064.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   137   5e-30 
gb|ACN18610.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   136   5e-30 
ref|ZP_01822665.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   5e-30 
ref|YP_003506276.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   136   5e-30 
ref|ZP_07864434.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   5e-30 
ref|YP_001929990.1| putative 3-phosphoshikimate 1-carboxyvinyltr...   136   5e-30 
ref|ZP_07641931.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   5e-30 
ref|ZP_06062931.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   6e-30 
ref|ZP_02711877.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   6e-30 
ref|ZP_04849461.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   6e-30 
ref|ZP_01832802.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   6e-30 
ref|YP_003879090.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   136   6e-30 
ref|ZP_05563156.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   6e-30 
ref|YP_001055788.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   136   6e-30 
ref|ZP_07871245.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   7e-30 
ref|ZP_05627896.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   7e-30 
ref|ZP_07837595.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   7e-30 
ref|YP_820149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   136   7e-30 
ref|ZP_06746991.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   136   7e-30 
ref|YP_001717324.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   136   7e-30 
ref|YP_001269252.1| bifunctional cyclohexadienyl dehydrogenase/ ...   136   7e-30 
ref|YP_001347346.1| prephenate dehydrogenase/3-phosphoshikimate ...   136   8e-30 
gb|ADX80168.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ent...   136   8e-30 
ref|YP_261402.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   135   8e-30 
ref|YP_724293.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   135   9e-30 
ref|ZP_08013228.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   9e-30 
gb|ACZ32941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chl...   135   9e-30 
ref|ZP_01366612.1| hypothetical protein PaerPA_01003760 [Pseudom...   135   9e-30 
ref|YP_515210.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   135   9e-30 
ref|YP_002439508.1| still frameshift 3-PHOSPHOSHIKIMATE 1-CARBOX...   135   1e-29 
gb|ACN18619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   135   1e-29 
ref|YP_004200006.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   135   1e-29 
ref|YP_060391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   135   1e-29 
ref|ZP_06060710.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   1e-29 
ref|ZP_07643638.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   1e-29 
ref|YP_002250779.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   135   1e-29 
ref|ZP_06877827.1| bifunctional cyclohexadienyl dehydrogenase/ 3...   135   1e-29 
ref|NP_225233.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   135   1e-29 
ref|YP_002319974.1| hypothetical protein AB57_2630 [Acinetobacte...   135   1e-29 
ref|YP_003840078.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   135   1e-29 
ref|YP_001713131.1| bifunctional protein [Includes: putative pre...   135   1e-29 
gb|EFU13047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ent...   135   1e-29 
ref|YP_001085301.1| hypothetical protein A1S_2276 [Acinetobacter...   135   1e-29 
ref|ZP_00234980.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   1e-29 
ref|ZP_00682490.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   1e-29 
ref|YP_001706723.1| bifunctional protein [Includes: putative pre...   135   1e-29 
ref|YP_598767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   135   1e-29 
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ref|ZP_01086437.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   1e-29 
ref|ZP_06750766.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   1e-29 
gb|ABX52003.1| G6 [synthetic construct]                               135   1e-29 
ref|YP_790016.1| EPSP synthase/prephenate dehydrogenase [Pseudom...   135   1e-29 
ref|YP_003474269.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   135   1e-29 
ref|ZP_05825120.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   135   2e-29 
gb|ADR61430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pse...   135   2e-29 
ref|ZP_07737605.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   2e-29 
ref|YP_001956607.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   135   2e-29 
ref|ZP_01820852.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   2e-29 
ref|ZP_02042497.1| hypothetical protein RUMGNA_03299 [Ruminococc...   135   2e-29 
ref|ZP_06056213.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   2e-29 
ref|ZP_01725453.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   135   2e-29 
ref|YP_001374559.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   135   2e-29 
ref|ZP_06788118.1| bifunctional cyclohexadienyl dehydrogenase/ 3...   134   2e-29 
ref|YP_001667604.1| bifunctional cyclohexadienyl dehydrogenase/ ...   134   2e-29 
ref|YP_003731401.1| bifunctional cyclohexadienyl dehydrogenase/ ...   134   2e-29 
ref|YP_001847133.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   134   2e-29 
ref|YP_518495.1| hypothetical protein DSY2262 [Desulfitobacteriu...   134   2e-29 
ref|ZP_05584251.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   2e-29 
ref|YP_002219472.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   2e-29 
ref|YP_280561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   134   2e-29 
emb|CBW36848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [St...   134   2e-29 
ref|YP_002728958.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   2e-29 
ref|ZP_06027856.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   2e-29 
ref|ZP_06612397.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   2e-29 
gb|EFT94547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ent...   134   2e-29 
ref|ZP_05426434.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   2e-29 
gb|ADY82353.1| bifunctional protein aroA [Acinetobacter calcoace...   134   2e-29 
ref|YP_003528097.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   2e-29 
gb|ACN18355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   134   2e-29 
ref|ZP_07029961.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   3e-29 
ref|NP_358822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   134   3e-29 
ref|ZP_07107141.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   3e-29 
ref|YP_004026961.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|ZP_07458332.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   3e-29 
ref|ZP_01825180.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   3e-29 
ref|YP_003759471.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|ZP_07957165.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   3e-29 
ref|YP_002352953.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|YP_004002066.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|ZP_06691868.1| conserved hypothetical protein [Acinetobacter...   134   3e-29 
ref|YP_003622471.1| 5-enolpyruvoylshikimate-3-phosphate synthase...   134   3e-29 
ref|YP_816672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   134   3e-29 
ref|YP_003239117.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|NP_345829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   134   3e-29 
ref|YP_001694807.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|YP_001181460.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   3e-29 
ref|YP_003414233.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   4e-29 
ref|NP_743926.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   134   4e-29 
ref|ZP_02437933.1| hypothetical protein CLOSS21_00371 [Clostridi...   134   4e-29 
ref|YP_001681737.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   4e-29 
ref|ZP_07645382.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   4e-29 
ref|YP_002028921.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   4e-29 
ref|YP_003876989.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   134   4e-29 
ref|ZP_04438735.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   134   4e-29 
ref|YP_001450649.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   134   4e-29 
ref|YP_360747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   134   4e-29 
ref|YP_381441.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   133   4e-29 
ref|ZP_06483994.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   4e-29 
ref|NP_721197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   133   5e-29 
ref|YP_002513612.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   133   5e-29 
gb|AAM16078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   133   5e-29 
ref|ZP_04935174.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   5e-29 
ref|ZP_05593092.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   5e-29 
gb|EDZ73120.1| YDR127Wp-like protein [Saccharomyces cerevisiae A...   133   5e-29 
ref|ZP_02929027.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   5e-29 
pdb|1RF4|A Chain A, Structural Studies Of Streptococcus Pneumoni...   133   5e-29 
ref|YP_527618.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   133   6e-29 
emb|CBL19339.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ru...   133   6e-29 
ref|YP_436095.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   133   6e-29 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 40



 

 

ref|ZP_05576906.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   6e-29 
ref|YP_002720995.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   133   6e-29 
ref|ZP_08050752.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   6e-29 
ref|ZP_05475914.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   6e-29 
ref|ZP_02210434.1| hypothetical protein CLOBAR_02842 [Clostridiu...   133   6e-29 
ref|ZP_02709501.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   6e-29 
ref|NP_607461.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   133   6e-29 
sp|Q9ANY6.2|AROA_ENTFA RecName: Full=3-phosphoshikimate 1-carbox...   133   7e-29 
ref|YP_002562501.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   133   7e-29 
ref|ZP_04261280.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   133   7e-29 
ref|YP_693467.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   133   7e-29 
ref|YP_014545.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   133   7e-29 
ref|ZP_05790178.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   7e-29 
ref|NP_815283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [E...   132   8e-29 
ref|ZP_03393211.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   8e-29 
ref|ZP_04434543.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   8e-29 
ref|YP_001814262.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   9e-29 
ref|ZP_05034721.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   9e-29 
ref|ZP_04662200.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   9e-29 
ref|ZP_04168122.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   9e-29 
gb|EGD18578.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xan...   132   9e-29 
ref|YP_002742356.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|YP_003179683.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|YP_003713717.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|NP_147332.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   132   1e-28 
ref|YP_003445878.1| 3-enolpyruvylshikimate-5-phosphate synthetas...   132   1e-28 
ref|YP_003485141.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   132   1e-28 
emb|CBY17222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ch...   132   1e-28 
ref|ZP_01963432.1| hypothetical protein RUMOBE_01148 [Ruminococc...   132   1e-28 
ref|YP_602694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   132   1e-28 
ref|NP_664831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   132   1e-28 
ref|ZP_02037297.1| hypothetical protein BACCAP_02911 [Bacteroide...   132   1e-28 
ref|YP_003226559.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|YP_001972835.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|YP_003190309.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|YP_046840.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   132   1e-28 
ref|ZP_05581100.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   1e-28 
ref|ZP_08094921.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   1e-28 
ref|ZP_03925314.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   1e-28 
ref|YP_002315470.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|ZP_03167189.1| hypothetical protein RUMLAC_00856 [Ruminococc...   132   1e-28 
ref|YP_004024475.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   1e-28 
ref|YP_342240.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   132   1e-28 
ref|YP_444812.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   132   1e-28 
ref|NP_779554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [X...   132   1e-28 
ref|ZP_04173803.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   1e-28 
ref|ZP_00366200.1| COG0128: 5-enolpyruvylshikimate-3-phosphate s...   132   1e-28 
ref|ZP_01471841.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   1e-28 
gb|ADI33303.1| 5-enolpyruvylshikimate 3-phosphate synthase [Pseu...   132   2e-28 
ref|ZP_06306238.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   132   2e-28 
ref|YP_001830126.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   132   2e-28 
ref|YP_163531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Z...   132   2e-28 
ref|ZP_06065709.1| conserved hypothetical protein [Acinetobacter...   131   2e-28 
ref|ZP_07635012.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   2e-28 
ref|YP_003072939.1| response regulator receiver domain protein [...   131   2e-28 
ref|ZP_04669728.1| conserved hypothetical protein [Clostridiales...   131   2e-28 
ref|YP_003992921.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   131   2e-28 
ref|ZP_01861759.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   2e-28 
ref|ZP_06307553.1| hypothetical protein CRC_01037 [Cylindrosperm...   131   2e-28 
ref|ZP_01766625.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   2e-28 
gb|AAM16074.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   131   2e-28 
ref|ZP_00652443.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   2e-28 
ref|NP_242533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   131   2e-28 
ref|YP_102068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   131   2e-28 
ref|NP_269459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   131   2e-28 
ref|YP_001727977.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   131   2e-28 
ref|ZP_04856131.1| conserved hypothetical protein [Ruminococcus ...   131   2e-28 
ref|ZP_06934711.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   2e-28 
ref|YP_107312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   131   2e-28 
ref|YP_001009062.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   131   2e-28 
ref|ZP_04760690.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   3e-28 
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ref|ZP_06116562.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   3e-28 
ref|ZP_02401430.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   3e-28 
ref|ZP_07638225.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   131   3e-28 
ref|ZP_06499378.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   3e-28 
ref|ZP_05060593.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   131   3e-28 
gb|EGD13696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xan...   130   3e-28 
ref|YP_201025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [X...   130   3e-28 
ref|NP_892731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   130   3e-28 
gb|ADP97128.1| 3-phosphoshikimate 1-carboxyvinyltransferase [mar...   130   3e-28 
ref|ZP_04749034.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   3e-28 
ref|ZP_04957655.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   3e-28 
ref|YP_148049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   130   3e-28 
gb|ABE11164.1| EPSP synthase [uncultured Prochlorococcus marinus...   130   3e-28 
ref|ZP_07556119.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   3e-28 
ref|ZP_07874350.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   4e-28 
ref|YP_332315.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   130   4e-28 
ref|ZP_03147356.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   4e-28 
ref|YP_001057772.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   130   4e-28 
ref|YP_363422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [X...   130   4e-28 
ref|ZP_04888327.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   4e-28 
ref|YP_001904074.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   130   4e-28 
ref|YP_001126227.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   130   4e-28 
gb|EAY55824.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lep...   130   4e-28 
ref|ZP_05472815.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   4e-28 
ref|ZP_05566093.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   4e-28 
gb|AAM16060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   130   4e-28 
ref|ZP_03127725.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   4e-28 
gb|AAT76791.1| 5-enolpyruvylshikimate-3-phosphate synthase [Halo...   130   4e-28 
ref|ZP_01827678.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   5e-28 
ref|ZP_06184945.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   5e-28 
ref|ZP_04196642.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   5e-28 
ref|ZP_02410001.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   5e-28 
ref|ZP_04658748.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   5e-28 
ref|ZP_03761642.1| hypothetical protein CLOSTASPAR_05676 [Clostr...   130   5e-28 
ref|NP_341856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   130   5e-28 
ref|YP_001836078.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   130   6e-28 
ref|YP_003251648.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   130   6e-28 
ref|ZP_05095037.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   6e-28 
ref|ZP_05138490.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   130   6e-28 
ref|ZP_03983417.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   129   6e-28 
ref|ZP_02084436.1| hypothetical protein CLOBOL_01962 [Clostridiu...   129   6e-28 
ref|ZP_07053534.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   129   7e-28 
ref|ZP_07340631.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   129   7e-28 
ref|ZP_06555080.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   129   7e-28 
ref|ZP_08014836.1| hypothetical protein HMPREF9464_00055 [Sutter...   129   7e-28 
ref|YP_002349603.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   7e-28 
emb|CAR84684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Li...   129   8e-28 
gb|ADO78122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hal...   129   8e-28 
ref|NP_923984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   129   8e-28 
ref|ZP_08005469.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   129   8e-28 
ref|ZP_03938367.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   129   9e-28 
ref|YP_003670909.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   9e-28 
ref|ZP_02713734.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   129   9e-28 
ref|YP_002572731.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   1e-27 
ref|YP_001090863.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   1e-27 
ref|YP_003595106.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   1e-27 
gb|EGD10005.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xan...   129   1e-27 
ref|YP_004101072.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   1e-27 
ref|ZP_01968749.1| hypothetical protein RUMTOR_02328 [Ruminococc...   129   1e-27 
ref|NP_471371.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   129   1e-27 
ref|YP_001187348.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   1e-27 
ref|YP_003796126.1| 3-phosphoshikimate-1-carboxyvinyltransferase...   129   1e-27 
ref|YP_001172836.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   129   1e-27 
ref|NP_636962.1| 3-phosphoshikimate 1-carboxyvinyltransferase [X...   129   1e-27 
ref|NP_641982.1| 3-phosphoshikimate 1-carboxyvinyltransferase [X...   128   1e-27 
gb|AAM16059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   128   2e-27 
ref|YP_003821881.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   128   2e-27 
ref|YP_002798775.1| bifunctional cyclohexadienyl dehydrogenase/ ...   128   2e-27 
gb|AAM16066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   128   2e-27 
ref|YP_004094876.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   128   2e-27 
gb|EFR93399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   128   2e-27 
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gb|EFR90248.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   128   2e-27 
sp|Q1IKI5.2|AROA_ACIBL RecName: Full=3-phosphoshikimate 1-carbox...   128   2e-27 
ref|YP_592689.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   128   2e-27 
ref|ZP_05620446.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   128   2e-27 
ref|YP_002461505.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   128   2e-27 
ref|YP_607169.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   128   2e-27 
emb|CBL23833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ru...   128   2e-27 
ref|ZP_06188741.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   128   2e-27 
ref|YP_001250157.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   128   2e-27 
ref|YP_811504.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   128   2e-27 
ref|ZP_06703798.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   128   2e-27 
ref|ZP_02177238.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   2e-27 
ref|YP_220088.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   127   2e-27 
ref|ZP_05898407.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   2e-27 
ref|ZP_07453238.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   3e-27 
ref|YP_002871287.1| bifunctional cyclohexadienyl dehydrogenase/ ...   127   3e-27 
ref|XP_002538414.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   127   3e-27 
ref|NP_422383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   127   3e-27 
ref|ZP_03913621.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   3e-27 
ref|YP_004218168.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   127   3e-27 
ref|ZP_03994372.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   3e-27 
ref|YP_001541657.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   127   3e-27 
sp|Q608S5.2|AROA_METCA RecName: Full=3-phosphoshikimate 1-carbox...   127   3e-27 
ref|ZP_04294221.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   4e-27 
ref|NP_299603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [X...   127   4e-27 
emb|CBL25232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ru...   127   4e-27 
ref|ZP_07829261.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   127   4e-27 
ref|YP_003924935.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   127   4e-27 
ref|YP_143723.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   127   5e-27 
ref|NP_785560.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   127   5e-27 
emb|CBK74531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bu...   127   5e-27 
ref|NP_441799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   127   5e-27 
ref|NP_692701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [O...   127   5e-27 
ref|YP_003465144.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   5e-27 
ref|YP_091968.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   126   5e-27 
ref|ZP_06729331.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   126   5e-27 
gb|AAM16073.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   126   6e-27 
ref|YP_001224755.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   6e-27 
ref|ZP_07078084.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   126   6e-27 
ref|ZP_00787486.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   126   6e-27 
gb|EFR99623.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   126   6e-27 
ref|YP_001748251.1| bifunctional cyclohexadienyl dehydrogenase/ ...   126   6e-27 
ref|YP_001212170.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   6e-27 
ref|YP_004182677.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   6e-27 
gb|EFS02708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...   126   7e-27 
ref|NP_687654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   126   7e-27 
ref|YP_001483896.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   7e-27 
ref|YP_001918207.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   7e-27 
ref|YP_113872.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   126   7e-27 
ref|ZP_08030107.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   126   7e-27 
ref|YP_004112024.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   7e-27 
ref|YP_818635.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   126   7e-27 
ref|YP_001033191.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   8e-27 
ref|YP_095448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   126   8e-27 
ref|ZP_02462400.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   126   8e-27 
ref|YP_126720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   126   9e-27 
ref|YP_001377406.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   126   9e-27 
ref|ZP_05041335.1| 3-phosphoshikimate 1-carboxyvinyltransferase,...   125   9e-27 
ref|YP_850146.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   125   9e-27 
ref|ZP_01312238.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   125   9e-27 
ref|NP_228156.2| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   125   1e-26 
ref|ZP_05127216.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   125   1e-26 
ref|NP_953651.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   125   1e-26 
ref|ZP_05362235.1| 3-phosphoshikimate 1-carboxyvinyltransferase/...   125   1e-26 
ref|ZP_02243759.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   125   1e-26 
ref|YP_002129031.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   125   1e-26 
ref|ZP_01904632.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   125   1e-26 
ref|YP_123698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   125   1e-26 
ref|ZP_07895932.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   125   1e-26 
ref|YP_004063.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   125   2e-26 
ref|ZP_06604224.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   125   2e-26 
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ref|YP_003063283.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   125   2e-26 
gb|AAM16087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   125   2e-26 
gb|AAM16058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   125   2e-26 
ref|NP_735069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   124   2e-26 
ref|YP_191032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   124   2e-26 
ref|YP_616539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   124   2e-26 
ref|ZP_03953584.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   124   3e-26 
ref|YP_002731486.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   124   3e-26 
ref|YP_003376188.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   124   3e-26 
ref|ZP_03941378.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   124   3e-26 
ref|ZP_05636000.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   124   3e-26 
ref|YP_001262955.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   124   3e-26 
ref|ZP_06861446.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   124   3e-26 
ref|YP_003443611.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   124   3e-26 
ref|NP_267900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   124   3e-26 
ref|YP_349802.1| 3-phosphoshikimate 1-carboxyvinyltransferase / ...   124   4e-26 
ref|ZP_04929449.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   124   4e-26 
ref|ZP_01123903.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   124   4e-26 
ref|YP_430188.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   124   4e-26 
ref|ZP_07740278.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   123   5e-26 
ref|ZP_05104162.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   123   5e-26 
gb|ABE11079.1| EPSP synthase 3-p [uncultured Prochlorococcus mar...   123   6e-26 
ref|NP_214059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   123   6e-26 
ref|ZP_05293336.1| 5-Enolpyruvylshikimate-3-phosphate synthase [...   123   7e-26 
ref|YP_003346483.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   123   7e-26 
ref|YP_002533868.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   122   8e-26 
emb|CBY95001.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sa...   122   8e-26 
ref|YP_003354315.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   122   8e-26 
ref|ZP_07396389.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   122   9e-26 
ref|ZP_08020996.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   122   1e-25 
ref|ZP_01103672.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   122   1e-25 
ref|YP_001244172.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   122   1e-25 
ref|YP_003703062.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   122   1e-25 
ref|ZP_01080057.1| EPSP synthase (3-phosphoshikimate 1-carboxyvi...   122   1e-25 
ref|YP_397110.1| EPSP synthase (3-phosphoshikimate 1-carboxyviny...   122   1e-25 
ref|ZP_05746273.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   121   2e-25 
ref|YP_003855771.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   121   2e-25 
ref|ZP_00239462.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   121   2e-25 
ref|ZP_01167045.1| still frameshift 3-phosphoshikimate 1-pcarbox...   121   2e-25 
ref|ZP_02354547.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   121   2e-25 
ref|ZP_08129288.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   121   2e-25 
ref|YP_003181690.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   121   2e-25 
ref|YP_003460455.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   121   2e-25 
ref|YP_002753305.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   121   2e-25 
ref|YP_002560520.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   121   2e-25 
ref|ZP_08017442.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   121   3e-25 
ref|YP_864107.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   120   3e-25 
ref|ZP_07655500.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   3e-25 
ref|YP_004167349.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   120   3e-25 
ref|ZP_07415893.2| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   3e-25 
ref|ZP_07577691.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   4e-25 
gb|EDZ39285.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lep...   120   4e-25 
ref|ZP_04157452.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   4e-25 
ref|YP_003640350.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   120   4e-25 
ref|YP_001839953.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   120   4e-25 
ref|YP_003809163.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   120   4e-25 
ref|ZP_01156384.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   5e-25 
ref|ZP_07836976.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   5e-25 
ref|YP_004011289.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   120   5e-25 
ref|YP_003151076.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   120   5e-25 
gb|EGC89612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Egg...   120   5e-25 
ref|ZP_01622155.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   120   6e-25 
ref|YP_001233179.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   119   7e-25 
ref|ZP_03718009.1| hypothetical protein EUBHAL_03103 [Eubacteriu...   119   7e-25 
ref|ZP_02073823.1| hypothetical protein CLOL250_00573 [Clostridi...   119   7e-25 
ref|ZP_04433066.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   119   8e-25 
ref|ZP_06514727.1| LOW QUALITY PROTEIN: 5-enolpyruvylshikimate-3...   119   8e-25 
ref|ZP_07774219.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   119   9e-25 
ref|ZP_03430112.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   119   1e-24 
ref|YP_393384.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   119   1e-24 
ref|ZP_00055501.2| COG0128: 5-enolpyruvylshikimate-3-phosphate s...   119   1e-24 
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dbj|BAJ79378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ac...   119   1e-24 
ref|XP_001619008.1| hypothetical protein NEMVEDRAFT_v1g75553 [Ne...   118   1e-24 
sp|Q9WYI0.1|AROA_THEMA RecName: Full=3-phosphoshikimate 1-carbox...   118   2e-24 
ref|ZP_05853789.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   118   2e-24 
ref|YP_002530500.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   118   2e-24 
ref|ZP_06392147.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   118   2e-24 
ref|ZP_02142005.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   118   2e-24 
ref|ZP_07946765.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   117   2e-24 
ref|ZP_04783741.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   117   3e-24 
ref|ZP_04583050.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   117   3e-24 
emb|CAN61775.1| hypothetical protein VITISV_024881 [Vitis vinifera]   117   3e-24 
ref|YP_003810268.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   117   3e-24 
ref|ZP_01870816.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   117   3e-24 
ref|ZP_01445538.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   117   3e-24 
emb|CAM75693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ma...   117   3e-24 
ref|YP_001633700.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   117   3e-24 
ref|YP_741773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [A...   117   3e-24 
ref|YP_003060729.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   117   4e-24 
ref|YP_003149651.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   117   4e-24 
gb|ACS75029.1| AroA [Methylophilus methylotrophus]                    117   5e-24 
ref|NP_930003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   117   5e-24 
ref|YP_003291767.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   117   5e-24 
ref|YP_001431593.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   116   5e-24 
ref|ZP_07376339.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   116   6e-24 
ref|YP_798445.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   116   6e-24 
emb|CAH19218.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ps...   116   6e-24 
ref|YP_001002153.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   116   7e-24 
ref|YP_391465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...   116   7e-24 
ref|NP_767378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   116   7e-24 
ref|YP_423626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   116   7e-24 
ref|ZP_01305930.1| hypothetical protein RED65_00130 [Oceanobacte...   116   8e-24 
ref|NP_970228.1| EPSP synthase (3-phosphoshikimate 1-carboxyviny...   116   8e-24 
ref|YP_001435871.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   116   9e-24 
ref|YP_001878489.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   115   1e-23 
ref|YP_496604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   115   1e-23 
ref|ZP_08081145.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   115   1e-23 
ref|ZP_02187665.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   115   2e-23 
ref|YP_001939700.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   114   2e-23 
ref|YP_003756447.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   114   2e-23 
ref|ZP_07965739.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   114   2e-23 
ref|YP_001318531.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   114   3e-23 
ref|YP_916014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   114   3e-23 
ref|YP_912693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   114   3e-23 
ref|YP_001280145.1| bifunctional cyclohexadienyl dehydrogenase/ ...   114   3e-23 
ref|YP_002298688.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   114   4e-23 
ref|YP_828529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   114   4e-23 
ref|YP_684057.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   114   4e-23 
ref|YP_253363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   114   4e-23 
ref|YP_003627046.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   114   4e-23 
gb|AAM75972.1|AF481102_8 5-enolpyruvylshikimate-3-phosphate synt...   114   4e-23 
ref|YP_001154310.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   114   4e-23 
ref|ZP_01916521.1| prephenate dehydrogenase, putative/3-phosphos...   114   4e-23 
ref|YP_003186595.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   113   4e-23 
ref|ZP_05705366.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   113   5e-23 
ref|ZP_02154867.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   113   5e-23 
ref|YP_001356132.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   113   6e-23 
ref|ZP_07056514.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   113   6e-23 
ref|ZP_04677860.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   113   7e-23 
ref|YP_003321851.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   113   7e-23 
ref|ZP_01437294.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   113   7e-23 
ref|YP_755334.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   112   8e-23 
ref|YP_003263214.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   112   8e-23 
emb|CBK78945.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cl...   112   9e-23 
ref|YP_003772576.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   112   9e-23 
ref|YP_002360949.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   112   1e-22 
ref|XP_001392796.2| shikimate dehydrogenase [Aspergillus niger C...   112   1e-22 
gb|AAQ75178.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alv...   112   1e-22 
ref|YP_001543746.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   112   1e-22 
ref|ZP_06347541.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   112   1e-22 
ref|ZP_04455105.1| hypothetical protein GCWU000342_01121 [Shuttl...   112   1e-22 
ref|ZP_01551129.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   112   1e-22 
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ref|NP_559639.1| 3-phosphoshikimate 1-carboxyvinyltransferase (a...   111   3e-22 
ref|ZP_04389819.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   110   3e-22 
ref|YP_004059748.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   110   3e-22 
ref|YP_003516068.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   110   3e-22 
ref|YP_003860414.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   110   3e-22 
ref|ZP_01818831.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   110   3e-22 
ref|ZP_01386111.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   110   3e-22 
ref|YP_001996267.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   110   4e-22 
ref|YP_003695752.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   110   4e-22 
ref|YP_002019329.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   110   4e-22 
ref|YP_903843.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   110   5e-22 
ref|ZP_07572580.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   110   5e-22 
ref|ZP_05046551.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   110   5e-22 
ref|YP_003551577.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   110   6e-22 
ref|ZP_06949694.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   109   7e-22 
ref|YP_003817722.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   109   1e-21 
ref|YP_254900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   109   1e-21 
ref|ZP_05038951.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   108   1e-21 
ref|ZP_02468029.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   108   1e-21 
ref|ZP_00958039.1| EPSP synthase, 3-phosphoshikimate 1-carboxyvi...   108   1e-21 
ref|YP_003825018.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   108   1e-21 
ref|YP_530294.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   108   1e-21 
gb|ADQ77202.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sta...   108   2e-21 
ref|ZP_04580452.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   108   2e-21 
ref|ZP_07822573.1| putative 3-phosphoshikimate 1-carboxyvinyltra...   108   2e-21 
ref|YP_040877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   108   2e-21 
ref|YP_002542836.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   108   2e-21 
ref|YP_508650.1| 3-phosphoshikimate 1-carboxyvinyltransferase [J...   108   2e-21 
ref|ZP_05842095.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   108   2e-21 
ref|YP_631714.1| putative 3-phosphoshikimate 1-carboxyvinyltrans...   108   2e-21 
ref|YP_003891978.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   108   2e-21 
ref|ZP_01465782.1| probable 3-phosphoshikimate 1-carboxyvinyltra...   108   2e-21 
ref|YP_004050170.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   108   2e-21 
ref|YP_001603691.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   108   2e-21 
ref|YP_003953653.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   108   2e-21 
gb|ADX76594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sta...   108   2e-21 
ref|ZP_04060728.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   108   2e-21 
ref|YP_001411431.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   3e-21 
ref|ZP_05110808.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   3e-21 
ref|YP_001219416.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   3e-21 
ref|ZP_05780873.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   3e-21 
ref|YP_002520696.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   3e-21 
ref|YP_004149331.1| 5-Enolpyruvylshikimate-3-phosphate synthase ...   107   3e-21 
ref|ZP_07359438.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   3e-21 
ref|YP_002378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   107   3e-21 
ref|YP_003395528.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   3e-21 
ref|YP_745846.1| 3-phosphoshikimate 1-carboxyvinyltransferase [G...   107   4e-21 
gb|EGA97254.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sta...   107   4e-21 
ref|YP_416804.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   107   4e-21 
ref|YP_003545597.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   4e-21 
ref|ZP_06896114.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   4e-21 
ref|ZP_06318845.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   4e-21 
ref|YP_001406072.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   4e-21 
ref|ZP_01750762.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   4e-21 
ref|YP_001045145.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   107   5e-21 
ref|ZP_06324490.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   5e-21 
ref|ZP_07658197.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   5e-21 
ref|ZP_05124567.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   5e-21 
ref|ZP_07327822.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   107   5e-21 
emb|CAQ49888.1| 3-phosphoshikimate 1-carboxyvinyltransferase [St...   107   5e-21 
ref|ZP_01447705.1| EPSP synthase, 3-phosphoshikimate 1-carboxyvi...   106   6e-21 
ref|YP_355096.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   106   6e-21 
ref|YP_002887359.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   106   6e-21 
ref|YP_612194.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   106   6e-21 
ref|ZP_01037287.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   106   6e-21 
ref|NP_105914.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...   106   7e-21 
ref|ZP_05084505.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   106   8e-21 
ref|ZP_05076700.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   106   8e-21 
ref|ZP_05051528.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   106   8e-21 
ref|ZP_05275017.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   106   8e-21 
ref|ZP_02146464.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   106   8e-21 
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ref|YP_164847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   106   9e-21 
ref|YP_001960561.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   106   9e-21 
ref|YP_003505660.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   106   9e-21 
ref|ZP_04866271.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   9e-21 
ref|ZP_01224478.1| prephenate [marine gamma proteobacterium HTCC...   105   1e-20 
ref|ZP_05739280.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   1e-20 
ref|YP_002121647.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   105   1e-20 
ref|YP_580471.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   105   1e-20 
ref|YP_002575765.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   105   1e-20 
ref|YP_892408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   105   1e-20 
ref|YP_031813.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...   105   1e-20 
ref|ZP_01039983.1| 5-enolpyruvylshikimate-3-phosphate synthase [...   105   1e-20 
ref|YP_379927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   105   1e-20 
ref|NP_782223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...   105   1e-20 
ref|ZP_06440909.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   1e-20 
ref|NP_711439.1| 3-phosphoshikimate 1-carboxyvinyltransferase [L...   105   1e-20 
ref|ZP_06924309.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
ref|ZP_05388284.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
ref|ZP_07841013.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
ref|YP_002761302.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   105   2e-20 
ref|ZP_01746715.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
ref|YP_002908539.1| 5-enolpyruvylshikimate-3-phosphate synthase ...   105   2e-20 
ref|ZP_05811043.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
ref|ZP_01880117.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
ref|ZP_05342087.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   105   2e-20 
gb|EEZ80251.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...   104   2e-20 
ref|YP_001532365.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   104   3e-20 
emb|CBE68427.1| 3-phosphoshikimate 1-carboxyvinyltransferase (5-...   104   3e-20 
ref|ZP_05071831.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   104   3e-20 
gb|AAM16064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea...   104   3e-20 
ref|ZP_02149098.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   104   3e-20 
ref|ZP_00998531.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   104   3e-20 
ref|NP_907485.1| 3-phosphoshikimate 1-carboxyvinyltransferase [W...   103   4e-20 
ref|YP_001794172.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   103   4e-20 
ref|ZP_07129404.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   103   4e-20 
ref|YP_003497302.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   103   4e-20 
gb|EFW32220.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sta...   103   4e-20 
ref|YP_003267971.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   103   5e-20 
ref|YP_002956854.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   103   5e-20 
ref|ZP_01002590.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   103   5e-20 
ref|ZP_03613284.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   103   5e-20 
ref|ZP_01863096.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   103   5e-20 
ref|ZP_01015875.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   103   5e-20 
ref|ZP_05699157.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   103   6e-20 
ref|YP_809810.1| 3-phosphoshikimate 1-carboxyvinyltransferase [O...   103   7e-20 
ref|YP_001202319.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   103   7e-20 
ref|YP_004158380.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   103   7e-20 
gb|AAA71897.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Sta...   103   7e-20 
ref|YP_264469.1| bifunctional cyclohexadienyl dehydrogenase/ 3-p...   103   8e-20 
ref|ZP_01544542.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   102   8e-20 
ref|NP_646171.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   102   8e-20 
ref|ZP_06502760.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   102   9e-20 
ref|YP_004139533.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   102   1e-19 
ref|YP_186348.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...   102   1e-19 
ref|ZP_05101922.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   102   1e-19 
ref|YP_001170040.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   102   1e-19 
ref|ZP_00953711.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   102   1e-19 
ref|YP_765712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...   102   1e-19 
ref|ZP_07904321.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   102   1e-19 
ref|YP_001236311.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   102   1e-19 
ref|YP_931265.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...   102   1e-19 
ref|ZP_04867454.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   102   1e-19 
ref|YP_004073619.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   102   2e-19 
ref|ZP_01125908.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   101   2e-19 
ref|YP_002978141.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   101   2e-19 
ref|YP_001526847.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   101   2e-19 
ref|ZP_03658338.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   101   2e-19 
gb|AAX21587.1| AroA [Francisella novicida] >gi|60477303|gb|AAX21...   101   2e-19 
gb|ACJ54494.1| AroA [Francisella sp. FSC156] >gi|213950443|gb|AC...   101   2e-19 
ref|ZP_04808519.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   101   3e-19 
ref|YP_003143352.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   100   4e-19 
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ref|ZP_08089003.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   100   4e-19 
ref|ZP_06890569.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   100   4e-19 
ref|YP_004172823.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   100   4e-19 
ref|ZP_05089300.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   100   5e-19 
ref|ZP_00948256.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   100   5e-19 
ref|ZP_01304551.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...   100   5e-19 
ref|YP_002634191.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   100   6e-19 
ref|YP_316829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...   100   6e-19 
ref|ZP_07685443.1| hypothetical protein OSCT_1394 [Oscillochlori...   100   7e-19 
ref|YP_003303682.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   100   7e-19 
ref|ZP_01995870.1| hypothetical protein DORLON_01865 [Dorea long...   100   8e-19 
ref|YP_002607312.1| 3-phosphoshikimate 1-carboxyvinyltransferase...   100   8e-19 
gb|ACJ54495.1| AroA [Francisella sp. FSC159]                          100   9e-19 
ref|YP_002287477.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    99   9e-19 
ref|NP_371988.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...    99   1e-18 
ref|YP_003589561.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    99   1e-18 
ref|ZP_01228876.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    99   1e-18 
ref|ZP_04819347.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    99   1e-18 
ref|YP_003447473.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    99   1e-18 
ref|ZP_01452683.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    99   1e-18 
ref|YP_001924782.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    99   1e-18 
ref|ZP_01743483.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    99   1e-18 
ref|YP_001038211.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    99   2e-18 
ref|YP_003654661.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    99   2e-18 
ref|YP_003577287.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    98   2e-18 
ref|ZP_01054605.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    98   2e-18 
ref|YP_484265.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...    98   2e-18 
gb|AAN87376.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    98   2e-18 
gb|AAX21584.1| AroA [Francisella tularensis subsp. holarctica] >...    98   2e-18 
ref|NP_859670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...    98   2e-18 
ref|ZP_05785141.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    98   3e-18 
gb|AAX21593.1| AroA [Francisella tularensis subsp. holarctica] >...    98   3e-18 
gb|AAX21592.1| AroA [Francisella tularensis subsp. holarctica]         98   3e-18 
ref|YP_002016601.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    98   3e-18 
ref|ZP_00370175.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    98   3e-18 
ref|NP_945417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...    98   3e-18 
ref|YP_002963190.1| 3-enolpyruvylshikimate-5-phosphate synthetas...    98   3e-18 
ref|ZP_05570493.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    98   3e-18 
ref|ZP_07893857.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    97   4e-18 
ref|YP_575526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [N...    97   4e-18 
ref|YP_001989102.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    97   5e-18 
gb|AAX21586.1| AroA [Francisella tularensis subsp. holarctica]         97   5e-18 
ref|NP_662795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...    97   5e-18 
ref|YP_001246893.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    97   5e-18 
ref|YP_001786896.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    97   5e-18 
ref|ZP_02996348.1| hypothetical protein CLOSPO_03471 [Clostridiu...    97   5e-18 
ref|YP_989551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...    97   5e-18 
ref|ZP_04056182.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    97   5e-18 
ref|YP_032958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...    97   6e-18 
ref|YP_758929.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...    97   6e-18 
ref|YP_676143.1| 3-phosphoshikimate 1-carboxyvinyltransferase [M...    97   7e-18 
ref|YP_002502152.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    97   7e-18 
ref|ZP_01086603.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   8e-18 
ref|YP_567330.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...    96   8e-18 
ref|ZP_01752691.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   8e-18 
ref|ZP_05427835.1| putative 3-phosphoshikimate 1-carboxyvinyltra...    96   9e-18 
emb|CBI81616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ba...    96   9e-18 
ref|ZP_06488790.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   1e-17 
ref|ZP_05079193.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   1e-17 
ref|YP_001944126.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    96   1e-17 
ref|ZP_07819631.1| putative 3-phosphoshikimate 1-carboxyvinyltra...    96   1e-17 
ref|YP_001608574.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    96   1e-17 
ref|YP_002971141.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    96   1e-17 
ref|ZP_08106814.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   1e-17 
dbj|BAJ56431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [He...    96   1e-17 
ref|ZP_02617066.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   1e-17 
ref|YP_001644318.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    96   1e-17 
ref|YP_004106440.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    96   1e-17 
ref|ZP_03368422.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   1e-17 
gb|ADI35116.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    96   1e-17 
ref|ZP_01045034.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    96   1e-17 
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gb|ADU41323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    95   2e-17 
ref|ZP_07026530.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    95   2e-17 
ref|YP_001416018.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    95   2e-17 
ref|ZP_01617762.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    94   3e-17 
ref|YP_003471659.1| 5-Enolpyruvylshikimate-3-phosphate synthase ...    94   3e-17 
gb|ADU81873.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    94   4e-17 
ref|YP_458387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [E...    94   4e-17 
ref|ZP_06622944.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    94   5e-17 
dbj|BAJ55592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [He...    94   5e-17 
gb|EES51981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lep...    94   5e-17 
ref|YP_779383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...    94   5e-17 
ref|ZP_08053835.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    94   6e-17 
ref|YP_001398032.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    94   6e-17 
ref|ZP_06054530.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    94   6e-17 
dbj|BAJ57933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [He...    93   7e-17 
ref|ZP_06159238.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    93   7e-17 
sp|A7H3F2.2|AROA_CAMJD RecName: Full=3-phosphoshikimate 1-carbox...    93   7e-17 
ref|YP_002266615.1| 3-phosphoshikimate 1-carboxyvinyl transferas...    93   8e-17 
ref|YP_003928924.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    93   8e-17 
ref|ZP_04797190.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    93   1e-16 
ref|YP_003927283.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    93   1e-16 
ref|YP_003728473.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    93   1e-16 
ref|ZP_06371976.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    93   1e-16 
gb|ACB05442.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    93   1e-16 
dbj|BAJ60090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [He...    92   1e-16 
gb|ACB05438.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    92   1e-16 
ref|NP_207199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...    92   1e-16 
ref|ZP_05363634.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    92   1e-16 
ref|YP_001129873.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    92   2e-16 
ref|ZP_06373720.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    92   2e-16 
ref|ZP_05068167.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    92   2e-16 
gb|EFV89034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sta...    92   2e-16 
ref|YP_001997916.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    92   2e-16 
gb|EGC91177.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tur...    92   2e-16 
gb|ACB05437.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    92   2e-16 
gb|ACX99551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    92   2e-16 
gb|ADO05722.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    91   2e-16 
gb|ADU83434.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    91   3e-16 
ref|YP_627732.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...    91   3e-16 
ref|ZP_08054927.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    91   3e-16 
ref|NP_764708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...    91   4e-16 
ref|YP_001910521.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    91   4e-16 
ref|YP_188611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...    91   4e-16 
ref|ZP_07598734.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    91   4e-16 
ref|YP_001390821.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    91   5e-16 
ref|YP_001368591.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    91   5e-16 
dbj|BAJ41481.1| 3-phosphoshikimate 1-carboxyvinyltransferase [La...    91   5e-16 
ref|ZP_04825363.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    91   5e-16 
gb|ADC28481.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cam...    90   6e-16 
ref|ZP_03223145.1| 3-phosphoshikimate-1-carboxyvinyltransferase ...    90   6e-16 
ref|YP_001000570.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    90   6e-16 
ref|NP_384359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...    90   6e-16 
sp|A1VZM9.2|AROA_CAMJJ RecName: Full=3-phosphoshikimate 1-carbox...    90   6e-16 
ref|ZP_03609839.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    90   6e-16 
ref|YP_002301651.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    90   7e-16 
gb|ADU84995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    90   7e-16 
ref|YP_301370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [S...    90   7e-16 
gb|ADN80165.1| 5-Enol pyruvyl shikimate-3-phosphate synthase [He...    90   7e-16 
gb|ACX98152.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    90   7e-16 
gb|ADG03677.1| 5-enolpyruvylshikimate 3-phosphate synthase [Ochr...    90   8e-16 
sp|A8FLU4.2|AROA_CAMJ8 RecName: Full=3-phosphoshikimate 1-carbox...    90   8e-16 
ref|XP_002163382.1| PREDICTED: hypothetical protein [Hydra magni...    90   8e-16 
ref|YP_001482408.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    90   8e-16 
ref|YP_001639594.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    90   9e-16 
ref|ZP_01068463.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    90   9e-16 
gb|EFV09124.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cam...    90   9e-16 
ref|YP_001191935.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    89   1e-15 
ref|YP_002421176.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    89   1e-15 
ref|ZP_07399237.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    89   1e-15 
gb|ADU80242.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    89   1e-15 
gb|ADO04216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hel...    89   1e-15 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 49



 

 

ref|ZP_07476226.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    89   1e-15 
ref|YP_003057713.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    89   1e-15 
ref|NP_223697.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...    89   1e-15 
ref|ZP_03305162.1| hypothetical protein ANHYDRO_01599 [Anaerococ...    89   1e-15 
ref|ZP_06499379.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    89   1e-15 
ref|ZP_05635999.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    89   1e-15 
ref|YP_003068413.1| 3-enolpyruvylshikimate-5-phosphate synthetas...    89   1e-15 
ref|ZP_04679202.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    89   2e-15 
sp|P0A2Y4.1|AROA_PSES2 RecName: Full=3-phosphoshikimate 1-carbox...    89   2e-15 
ref|YP_425387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [R...    89   2e-15 
ref|YP_178972.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...    89   2e-15 
sp|A8Z6D5.1|AROA_CAMC1 RecName: Full=3-phosphoshikimate 1-carbox...    88   2e-15 
ref|YP_023380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [P...    88   2e-15 
ref|NP_111838.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...    88   2e-15 
ref|YP_001758244.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    88   3e-15 
ref|ZP_00367067.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    88   3e-15 
ref|YP_001253986.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    87   4e-15 
ref|YP_001490938.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    87   5e-15 
ref|YP_001773239.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    87   5e-15 
ref|ZP_01870782.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    87   6e-15 
ref|YP_220807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...    87   6e-15 
ref|YP_003105996.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    87   6e-15 
ref|YP_002803900.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    87   6e-15 
ref|YP_413526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...    87   7e-15 
ref|YP_001626705.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    87   7e-15 
ref|NP_697067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...    87   7e-15 
ref|ZP_06792105.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   8e-15 
ref|ZP_02614795.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   8e-15 
ref|ZP_08032456.1| EPSP synthase [Actinomyces sp. oral taxon 171...    86   9e-15 
ref|YP_001781111.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    86   9e-15 
ref|ZP_05822047.1| 5-enolpyruvyl shikimate 3-phosphate synthase ...    86   9e-15 
sp|Q46550.1|AROA_DICNO RecName: Full=3-phosphoshikimate 1-carbox...    86   1e-14 
ref|ZP_03784612.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   1e-14 
ref|ZP_05180057.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   1e-14 
ref|ZP_07891778.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   1e-14 
ref|ZP_04593499.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   1e-14 
ref|ZP_07475325.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    86   1e-14 
ref|YP_001258071.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    86   2e-14 
ref|ZP_05448692.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    85   2e-14 
ref|ZP_01070338.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    85   2e-14 
ref|ZP_05626392.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    85   2e-14 
emb|CBZ03356.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Clo...    85   2e-14 
ref|ZP_05922163.1| LOW QUALITY PROTEIN: 3-phosphoshikimate 1-car...    85   2e-14 
ref|NP_540834.1| 3-phosphoshikimate 1-carboxyvinyltransferase [B...    85   2e-14 
ref|ZP_05156657.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    85   2e-14 
gb|AAK62987.2|AF387597_1 EPSP synthase [Nicotiana sylvestris] >g...    84   3e-14 
gb|AAK62989.2|AF387599_1 EPSP synthase [Nicotiana tomentosiformis]     84   3e-14 
gb|AAK27445.1|AF326475_1 5-enolpyruvyl shikimate 3-phosphate syn...    84   3e-14 
gb|AAK62986.2|AF387596_1 EPSP synthase 2 [Nicotiana tabacum]           84   3e-14 
ref|YP_001209041.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    84   5e-14 
ref|ZP_03636944.1| hypothetical protein HOLDEFILI_04270 [Holdema...    84   6e-14 
ref|ZP_06522794.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    83   9e-14 
gb|AAX21644.1| AroA [Wolbachia persica]                                83   1e-13 
ref|ZP_03655937.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    83   1e-13 
emb|CBL42035.1| 5-enolpyruvylshikimate-3-phosphate synthase [but...    82   1e-13 
pdb|2PQD|A Chain A, A100g Cp4 Epsps Liganded With (R)-Difluorome...    82   1e-13 
pdb|2GGD|A Chain A, Cp4 Epsp Synthase Ala100gly Liganded With S3...    82   2e-13 
ref|YP_001407856.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    81   3e-13 
ref|YP_374215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [C...    81   3e-13 
ref|YP_003109953.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    81   4e-13 
gb|ADI18937.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncu...    81   4e-13 
pdb|2PQB|A Chain A, Cp4 Epsps Liganded With (R)-Difluoromethyl T...    80   6e-13 
ref|YP_001697683.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    80   8e-13 
sp|Q9R4E4.2|AROA_AGRSC RecName: Full=3-phosphoshikimate 1-carbox...    80   9e-13 
gb|AAL67577.1|AF464188_1 CP4EPSPS [Glycine max] >gi|27549260|gb|...    80   9e-13 
ref|YP_664289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [H...    79   1e-12 
dbj|BAD94823.1| 5-enol-pyruvylshikimate-3-phospate synthase clas...    79   1e-12 
gb|EDZ73130.1| YDR127Wp-like protein [Saccharomyces cerevisiae A...    79   1e-12 
ref|ZP_08072352.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    79   2e-12 
ref|ZP_08142635.1| bifunctional cyclohexadienyl dehydrogenase/ 3...    79   2e-12 
gb|ADU03259.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...    78   3e-12 
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ref|ZP_04126962.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    78   3e-12 
ref|YP_002828058.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    78   3e-12 
ref|ZP_03806227.1| hypothetical protein PROPEN_04629 [Proteus pe...    78   3e-12 
ref|ZP_03510971.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    77   6e-12 
ref|ZP_02862022.1| hypothetical protein ANASTE_01235 [Anaerofust...    75   1e-11 
ref|ZP_02164769.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    75   1e-11 
gb|ABC00780.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    75   2e-11 
gb|EFV96997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...    73   9e-11 
gb|ABZ09592.1| putative EPSP synthase (3-phosphoshikimate 1-carb...    73   9e-11 
emb|CBL42034.1| 5-enolpyruvylshikimate-3-phosphate synthase [but...    72   1e-10 
ref|YP_261736.1| prephenate dehydrogenase /3-phosphoshikimate 1-...    72   1e-10 
ref|ZP_06221622.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    72   2e-10 
ref|ZP_06223002.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    72   2e-10 
gb|ACB05434.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    72   2e-10 
ref|NP_147921.2| 3-phosphoshikimate 1-carboxyvinyltransferase [A...    72   2e-10 
ref|YP_001329109.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    72   3e-10 
gb|ACB05431.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    71   4e-10 
ref|ZP_03832182.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    70   6e-10 
ref|ZP_04126963.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    70   7e-10 
ref|YP_001815138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    69   1e-09 
ref|ZP_01264335.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    69   1e-09 
ref|ZP_00051744.2| COG0128: 5-enolpyruvylshikimate-3-phosphate s...    69   1e-09 
ref|ZP_03634371.1| hypothetical protein HOLDEFILI_01664 [Holdema...    69   2e-09 
ref|YP_088899.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    68   3e-09 
gb|ABZ10397.1| putative EPSP synthase (3-phosphoshikimate 1-carb...    68   3e-09 
ref|NP_872847.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    68   4e-09 
gb|ABZ06003.1| putative EPSP synthase (3-phosphoshikimate 1-carb...    67   5e-09 
ref|ZP_04978529.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    67   5e-09 
ref|ZP_07528285.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    67   6e-09 
ref|ZP_05990592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    67   6e-09 
gb|AAA81514.1| 5-enolpyruvylshikimate-3-phosphate-synthase [Esch...    67   7e-09 
ref|ZP_05922164.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    67   7e-09 
emb|CBI77162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ba...    67   8e-09 
emb|CBI78616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ba...    66   8e-09 
ref|YP_001053977.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    66   9e-09 
ref|YP_002475331.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    66   1e-08 
ref|ZP_02868920.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    66   1e-08 
ref|ZP_03366990.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    66   1e-08 
emb|CBI80133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ba...    66   1e-08 
ref|ZP_06552741.1| hypothetical protein AWRIB429_0131 [Oenococcu...    65   1e-08 
ref|ZP_03148433.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    65   2e-08 
ref|YP_001127373.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    65   2e-08 
ref|ZP_00135108.1| COG0766: UDP-N-acetylglucosamine enolpyruvyl ...    65   2e-08 
ref|ZP_07532482.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    65   2e-08 
ref|YP_001652299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    65   3e-08 
ref|YP_265919.2| 3-phosphoshikimate 1-carboxyvinyltransferase [C...    65   3e-08 
gb|ACB05432.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    64   4e-08 
gb|AAD47362.2|AF038578_5 cyclohexadienyl dehydrogenase/5-enolpyr...    64   4e-08 
ref|ZP_02477459.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    64   4e-08 
ref|ZP_03437775.1| hypothetical protein HPB128_142g26 [Helicobac...    64   4e-08 
ref|YP_001969131.1| UDP-N-acetylglucosamine 1- carboxyvinyltrans...    64   5e-08 
gb|EFV96998.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Str...    64   5e-08 
gb|ABC00790.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    64   6e-08 
ref|YP_004066395.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    64   6e-08 
ref|YP_004168093.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    63   9e-08 
ref|ZP_08068303.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    62   1e-07 
ref|YP_004010930.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    62   1e-07 
ref|YP_003426316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    62   2e-07 
ref|YP_660138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    62   2e-07 
emb|CAN79289.1| hypothetical protein VITISV_044036 [Vitis vinifera]    62   2e-07 
ref|ZP_04858335.1| conserved hypothetical protein [Ruminococcus ...    62   2e-07 
gb|AAA97396.1| encodes EPSP synthase domain [Pneumocystis murina...    62   2e-07 
ref|YP_633066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    62   3e-07 
ref|YP_980934.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    61   3e-07 
gb|AAK64441.1|AF377339_2 UDP-GlcNAc 1-carboxyvinyl transferase M...    61   3e-07 
ref|YP_003467663.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    61   3e-07 
gb|ACB05435.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    61   4e-07 
gb|ACB05433.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    61   4e-07 
ref|ZP_04752696.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    61   4e-07 
ref|ZP_05297041.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    61   4e-07 
ref|ZP_07896341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    61   4e-07 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 51



 

 

ref|YP_004062583.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    60   5e-07 
ref|YP_003495370.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    60   6e-07 
ref|YP_149194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    60   7e-07 
gb|EFR84087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lis...    60   7e-07 
ref|ZP_07399236.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    60   8e-07 
ref|YP_003672818.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    60   9e-07 
ref|ZP_07956900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    60   9e-07 
gb|ADU52755.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    60   1e-06 
ref|YP_003254430.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    60   1e-06 
gb|ACO70904.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    59   1e-06 
gb|ADU52729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   1e-06 
ref|ZP_02439591.1| hypothetical protein CLOSS21_02057 [Clostridi...    59   1e-06 
gb|ADU52752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   1e-06 
ref|YP_003701185.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    59   1e-06 
ref|YP_003565556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    59   1e-06 
ref|YP_001354980.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    59   1e-06 
gb|ADU52795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   1e-06 
gb|ADU52732.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
gb|ADU52784.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
ref|YP_003600279.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    59   2e-06 
ref|ZP_07921844.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    59   2e-06 
gb|ADU52763.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
gb|ADU52785.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
gb|ADU52728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
ref|ZP_05649870.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    59   2e-06 
gb|ADU52756.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
ref|ZP_03612083.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    59   2e-06 
gb|ADU52776.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
gb|ADU52783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
gb|ADU52727.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
ref|YP_003151592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    59   2e-06 
gb|ADU52757.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    59   2e-06 
emb|CBI20198.3| unnamed protein product [Vitis vinifera]               58   2e-06 
gb|EFR92855.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    58   2e-06 
gb|ADU52741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    58   2e-06 
gb|ADU52779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    58   2e-06 
gb|ADO96649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    58   3e-06 
ref|YP_872128.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    58   3e-06 
gb|ADU52773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    58   3e-06 
ref|ZP_05657191.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    58   3e-06 
gb|ADU52786.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    58   3e-06 
gb|ADU52745.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    58   4e-06 
gb|ADU52733.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   4e-06 
ref|YP_002317025.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    57   4e-06 
gb|ADU52765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   4e-06 
ref|YP_001800982.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    57   5e-06 
ref|YP_004135636.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    57   5e-06 
ref|ZP_06062508.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    57   5e-06 
ref|YP_001617525.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    57   5e-06 
gb|AAA97397.1| encodes EPSP synthase domain [Pneumocystis orycto...    57   5e-06 
gb|ADU52791.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   5e-06 
ref|YP_003064871.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    57   6e-06 
ref|NP_393762.1| 3-phosphoshikimate 1-carboxyvinyltransferase [T...    57   6e-06 
gb|ADU52731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   6e-06 
ref|ZP_01796349.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    57   6e-06 
gb|ADU52774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   6e-06 
gb|ADU52794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   6e-06 
ref|ZP_01783755.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    57   6e-06 
gb|ADU52768.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   7e-06 
gb|ADU52747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   7e-06 
ref|ZP_02004393.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    57   7e-06 
ref|YP_001291058.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    57   7e-06 
ref|YP_001942592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    57   7e-06 
ref|YP_004139154.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    57   7e-06 
gb|ADU52744.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    57   8e-06 
ref|ZP_06810684.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    57   8e-06 
gb|AAV48979.1| hypothetical carboxyvinyltransferase [Weissella p...    57   8e-06 
ref|ZP_01792135.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    57   8e-06 
ref|YP_001095423.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    56   9e-06 
emb|CBW99666.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Le...    56   9e-06 
gb|EFT44670.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    56   9e-06 
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ref|ZP_05593788.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    56   9e-06 
ref|ZP_07547874.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    56   1e-05 
ref|YP_001951063.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    56   1e-05 
gb|ADU52778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    56   1e-05 
ref|ZP_01788180.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    56   1e-05 
ref|ZP_06444105.1| LOW QUALITY PROTEIN: UDP-N-acetylglucosamine ...    56   1e-05 
ref|ZP_08148960.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    56   1e-05 
ref|YP_248750.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    56   1e-05 
ref|NP_816244.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    56   1e-05 
ref|NP_215831.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    56   1e-05 
ref|NP_244616.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    56   1e-05 
ref|YP_015087.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    56   1e-05 
gb|ACB05436.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    56   1e-05 
ref|YP_004159437.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    55   1e-05 
ref|ZP_05670034.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|ZP_05647112.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
gb|ADU52736.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    55   2e-05 
emb|CBL20721.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    55   2e-05 
gb|ADH42952.1| UDP-N-acetylglucosamine enolpyruvyl transferase [...    55   2e-05 
ref|ZP_07759297.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|ZP_05069059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|ZP_00604477.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|YP_001341704.1| bifunctional cyclohexadienyl dehydrogenase/ ...    55   2e-05 
ref|ZP_05492794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
emb|CBW29426.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    55   2e-05 
ref|ZP_01911939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|YP_001213408.1| UDP-N-acetylglucosamine enolpyruvyl transfer...    55   2e-05 
ref|YP_463577.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    55   2e-05 
ref|YP_561517.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    55   2e-05 
gb|ABC00783.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    55   2e-05 
ref|NP_466049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    55   2e-05 
ref|YP_003181465.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    55   2e-05 
ref|NP_471999.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    55   2e-05 
gb|ADU52730.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    55   2e-05 
ref|ZP_03439747.1| hypothetical protein HP9810_491g24 [Helicobac...    55   2e-05 
ref|ZP_05662363.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|YP_002349049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    55   2e-05 
ref|ZP_06683403.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   2e-05 
ref|NP_439238.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    55   2e-05 
ref|YP_001292996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    55   2e-05 
gb|ADU52739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    55   2e-05 
ref|YP_001344097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    55   3e-05 
emb|CBL40942.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    55   3e-05 
ref|ZP_01463041.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   3e-05 
ref|ZP_08145248.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   3e-05 
ref|YP_001675891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    55   3e-05 
ref|ZP_08103692.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   3e-05 
gb|ADU52748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    55   3e-05 
ref|ZP_05746581.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    55   3e-05 
ref|YP_001647859.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   3e-05 
ref|YP_002951194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   3e-05 
ref|ZP_03982092.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   3e-05 
ref|ZP_06488789.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    54   4e-05 
ref|ZP_03128341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   4e-05 
ref|YP_001503451.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   4e-05 
emb|CBW15237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    54   4e-05 
gb|ADU52789.1| 3-phosphoshikimate 1-carboxyvinyltransferase [unc...    54   4e-05 
ref|YP_001664112.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   4e-05 
ref|YP_003007876.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   4e-05 
ref|YP_727854.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    54   4e-05 
gb|ACB05440.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    54   4e-05 
ref|YP_795412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    54   4e-05 
ref|YP_001197964.1| 5-enolpyruvylshikimate-3-phosphate synthase ...    54   4e-05 
ref|YP_003555177.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   5e-05 
ref|YP_902699.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    54   5e-05 
ref|YP_003590968.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    54   5e-05 
ref|ZP_03936449.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   5e-05 
ref|YP_002774913.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   5e-05 
ref|YP_001797038.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   5e-05 
ref|ZP_05788793.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   5e-05 
ref|YP_002943080.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   5e-05 
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ref|ZP_03228143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   5e-05 
ref|YP_003338602.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    54   5e-05 
ref|YP_003465659.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    54   6e-05 
ref|YP_001939082.1| UDP-N-acetylglucosamine enolpyruvyl transfer...    54   6e-05 
ref|ZP_06697214.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   6e-05 
ref|ZP_08142636.1| bifunctional cyclohexadienyl dehydrogenase/ 3...    54   6e-05 
ref|ZP_05359516.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   6e-05 
ref|ZP_06347761.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   6e-05 
ref|ZP_08080242.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    54   7e-05 
ref|ZP_06008579.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    54   7e-05 
ref|YP_381189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    54   7e-05 
ref|ZP_05215869.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   8e-05 
ref|ZP_05085293.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   8e-05 
ref|ZP_05077320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   8e-05 
ref|ZP_04153908.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   8e-05 
ref|YP_002132763.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   8e-05 
ref|ZP_05826488.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    53   8e-05 
ref|YP_003800152.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   9e-05 
ref|ZP_04165189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   9e-05 
ref|XP_002371877.1| AROM polypeptide/ shikimate-quinate 5-dehydr...    53   9e-05 
gb|AAQ83833.1| AROM polypeptide [Toxoplasma gondii]                    53   9e-05 
gb|EEE19204.1| AROM polypeptide/ shikimate-quinate 5-dehydrogena...    53   9e-05 
ref|YP_002490817.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   9e-05 
ref|YP_547656.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    53   9e-05 
ref|ZP_06066705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   9e-05 
ref|ZP_03753048.1| hypothetical protein ROSEINA2194_01459 [Roseb...    53   1e-04 
ref|YP_850671.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    53   1e-04 
ref|NP_961381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    53   1e-04 
ref|YP_001708014.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
emb|CBL22590.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    53   1e-04 
ref|YP_001101301.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
ref|ZP_07205703.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   1e-04 
ref|ZP_01964667.1| hypothetical protein RUMOBE_02392 [Ruminococc...    53   1e-04 
ref|YP_003193454.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    53   1e-04 
ref|YP_003782309.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
ref|ZP_05113520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   1e-04 
ref|YP_001663939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
ref|YP_001393545.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
ref|ZP_06636240.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   1e-04 
ref|XP_002283120.1| PREDICTED: hypothetical protein [Vitis vinif...    53   1e-04 
ref|YP_001714915.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
ref|YP_001376991.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    53   1e-04 
ref|ZP_08004986.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   1e-04 
ref|ZP_02927317.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   1e-04 
ref|ZP_06752546.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    53   1e-04 
ref|YP_004059547.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   1e-04 
ref|YP_535495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   1e-04 
ref|YP_907486.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   1e-04 
ref|YP_004153576.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   1e-04 
ref|YP_001852345.1| UDP-N-acetylglucosamine 1- carboxyvinyltrans...    52   1e-04 
ref|YP_001197962.1| 5-enolpyruvylshikimate-3-phosphate synthase ...    52   1e-04 
ref|ZP_07931459.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   1e-04 
ref|ZP_00742764.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   1e-04 
ref|ZP_04188873.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   1e-04 
ref|YP_177339.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   1e-04 
gb|ABC00781.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    52   1e-04 
ref|YP_001154891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   2e-04 
ref|NP_739053.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|ZP_05748914.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|YP_001666059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   2e-04 
ref|NP_847687.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|ZP_05827805.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|YP_002774968.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   2e-04 
ref|ZP_02420461.1| hypothetical protein ANACAC_03078 [Anaerostip...    52   2e-04 
ref|NP_981704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|ZP_05092906.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|YP_039278.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|ZP_05367026.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|YP_001762578.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   2e-04 
gb|AAA97398.1| encodes EPSP synthase domain [Pneumocystis jirove...    52   2e-04 
ref|ZP_03928220.1| possible 3-phosphoshikimate 1-carboxyvinyltra...    52   2e-04 
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ref|NP_834951.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|NP_624199.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|ZP_04946771.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    52   2e-04 
ref|YP_002006863.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    52   2e-04 
ref|ZP_07991679.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|ZP_04748159.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|YP_002885677.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    52   2e-04 
gb|ABC00786.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    52   2e-04 
ref|ZP_07711396.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|ZP_03943118.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
ref|YP_528639.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    52   2e-04 
ref|ZP_07053722.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    52   2e-04 
emb|CAN76209.1| hypothetical protein VITISV_041624 [Vitis vinifera]    52   3e-04 
ref|YP_001086592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    51   3e-04 
ref|ZP_04466225.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    51   3e-04 
ref|NP_693894.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    51   3e-04 
ref|ZP_03784314.1| hypothetical protein RUMHYD_03797 [Blautia hy...    51   3e-04 
gb|ACB05443.1| chloroplast 5-enolpyruvylshikimate 3-phosphate sy...    51   3e-04 
ref|ZP_05270254.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    51   4e-04 
ref|ZP_04219897.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    51   4e-04 
ref|YP_003256074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    51   4e-04 
ref|ZP_03940189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    51   4e-04 
ref|ZP_03824066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    51   4e-04 
gb|AAB32920.1| enolpyruvylshikimate-3-phosphate synthase type B ...    51   4e-04 
emb|CBL28304.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    51   5e-04 
ref|YP_001381377.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    51   5e-04 
ref|ZP_07729106.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   5e-04 
ref|NP_871332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    50   6e-04 
ref|YP_003839890.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   6e-04 
ref|ZP_05345049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   6e-04 
ref|YP_045400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    50   6e-04 
ref|ZP_05116642.1| EPSP synthase (3-phosphoshikimate 1-carboxyvi...    50   6e-04 
ref|ZP_03237826.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   6e-04 
ref|ZP_03292078.1| hypothetical protein CLOHIR_00021 [Clostridiu...    50   6e-04 
ref|YP_002905746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   6e-04 
ref|ZP_05226314.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   6e-04 
ref|ZP_05852759.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   7e-04 
ref|YP_002885719.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   7e-04 
ref|ZP_06804882.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   7e-04 
ref|YP_001997332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   7e-04 
ref|ZP_05888320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   8e-04 
ref|ZP_00990836.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   8e-04 
ref|ZP_01168542.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    50   9e-04 
ref|YP_001578518.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   9e-04 
ref|YP_002936386.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   9e-04 
ref|YP_003822651.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   9e-04 
gb|EFV87840.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    50   0.001 
ref|YP_002572527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   0.001 
ref|YP_004024659.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   0.001 
ref|ZP_08088814.1| hypothetical protein HMPREF9474_00563 [Clostr...    50   0.001 
ref|YP_003675988.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    50   0.001 
ref|NP_661455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    49   0.001 
ref|YP_003733525.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.001 
ref|ZP_06691517.1| conserved hypothetical protein [Acinetobacter...    49   0.001 
ref|ZP_06552740.1| hypothetical protein AWRIB429_0130 [Oenococcu...    49   0.001 
ref|ZP_06068840.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.001 
ref|ZP_04431559.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.001 
ref|YP_002753299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.001 
ref|ZP_02871517.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    49   0.001 
ref|ZP_06851848.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.001 
ref|ZP_04795951.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.001 
ref|YP_001118249.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.001 
ref|ZP_01075177.1| prephenate [Marinomonas sp. MED121] >gi|86165...    49   0.001 
gb|ADP66777.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    49   0.001 
ref|YP_003478076.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.001 
ref|YP_003646229.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    49   0.001 
ref|YP_003476026.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.001 
ref|NP_227924.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    49   0.001 
ref|ZP_01814316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.001 
ref|YP_003471188.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.001 
ref|YP_755129.1| UDP-N-acetylglucosamine enolpyruvyl transferase...    49   0.001 
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ref|YP_003784095.1| UDP-N-acetylglucosamine 1- carboxyvinyltrans...    49   0.001 
ref|YP_001312124.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|NP_765253.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    49   0.002 
ref|ZP_06059231.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    49   0.002 
ref|YP_397892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    49   0.002 
ref|ZP_04446643.1| hypothetical protein COLINT_03386 [Collinsell...    49   0.002 
ref|ZP_02536200.1| prephenate dehydrogenase/3-phosphoshikimate 1...    49   0.002 
ref|ZP_01550531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|ZP_07547188.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|YP_003638954.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|YP_002418285.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|YP_001906282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|ZP_07818998.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|YP_002310095.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|ZP_03343953.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    49   0.002 
emb|CAP05278.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Br...    49   0.002 
ref|YP_004151432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|YP_002127468.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|ZP_04577736.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|ZP_01899239.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|YP_002017759.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|YP_003777449.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|NP_933254.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    49   0.002 
ref|ZP_05855351.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|ZP_03394652.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    49   0.002 
ref|YP_003993105.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|YP_001166802.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    49   0.002 
ref|ZP_05112851.1| hypothetical protein SADFL11_736 [Labrenzia a...    49   0.002 
ref|ZP_02862694.1| hypothetical protein ANASTE_01915 [Anaerofust...    49   0.002 
ref|ZP_03729812.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.002 
ref|ZP_04629099.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.002 
ref|NP_759664.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.002 
ref|ZP_04714868.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.002 
gb|EGD01795.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    48   0.002 
ref|YP_001490753.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    48   0.003 
ref|NP_940224.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.003 
ref|NP_213879.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.003 
ref|ZP_02364356.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.003 
ref|ZP_06895435.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.003 
ref|YP_004189900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    48   0.003 
ref|YP_297317.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.003 
ref|YP_391256.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.003 
ref|NP_391557.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.003 
ref|ZP_04639705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.003 
ref|ZP_06873785.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.003 
ref|YP_199929.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.003 
ref|YP_002910234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    48   0.003 
ref|YP_002468681.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    48   0.004 
gb|AAB32919.1| enolpyruvylshikimate-3-phosphate synthase type A ...    48   0.004 
ref|YP_003922109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    48   0.004 
ref|ZP_05089357.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.004 
ref|ZP_02886904.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    48   0.004 
ref|NP_240203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    48   0.004 
ref|ZP_07965738.1| aroA protein [Segniliparus rugosus ATCC BAA-9...    48   0.004 
ref|YP_459350.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.004 
ref|ZP_06756496.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.004 
ref|YP_003677894.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.004 
ref|ZP_07891665.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.004 
ref|ZP_05132794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.004 
ref|YP_001439629.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.004 
ref|ZP_06599658.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.004 
ref|YP_001763704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.004 
ref|ZP_06114897.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.004 
ref|NP_819777.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.004 
ref|ZP_03992331.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.004 
ref|ZP_06412234.1| 5-enolpyruvylshikimate-3-phosphate synthase-l...    47   0.004 
ref|YP_001011775.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.004 
ref|ZP_07403093.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|ZP_07053752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|ZP_07229751.1| prephenate dehydrogenase/3-phosphoshikimate 1...    47   0.005 
ref|YP_003785769.1| UDP-N-acetylglucosamine 1 carboxyvinyltransf...    47   0.005 
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ref|YP_003208752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.005 
ref|ZP_03396860.1| prephenate dehydrogenase/3-phosphoshikimate 1...    47   0.005 
ref|ZP_03708546.1| hypothetical protein CLOSTMETH_03307 [Clostri...    47   0.005 
ref|NP_621855.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.005 
ref|ZP_02464987.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|YP_001466853.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.005 
ref|ZP_07256020.1| prephenate dehydrogenase/3-phosphoshikimate 1...    47   0.005 
ref|ZP_06638530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|ZP_02430755.1| hypothetical protein CLOSCI_00968 [Clostridiu...    47   0.005 
ref|YP_443499.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.005 
ref|NP_791573.1| prephenate dehydrogenase/3-phosphoshikimate 1-c...    47   0.005 
ref|YP_002468128.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.005 
ref|ZP_05092716.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|ZP_06285360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|NP_563522.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.005 
ref|ZP_05390962.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|ZP_05121187.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.005 
ref|YP_002229476.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.005 
ref|YP_772235.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.005 
ref|YP_003589699.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    47   0.005 
emb|CAC20647.1| UDP-N-acetylglucosamine enolpyruvyl transferase ...    47   0.005 
ref|ZP_08116402.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.006 
ref|ZP_01065877.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.006 
ref|ZP_07147705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.006 
ref|ZP_07093610.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.006 
emb|CBX27296.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase...    47   0.006 
ref|NP_638143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.006 
ref|YP_003319676.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    47   0.006 
ref|ZP_05860438.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.006 
ref|ZP_02905697.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.006 
ref|YP_001807067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.006 
ref|ZP_08092037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.007 
ref|YP_001422952.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
ref|YP_003180311.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    47   0.007 
ref|ZP_01113773.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.007 
ref|YP_004182161.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
emb|CBL05022.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    47   0.007 
ref|YP_001020026.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
ref|YP_003743403.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
ref|YP_003650793.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    47   0.007 
ref|YP_001356424.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
ref|ZP_00958670.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.007 
ref|YP_003346247.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
ref|NP_350124.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.007 
ref|YP_004001889.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    47   0.007 
ref|YP_985078.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    47   0.008 
ref|ZP_01453229.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.008 
ref|ZP_03717239.1| hypothetical protein EUBHAL_02316 [Eubacteriu...    47   0.008 
ref|YP_003975118.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.008 
ref|ZP_02948415.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.008 
ref|ZP_01861862.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.008 
gb|ADP67872.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    47   0.008 
emb|CBX30742.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase...    47   0.008 
ref|YP_003652039.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    47   0.008 
emb|CBJ36651.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    47   0.008 
ref|ZP_07843301.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.008 
ref|ZP_06291770.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.008 
ref|ZP_07204034.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    47   0.009 
ref|YP_004229675.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.009 
ref|YP_002526349.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.009 
ref|YP_001998201.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    47   0.009 
ref|YP_828618.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    46   0.009 
ref|ZP_02357249.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.009 
emb|CBK73555.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    46   0.009 
ref|ZP_04587482.1| prephenate dehydrogenase/3-phosphoshikimate 1...    46   0.009 
ref|ZP_04625219.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.009 
ref|ZP_03932203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.009 
gb|ABC00785.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    46   0.009 
ref|YP_149237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    46   0.009 
ref|YP_003633629.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    46   0.010 
ref|ZP_01551380.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.010 
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ref|YP_003529687.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.010 
sp|Q39K93.1|MURA_BURS3 RecName: Full=UDP-N-acetylglucosamine 1-c...    46   0.010 
ref|ZP_01011608.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.010 
ref|ZP_00945241.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.010 
ref|YP_002989223.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.010 
ref|ZP_02002319.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    46   0.010 
ref|ZP_05099909.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.011 
ref|ZP_02328243.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.011 
ref|YP_364841.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    46   0.011 
ref|YP_001044160.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.011 
ref|ZP_04059651.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.012 
ref|YP_002552204.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.012 
ref|YP_641033.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    46   0.012 
ref|ZP_06191504.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.012 
ref|ZP_04619481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.012 
ref|ZP_07837024.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.012 
ref|YP_004218083.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.013 
ref|ZP_06393255.1| UDP-N-acetylglucosamine1-carboxyvinyltransfer...    46   0.013 
ref|YP_001027765.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.013 
ref|YP_003949133.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    46   0.013 
ref|ZP_02890556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.013 
ref|YP_104237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    46   0.013 
ref|ZP_02483554.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.013 
ref|ZP_02149399.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    46   0.013 
ref|YP_003751221.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.013 
ref|ZP_05920903.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.013 
ref|ZP_04612843.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.013 
ref|YP_001244411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.014 
ref|YP_001179992.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.014 
ref|ZP_07821337.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.014 
ref|ZP_01742541.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    46   0.014 
ref|ZP_05942724.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.014 
ref|YP_001067956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    46   0.014 
ref|NP_875765.1| UDP-N-acetylglucosamine enolpyruvyl transferase...    46   0.015 
ref|ZP_02640560.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    46   0.015 
ref|YP_109734.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    46   0.015 
emb|CAM89150.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Br...    45   0.015 
ref|YP_003382854.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    45   0.015 
ref|ZP_04809089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.015 
ref|ZP_03456331.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.016 
ref|NP_301844.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.016 
ref|ZP_02404725.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.016 
sp|P33986.1|MURA_ACIGB RecName: Full=UDP-N-acetylglucosamine 1-c...    45   0.016 
ref|YP_353708.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.016 
ref|ZP_02954248.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.016 
ref|NP_245117.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.016 
ref|YP_003872749.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.017 
gb|ABC00782.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    45   0.017 
ref|YP_002262034.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.017 
emb|CAM88970.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Br...    45   0.017 
ref|YP_004114357.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.018 
ref|YP_988537.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.018 
emb|CAM89195.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Br...    45   0.018 
ref|YP_003714284.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.018 
ref|ZP_04851607.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.018 
ref|YP_002287734.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.018 
ref|ZP_04637320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.018 
ref|YP_003829891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.019 
emb|CAM89447.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Br...    45   0.019 
ref|ZP_08096916.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.019 
ref|ZP_07036313.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.019 
ref|ZP_07889067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.020 
ref|YP_003606379.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.020 
ref|YP_622555.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.020 
ref|ZP_08151417.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.020 
ref|ZP_07635822.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.020 
ref|ZP_02183884.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.021 
ref|YP_001484727.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.021 
ref|YP_003940069.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.022 
ref|YP_487950.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.022 
ref|YP_003165888.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.022 
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ref|YP_154801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.022 
gb|EFE28162.2| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    45   0.023 
ref|YP_001902771.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.023 
ref|YP_003853064.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.023 
ref|NP_829044.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.023 
ref|YP_003845758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.023 
ref|YP_002647380.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.023 
ref|ZP_07739943.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.023 
ref|ZP_07469768.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.024 
ref|ZP_05138543.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.024 
ref|ZP_05295200.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.025 
pdb|3KR6|A Chain A, Mura Dead-End Complex With Fosfomycin              45   0.025 
ref|YP_003111989.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    45   0.026 
ref|NP_897726.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.026 
ref|YP_003908400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.026 
ref|YP_003336158.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    45   0.026 
ref|YP_004006518.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    45   0.027 
ref|ZP_06015902.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.027 
ref|YP_001480576.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.027 
pdb|3ISS|A Chain A, Crystal Structure Of Enolpyruvyl-Udp-Glcnac ...    45   0.028 
ref|ZP_07389387.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.028 
ref|ZP_02330017.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.028 
ref|YP_393070.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.029 
pdb|3KQJ|A Chain A, Mura Binary Complex With Udp-N-Acetylglucosa...    45   0.029 
ref|YP_571399.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.029 
ref|YP_002575316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.029 
ref|YP_002252270.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    45   0.029 
ref|ZP_01156460.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.029 
gb|EGD20404.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    45   0.030 
pdb|2Z2C|A Chain A, Mura Inhibited By Unag-Cnicin Adduct >gi|282...    45   0.030 
ref|NP_297114.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.030 
gb|ADH18157.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    45   0.030 
ref|NP_521074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.030 
ref|ZP_08038603.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.031 
ref|YP_001337259.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.031 
dbj|BAA78108.1| UDP-N-acetylglucosamine enolpyruvoyl transferase...    45   0.031 
ref|YP_367767.2| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    45   0.032 
ref|ZP_01756491.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.032 
ref|YP_003042495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    45   0.032 
ref|ZP_01264356.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    45   0.032 
gb|EGB61803.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    45   0.033 
ref|YP_595156.1| 5-enolpyruvylshikimate-3-phosphate synthase [La...    45   0.033 
ref|YP_004028772.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.033 
ref|NP_949867.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.033 
ref|ZP_02144758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.034 
ref|ZP_08056149.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.034 
ref|YP_002835673.1| UDP-N-acetylglucosamine 1- carboxyvinyltrans...    44   0.034 
ref|NP_219968.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.035 
gb|ADX44916.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    44   0.035 
ref|YP_004025746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.035 
ref|YP_909046.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.035 
ref|YP_002888077.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.036 
ref|NP_954143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.036 
ref|YP_928947.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.036 
ref|YP_001858979.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.036 
ref|ZP_07398801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.037 
ref|ZP_04633531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.037 
ref|ZP_05815359.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.038 
ref|YP_969394.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.038 
ref|YP_585391.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.038 
ref|YP_003145844.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    44   0.038 
ref|YP_003465691.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.040 
ref|NP_893417.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Pr...    44   0.040 
ref|ZP_07661296.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.040 
ref|YP_001456079.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.041 
emb|CAM89159.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Br...    44   0.041 
ref|NP_995094.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.043 
ref|ZP_02441426.1| hypothetical protein ANACOL_00699 [Anaerotrun...    44   0.043 
gb|EGD14948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    44   0.046 
ref|YP_001007900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.046 
ref|YP_003008906.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.046 
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ref|NP_667483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.046 
ref|YP_003672859.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.047 
ref|YP_001031867.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.047 
ref|YP_001488534.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.047 
ref|ZP_07388964.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.048 
ref|YP_003023579.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.048 
ref|ZP_02330012.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    44   0.048 
gb|ACY63808.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    44   0.049 
ref|ZP_01769920.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.049 
ref|YP_001057773.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    44   0.049 
ref|YP_252850.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.049 
ref|YP_002236399.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.050 
ref|ZP_02413233.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.050 
ref|ZP_07736075.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.051 
ref|YP_001060672.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.052 
ref|ZP_07519150.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.052 
ref|YP_003134756.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.053 
ref|YP_002721901.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.053 
ref|ZP_03711484.1| hypothetical protein CORMATOL_02331 [Coryneba...    44   0.053 
ref|ZP_02917249.1| hypothetical protein BIFDEN_00525 [Bifidobact...    44   0.053 
ref|YP_003254471.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.054 
ref|NP_875930.1| UDP-N-acetylglucosamine enolpyruvyl transferase...    44   0.056 
ref|ZP_03613993.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.057 
gb|EGD09072.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    44   0.058 
ref|ZP_04171573.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.058 
ref|YP_004195902.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.059 
ref|YP_001514306.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.059 
ref|ZP_05052591.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.060 
ref|ZP_01223692.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.060 
gb|ABC00789.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    44   0.060 
ref|ZP_03756298.1| hypothetical protein CLOSTASPAR_00281 [Clostr...    44   0.061 
ref|ZP_05347124.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.062 
ref|YP_383350.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.063 
ref|YP_001717572.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.064 
ref|ZP_08069594.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.065 
emb|CBI81343.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase...    44   0.065 
ref|ZP_07723059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.065 
ref|ZP_02900958.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.066 
ref|ZP_06748712.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.066 
ref|ZP_05808171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.066 
ref|YP_003368037.1| UDP-N-acetylglucosamine L-carboxyvinyltransf...    44   0.067 
ref|ZP_03241130.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    44   0.067 
ref|ZP_07162908.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.068 
sp|Q39YP9.2|MURA_GEOMG RecName: Full=UDP-N-acetylglucosamine 1-c...    44   0.068 
ref|YP_001654787.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    44   0.068 
gb|EFW78574.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    44   0.069 
ref|YP_237203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    44   0.069 
ref|ZP_05441356.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.073 
ref|ZP_03054973.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    44   0.073 
ref|NP_931225.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.075 
ref|ZP_05276290.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.076 
ref|ZP_05380835.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.078 
ref|ZP_06460536.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.080 
ref|YP_346601.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.080 
pdb|1A2N|A Chain A, Structure Of The C115a Mutant Of Mura Comple...    43   0.080 
ref|ZP_07029714.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.082 
ref|YP_911282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.082 
ref|YP_002384263.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.082 
ref|YP_328277.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.082 
ref|ZP_08118552.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.085 
ref|YP_004111016.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.085 
ref|ZP_03166422.1| hypothetical protein RUMLAC_00068 [Ruminococc...    43   0.085 
ref|YP_872416.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.086 
ref|ZP_04574348.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.087 
ref|NP_643274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.087 
ref|YP_004050374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.088 
pdb|3KQA|A Chain A, Mura Dead-End Complex With Terreic Acid >gi|...    43   0.088 
ref|YP_003744447.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.090 
ref|NP_417656.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.090 
ref|ZP_03265448.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.093 
pdb|1RYW|A Chain A, C115s Mura Liganded With Reaction Products >...    43   0.093 
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ref|ZP_04587072.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.094 
ref|ZP_06486109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.096 
ref|ZP_02825910.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.096 
ref|NP_794195.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.096 
ref|ZP_04209462.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.097 
ref|YP_409520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.097 
ref|ZP_04148600.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.098 
ref|YP_889184.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.098 
emb|CAN72374.1| hypothetical protein VITISV_019596 [Vitis vinifera]    43   0.100 
ref|ZP_04536540.1| UDP-N-glucosamine 1-carboxyvinyltransferase [...    43   0.10  
ref|ZP_03645634.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.10  
ref|YP_107313.1| putative 3-phosphoskimimate 1-carboxyvinyltrans...    43   0.10  
ref|ZP_04888326.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    43   0.10  
ref|YP_003501381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.10  
ref|ZP_08131360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.11  
ref|YP_004200846.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|YP_002228009.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|NP_289763.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.11  
ref|YP_001975520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|YP_001530432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|YP_560589.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.11  
ref|ZP_04579893.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.11  
ref|YP_002870557.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|YP_265898.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.11  
ref|YP_001897176.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|ZP_07654793.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.11  
ref|YP_004221522.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
ref|YP_003006081.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.11  
gb|AAT48249.1| chloroplast CP4-EPSPS fusion protein precursor [G...    43   0.11  
ref|XP_003190361.1| udp-n-acetylglucosamine enolpyruvyl transfer...    43   0.12  
ref|YP_955107.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.12  
ref|ZP_01995869.1| hypothetical protein DORLON_01864 [Dorea long...    43   0.12  
gb|EFX33752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    43   0.12  
ref|ZP_07666170.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
ref|ZP_06842366.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
pdb|1EJC|A Chain A, Crystal Structure Of Unliganded Mura (Type2)...    43   0.12  
ref|ZP_03298160.1| hypothetical protein COLSTE_02082 [Collinsell...    43   0.12  
ref|ZP_01386237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
ref|ZP_01071728.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
ref|ZP_05297647.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
ref|ZP_07871794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
ref|ZP_06696044.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    43   0.12  
ref|ZP_03289868.1| hypothetical protein CLONEX_02075 [Clostridiu...    43   0.12  
ref|YP_081035.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.12  
ref|YP_002921441.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    43   0.13  
ref|YP_865138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    43   0.13  
ref|YP_002522434.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.13  
ref|YP_219597.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.13  
ref|ZP_04081432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.13  
ref|YP_003985434.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.13  
ref|ZP_08096119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.13  
ref|YP_003245915.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.13  
ref|ZP_00121228.1| COG0766: UDP-N-acetylglucosamine enolpyruvyl ...    42   0.13  
ref|YP_003933214.1| UDP-N-acetylglucosamine 1- carboxyvinyltrans...    42   0.13  
ref|ZP_04067878.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.14  
ref|YP_002361756.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.14  
ref|YP_250171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.14  
gb|EGC09171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    42   0.14  
ref|ZP_05785274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.14  
ref|ZP_06488982.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.14  
gb|ADZ43948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    42   0.15  
ref|ZP_03324899.1| hypothetical protein BIFCAT_01708 [Bifidobact...    42   0.15  
gb|EFX83906.1| hypothetical protein DAPPUDRAFT_315300 [Daphnia p...    42   0.15  
ref|ZP_03977045.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.15  
ref|ZP_03305252.1| hypothetical protein ANHYDRO_01690 [Anaerococ...    42   0.15  
ref|YP_001619798.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.15  
ref|ZP_03927904.1| possible 3-phosphoshikimate 1-carboxyvinyltra...    42   0.16  
ref|ZP_04326074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.16  
ref|ZP_04236505.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.16  
ref|YP_004097013.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.16  
ref|ZP_02027983.1| hypothetical protein BIFADO_00393 [Bifidobact...    42   0.17  
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ref|YP_001406481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.17  
ref|YP_002140495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.17  
ref|YP_002250527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.17  
ref|YP_404852.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.17  
ref|ZP_01810241.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.17  
ref|YP_003015882.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.17  
ref|ZP_04087298.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.18  
ref|ZP_05846245.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.18  
ref|YP_001566541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.18  
ref|YP_515753.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.18  
ref|ZP_03742236.1| hypothetical protein BIFPSEUDO_02803 [Bifidob...    42   0.19  
ref|YP_001900785.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.19  
ref|YP_002323757.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.19  
ref|YP_591183.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.19  
ref|ZP_02151795.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.19  
ref|YP_004066396.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    42   0.20  
ref|ZP_07829359.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.20  
ref|ZP_01744961.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    42   0.20  
ref|ZP_05970492.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.20  
ref|ZP_07841530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.21  
ref|ZP_04969447.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.21  
ref|YP_286592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.21  
ref|YP_003075109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.21  
ref|ZP_06439928.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.22  
ref|YP_003257754.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.22  
ref|ZP_03778898.1| hypothetical protein CLOHYLEM_05967 [Clostrid...    42   0.22  
ref|YP_002153336.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.22  
ref|YP_003844500.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.22  
ref|YP_002603455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.23  
gb|AAN28945.1| UDP-N-acetylglucosamine enolpyruvyl transferase [...    42   0.23  
ref|YP_081000.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.23  
ref|ZP_02089276.1| hypothetical protein CLOBOL_06845 [Clostridiu...    42   0.24  
ref|ZP_01070396.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.24  
ref|YP_004149926.1| UDP-N-acetylglucosamine 1- carboxyvinyltrans...    42   0.24  
ref|ZP_02242425.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.24  
ref|ZP_01292174.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.24  
ref|YP_003297836.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    42   0.24  
ref|ZP_06703939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.24  
ref|YP_783388.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.24  
ref|ZP_07902948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.25  
ref|ZP_06873821.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.25  
ref|ZP_04904861.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.25  
ref|ZP_00144234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.25  
ref|YP_004067519.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.25  
gb|EFZ74474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    42   0.26  
gb|EFW56382.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    42   0.26  
ref|YP_752039.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    42   0.26  
ref|ZP_06837441.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.27  
ref|YP_001775384.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    42   0.27  
ref|ZP_02184329.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.28  
ref|ZP_06750145.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    42   0.28  
ref|YP_315649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.28  
ref|NP_298704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.28  
ref|ZP_03830667.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.29  
ref|ZP_00651089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.29  
ref|ZP_08035353.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.30  
ref|ZP_07899155.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.30  
ref|NP_457686.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.30  
ref|YP_001970990.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.30  
ref|YP_002431941.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.30  
ref|ZP_02206262.1| hypothetical protein COPEUT_01025 [Coprococcu...    41   0.30  
ref|YP_226799.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.30  
ref|YP_534260.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.30  
ref|ZP_05551474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.31  
ref|YP_003241909.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.31  
ref|YP_198570.1| UDP-N-acetylglucosamine enolpyruvyl transferase...    41   0.32  
ref|YP_001538788.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.32  
ref|YP_001408257.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.32  
ref|ZP_01969168.1| hypothetical protein RUMTOR_02753 [Ruminococc...    41   0.33  
ref|NP_107611.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.33  
ref|NP_623242.1| UDP-N-acetylglucosamine enolpyruvyl transferase...    41   0.33  
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ref|ZP_05060454.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.33  
ref|YP_003826360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.34  
ref|NP_601757.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.34  
ref|YP_003796667.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.35  
ref|ZP_07378212.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.35  
ref|ZP_04061074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.35  
ref|ZP_04667189.1| conserved hypothetical protein [Clostridiales...    41   0.36  
ref|YP_003518733.1| MurA [Pantoea ananatis LMG 20103] >gi|291151...    41   0.37  
ref|ZP_04678375.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.37  
ref|YP_001564491.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    41   0.37  
ref|ZP_06371949.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.37  
ref|YP_003809885.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.38  
ref|ZP_08062751.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.38  
ref|ZP_02074519.1| hypothetical protein CLOL250_01289 [Clostridi...    41   0.38  
ref|ZP_01314861.1| hypothetical protein Wendoof_01000308 [Wolbac...    41   0.39  
ref|ZP_00373787.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.39  
gb|ABC00788.1| 5-enolpyruvylshikimate 3-phosphate synthase [Loli...    41   0.39  
ref|YP_003615048.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.39  
gb|EGC83932.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    41   0.40  
ref|ZP_07958830.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.40  
ref|YP_002217278.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.40  
ref|ZP_02234216.1| hypothetical protein DORFOR_01076 [Dorea form...    41   0.40  
ref|ZP_01994898.1| hypothetical protein DORLON_00887 [Dorea long...    41   0.40  
ref|ZP_04570031.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.41  
ref|YP_001139374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.41  
ref|YP_001411799.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.41  
ref|YP_002352707.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.41  
ref|YP_002767348.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.42  
sp|Q9Z3Z6.1|MURA_PSEPU RecName: Full=UDP-N-acetylglucosamine 1-c...    41   0.42  
ref|ZP_04383823.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.43  
ref|ZP_01161681.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.43  
ref|ZP_08117728.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.44  
ref|ZP_06026389.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.44  
ref|YP_258058.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.44  
ref|ZP_02663066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.45  
ref|YP_692280.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.45  
ref|YP_374487.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.45  
ref|YP_003703632.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    41   0.46  
ref|YP_003239506.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.46  
ref|YP_001307565.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    41   0.46  
ref|ZP_01308292.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.47  
ref|ZP_00963330.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    41   0.47  
ref|ZP_01786781.1| outer-membrane lipoprotein carrier protein pr...    41   0.47  
ref|YP_808563.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    41   0.47  
ref|ZP_06306534.1| UDP-N-acetylglucosamine 1- carboxyvinyltransf...    41   0.48  
ref|ZP_05136197.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.48  
ref|ZP_01751008.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.48  
ref|YP_004129573.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.49  
ref|YP_004111588.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.50  
gb|EGC82619.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    40   0.51  
ref|ZP_08139584.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.51  
ref|YP_003201498.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.51  
ref|ZP_06596455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.51  
dbj|BAE61979.1| unnamed protein product [Aspergillus oryzae]           40   0.51  
ref|ZP_05736819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.52  
ref|YP_001697682.1| 3-phosphoshikimate 1-carboxyvinyltransferase...    40   0.52  
ref|NP_760986.1| EPSP synthase [Vibrio vulnificus CMCP6]               40   0.52  
ref|ZP_04760892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.53  
ref|YP_001232776.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.53  
ref|ZP_03244064.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    40   0.54  
ref|ZP_05138598.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.55  
ref|ZP_03461559.1| hypothetical protein BACPEC_00616 [Bacteroide...    40   0.55  
ref|ZP_08016531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.56  
ref|ZP_04270550.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.57  
ref|YP_001532320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.58  
ref|ZP_00440255.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    40   0.58  
ref|YP_003553734.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    40   0.58  
ref|YP_178947.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.59  
ref|YP_002924690.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.60  
ref|YP_002561158.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.60  
ref|ZP_02042003.1| hypothetical protein RUMGNA_02779 [Ruminococc...    40   0.61  
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ref|YP_002248837.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.62  
ref|ZP_06926955.1| UDP-N-acetylglucosamine enolpyruvyl transfera...    40   0.63  
ref|YP_003373468.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.63  
ref|YP_001482381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.63  
ref|YP_001983255.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.64  
ref|ZP_04922705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.64  
ref|ZP_06425412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.65  
ref|ZP_06124956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.65  
pdb|1DLG|A Chain A, Crystal Structure Of The C115s Enterobacter ...    40   0.66  
ref|YP_003697427.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    40   0.67  
ref|YP_524186.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.67  
ref|ZP_06871438.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.68  
ref|YP_932319.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.68  
ref|YP_003376608.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.69  
ref|YP_001341265.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.69  
ref|YP_820512.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.69  
ref|YP_002928087.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.70  
ref|ZP_02871516.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    40   0.71  
ref|ZP_02959441.1| hypothetical protein PROSTU_01297 [Providenci...    40   0.72  
ref|YP_001573242.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.72  
gb|ADY11861.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    40   0.73  
emb|CBZ54886.1| 3-dehydroquinate synthase, related [Neospora can...    40   0.74  
ref|ZP_06374618.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.75  
ref|NP_602347.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.75  
ref|ZP_05658949.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.76  
ref|ZP_04742949.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.76  
ref|ZP_05922020.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.80  
ref|ZP_02963182.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.82  
ref|ZP_02188226.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.83  
ref|YP_141530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.84  
ref|YP_453891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.84  
ref|YP_001127413.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.87  
ref|YP_606819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.87  
emb|CBK86766.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferas...    40   0.91  
ref|ZP_06117045.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.91  
ref|YP_001679476.1| udp-n-acetylglucosamine 1-carboxyvinyltransf...    40   0.91  
ref|YP_001279406.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.91  
sp|Q5LZI4.2|MURA1_STRT1 RecName: Full=UDP-N-acetylglucosamine 1-...    40   0.92  
ref|YP_003578698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.93  
ref|YP_003317453.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    40   0.93  
ref|ZP_08077826.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfe...    40   0.94  
ref|YP_001922680.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.95  
ref|NP_799037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransfera...    40   0.96  
ref|YP_003273072.1| UDP-N-acetylglucosamine1-carboxyvinyltransfe...    40   0.97  
ref|YP_001483244.1| UDP-N-acetylglucosamine enolpyruvyl transfer...    40   0.97  
gb|EGD33360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase...    40   0.98  
ref|ZP_05069943.1| 3-phosphoshikimate 1-carboxyvinyltransferase ...    40   0.99  
ref|YP_001133588.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   0.99  
ref|YP_002929553.1| UDP-N-acetylglucosamine 1-carboxyvinyltransf...    40   1.00  
gb|ABC84481.1| putative 5-enolpyruvylshikimate-3-phosphate synth...    40   1.00  
 
>emb|CAA44974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 444 
 
 Score =  899 bits (2324), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 442/444 (99%), Positives = 442/444 (99%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
Sbjct: 1   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 60 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG AMR LTAAVTAAGGNATY 
Sbjct: 61  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNATY 120 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
Sbjct: 121 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 180 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
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Sbjct: 181 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 240 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
Sbjct: 241 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 300 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
Sbjct: 301 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 360 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
Sbjct: 361 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 420 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           IRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 421 IRDPGCTRKTFPDYFDVLSTFVKN 444 
 
 
>ref|XP_002436424.1| hypothetical protein SORBIDRAFT_10g002230 [Sorghum bicolor] 
 gb|EER87791.1| hypothetical protein SORBIDRAFT_10g002230 [Sorghum bicolor] 
          Length = 506 
 
 Score =  895 bits (2313), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 437/444 (98%), Positives = 440/444 (99%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL  
Sbjct: 63  AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALN 122 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           TLGLSVEADK AKRAVVVGCGGKFPVEDAKEEVQLFLGNAG AMR LTAAVTAAGGNATY 
Sbjct: 123 TLGLSVEADKVAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNATY 182 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR+NGIGGLPGGKVKLSGSISSQ 
Sbjct: 183 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRINGIGGLPGGKVKLSGSISSQ 242 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
Sbjct: 243 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 302 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
Sbjct: 303 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 362 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           ETSVTVTGPPR+PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA+GPTAIRDVASWRVKET 
Sbjct: 363 ETSVTVTGPPRQPFGRKHLKAIDVNMNKMPDVAMTLAVVALFANGPTAIRDVASWRVKET 422 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
Sbjct: 423 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 482 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           IRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 483 IRDPGCTRKTFPDYFDVLSTFVKN 506 
 
 
>emb|CAD01096.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleusine indica] 
 gb|AAN63155.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleusine indica] 
          Length = 445 
 
 Score =  855 bits (2210), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 434/445 (97%), Positives = 439/445 (98%), Gaps = 1/445 (0%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AGAEE+VLQPIKEISG VKLPGSKSLSNRILLL+AL+EGTTVVDNLLNSEDVHYMLGAL+ 
Sbjct: 1   AGAEEVVLQPIKEISGVVKLPGSKSLSNRILLLSALAEGTTVVDNLLNSEDVHYMLGALK 60 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
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           TLGLSVEADKAAKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTAAGGNAT 
Sbjct: 61  TLGLSVEADKAAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNAT 120 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV GIGGLPGGKVKLSGSISS 
Sbjct: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVKGIGGLPGGKVKLSGSISS 180 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
Sbjct: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
Sbjct: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           TETSVTVTGP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
Sbjct: 301 TETSVTVTGPQREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPV 
Sbjct: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPV 420 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
           TIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
 
 
>emb|CAD01095.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleusine indica] 
 gb|AAN63156.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleusine indica] 
          Length = 445 
 
 Score =  854 bits (2207), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 434/445 (97%), Positives = 439/445 (98%), Gaps = 1/445 (0%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AGAEE+VLQPIKEISG VKLPGSKSLSNRILLL+AL+EGTTVVDNLLNSEDVHYMLGAL+ 
Sbjct: 1   AGAEEVVLQPIKEISGVVKLPGSKSLSNRILLLSALAEGTTVVDNLLNSEDVHYMLGALK 60 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           TLGLSVEADKAAKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMRSLTAAVTAAGGNAT 
Sbjct: 61  TLGLSVEADKAAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRSLTAAVTAAGGNAT 120 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV GIGGLPGGKVKLSGSISS 
Sbjct: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVKGIGGLPGGKVKLSGSISS 180 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
Sbjct: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
Sbjct: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           TETSVTVTGP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
Sbjct: 301 TETSVTVTGPQREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TERMVAIRTELTKLGASVEEG DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPV 
Sbjct: 361 TERMVAIRTELTKLGASVEEGLDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPV 420 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
           TIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
 
 
>gb|AAR87844.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleusine indica] 
          Length = 445 
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 Score =  852 bits (2202), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 432/445 (97%), Positives = 438/445 (98%), Gaps = 1/445 (0%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AGAEE+VLQPIKEISG VKLPGSKSLSNRILLL+AL+EGTTVVDNLLNSEDVHYMLGAL+ 
Sbjct: 1   AGAEEVVLQPIKEISGVVKLPGSKSLSNRILLLSALAEGTTVVDNLLNSEDVHYMLGALK 60 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           TLGLSVEADKAAKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR+LTAAVTAAGGNAT 
Sbjct: 61  TLGLSVEADKAAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRALTAAVTAAGGNAT 120 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV GIGGLPGGKVKLSGSISS 
Sbjct: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVKGIGGLPGGKVKLSGSISS 180 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
Sbjct: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE MGAKVTW 
Sbjct: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLETMGAKVTW 300 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           TETSVTVTGP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
Sbjct: 301 TETSVTVTGPQREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TERMVAIRTELTKLGASVEEGPDYCI TPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPV 
Sbjct: 361 TERMVAIRTELTKLGASVEEGPDYCITTPPEKLNVTAIDTYDDHRMAMAFSLAACADVPV 420 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
           TIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
 
 
>gb|AAR87845.1| 5-enolpyruvylshikimate-3-phosphate synthase [Eleusine indica] 
          Length = 445 
 
 Score =  848 bits (2190), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 432/445 (97%), Positives = 437/445 (98%), Gaps = 1/445 (0%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AGAEE+VLQPIKEISG VKLPGSKSLSNRILLL+AL+EGTTVVDNLLNSEDVHYMLGAL+ 
Sbjct: 1   AGAEEVVLQPIKEISGVVKLPGSKSLSNRILLLSALAEGTTVVDNLLNSEDVHYMLGALK 60 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           TLGLSVEADKAAKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTAAGGNAT 
Sbjct: 61  TLGLSVEADKAAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNAT 120 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           YVLDGVPRM ERPIGDLVVGLKQLGADVDCFLGTD PPVRV GIGGLPGGKVKLSGSISS 
Sbjct: 121 YVLDGVPRMLERPIGDLVVGLKQLGADVDCFLGTDYPPVRVKGIGGLPGGKVKLSGSISS 180 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
Sbjct: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
Sbjct: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           TETSVTVTGP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
Sbjct: 301 TETSVTVTGPQREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPV 
Sbjct: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPV 420 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
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           TIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
 
 
>gb|AAL07437.1|AF413082_1 EPSP synthase [Oryza sativa] 
 dbj|BAB61062.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oryza sativa 
           (japonica cultivar-group)] 
 gb|AAL06593.1| 5-enolpyruvylshikimate 3-phosphate synthase [Oryza sativa] 
          Length = 511 
 
 Score =  834 bits (2154), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 419/442 (94%), Positives = 433/442 (97%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVLQPI+EISG V+LPGSKSLSNRILLL+ALSEGTTVVDNLLNSEDVHYML AL+ LG 
Sbjct: 70  EEIVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVHYMLEALKALG 129 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           LSVEADK AKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTAAGGNATYVL 
Sbjct: 130 LSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNATYVL 189 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLVVGLKQLGADVDCFLGT+CPPVRV GIGGLPGGKVKLSGSISSQYL 
Sbjct: 190 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTECPPVRVKGIGGLPGGKVKLSGSISSQYL 249 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
Sbjct: 250 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 309 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMMGAKVTWT+T 
Sbjct: 310 SPGNAYVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMMGAKVTWTDT 369 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTVTGPPREP+G+KHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
Sbjct: 370 SVTVTGPPREPYGKKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 429 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           MVAIRTELTKLGASVEEGPDYCIITPPEKLN+TAIDTYDDHRMAMAFSLAACA+VPVTIR 
Sbjct: 430 MVAIRTELTKLGASVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLAACADVPVTIR 489 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFP+YFDVLSTFV+N 
Sbjct: 490 DPGCTRKTFPNYFDVLSTFVRN 511 
 
 
>ref|NP_001056712.1| Os06g0133900 [Oryza sativa Japonica Group] 
 dbj|BAD67887.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Oryza sativa 
           Japonica Group] 
 dbj|BAD68865.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Oryza sativa 
           Japonica Group] 
 dbj|BAF18626.1| Os06g0133900 [Oryza sativa Japonica Group] 
 gb|EAY99539.1| hypothetical protein OsI_21508 [Oryza sativa Indica Group] 
          Length = 515 
 
 Score =  834 bits (2154), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 419/442 (94%), Positives = 433/442 (97%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVLQPI+EISG V+LPGSKSLSNRILLL+ALSEGTTVVDNLLNSEDVHYML AL+ LG 
Sbjct: 74  EEIVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVHYMLEALKALG 133 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           LSVEADK AKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTAAGGNATYVL 
Sbjct: 134 LSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNATYVL 193 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLVVGLKQLGADVDCFLGT+CPPVRV GIGGLPGGKVKLSGSISSQYL 
Sbjct: 194 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTECPPVRVKGIGGLPGGKVKLSGSISSQYL 253 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
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           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
Sbjct: 254 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 313 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMMGAKVTWT+T 
Sbjct: 314 SPGNAYVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMMGAKVTWTDT 373 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTVTGPPREP+G+KHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
Sbjct: 374 SVTVTGPPREPYGKKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 433 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           MVAIRTELTKLGASVEEGPDYCIITPPEKLN+TAIDTYDDHRMAMAFSLAACA+VPVTIR 
Sbjct: 434 MVAIRTELTKLGASVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLAACADVPVTIR 493 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFP+YFDVLSTFV+N 
Sbjct: 494 DPGCTRKTFPNYFDVLSTFVRN 515 
 
 
>gb|ACH72672.1| 5-enolpyruvylshikimate 3-phosphate synthase [Triticum aestivum] 
          Length = 510 
 
 Score =  827 bits (2137), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 411/445 (92%), Positives = 431/445 (96%), Gaps = 1/445 (0%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           +GAEE+VLQPI+EISG V+LPGSKSLSNRILLL+ALSEGTTVVDNLLNSEDVHYML AL  
Sbjct: 66  SGAEEVVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVHYMLEALE 125 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
            LGLSVEADK AKRAVVVGCGG+FPVE DA+EEV+LFLGNAG AMR LTAAV AAGGNAT 
Sbjct: 126 ALGLSVEADKVAKRAVVVGCGGRFPVEKDAQEEVKLFLGNAGTAMRPLTAAVVAAGGNAT 185 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           YVLDGVPRMRERPIGDLVVGL+QLGAD DCFLGT+CPPVR+NG GGLPGGKVKLSGSISS 
Sbjct: 186 YVLDGVPRMRERPIGDLVVGLQQLGADADCFLGTNCPPVRINGKGGLPGGKVKLSGSISS 245 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLS+LLMAAPLAL DVEIEIIDKLIS+PYVEMTL+LMERFGV AEHSDSWDRFYIKGGQ 
Sbjct: 246 QYLSSLLMAAPLALEDVEIEIIDKLISVPYVEMTLKLMERFGVTAEHSDSWDRFYIKGGQ 305 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KYKSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
Sbjct: 306 KYKSPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 365 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           T+TSVTVTGPPR+PFGRKHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
Sbjct: 366 TDTSVTVTGPPRQPFGRKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 425 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TERMVAIRTELTKLGA+VEEGPDYCIITPPEKLN+TAIDTYDDHRMAMAFSLAACAEVPV 
Sbjct: 426 TERMVAIRTELTKLGATVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLAACAEVPV 485 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
           TIRDPGCTRKTFP+YFDVLSTFVKN 
Sbjct: 486 TIRDPGCTRKTFPNYFDVLSTFVKN 510 
 
 
>gb|AAZ79230.2| plastid 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           multiflorum] 
          Length = 437 
 
 Score =  819 bits (2116), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 409/437 (93%), Positives = 424/437 (97%), Gaps = 1/437 (0%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QPIKEISG V+LPGSKSLSNRILLL+ALSEGTTVVDNLLNSEDVHYML AL  LGLSVEA 
Sbjct: 1   QPIKEISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVHYMLEALDALGLSVEA 60 
 
Query: 70  DKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
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           DK AKRAVVVGCGG+FP+E DAKEEV+LFLGNAG AMR LTAAV AAGGNATYVLDGVPR 
Sbjct: 61  DKVAKRAVVVGCGGRFPIEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGGNATYVLDGVPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           MRERP GDLVVGLKQLGA+VDCFLGTDCPPVR+NGIGGLPGGKVKLSGSISSQYLS+LLM 
Sbjct: 121 MRERPTGDLVVGLKQLGANVDCFLGTDCPPVRINGIGGLPGGKVKLSGSISSQYLSSLLM 180 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAPLALGDVEIEIIDKLIS+PYVEMTLRLMERFGV AEHSDSWDRFYIKGGQKYKSP NA 
Sbjct: 181 AAPLALGDVEIEIIDKLISVPYVEMTLRLMERFGVTAEHSDSWDRFYIKGGQKYKSPGNA 240 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           YVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMMGAKVTWT+TSVTVT 
Sbjct: 241 YVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMMGAKVTWTDTSVTVT 300 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           GPPR+PFGRKHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI  
Sbjct: 301 GPPRQPFGRKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIC 360 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           TELTKLGA+VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
Sbjct: 361 TELTKLGATVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 420 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
           RKTFP+YFDVLSTFVKN 
Sbjct: 421 RKTFPNYFDVLSTFVKN 437 
 
 
>gb|ABA54869.1| putative 5-enolpyruvylshikimate 3-phosphate synthase [Fagus 
           sylvatica] 
          Length = 520 
 
 Score =  783 bits (2021), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 375/441 (85%), Positives = 412/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIK+ISGT+KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D+HYMLGAL+TLGL 
Sbjct: 80  EIVLQPIKDISGTIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDIHYMLGALKTLGL 139 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE DKA KRA+V GCGG FPV +++++E+QLFLGNAG AMR LTAAVT AGGN++YVLD 
Sbjct: 140 RVEEDKAIKRAIVEGCGGLFPVGKESRDEIQLFLGNAGTAMRPLTAAVTVAGGNSSYVLD 199 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GL+QLGA+VDCFLGT CPPVRV G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 200 GVPRMRERPIGDLVDGLQQLGANVDCFLGTKCPPVRVFGKGGLPGGKVKLSGSISSQYLT 259 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AL+MAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFG+  EH+DSWDRF I+GGQKYKS 
Sbjct: 260 ALVMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGISVEHNDSWDRFLIRGGQKYKS 319 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGAKVTW+ETS 
Sbjct: 320 PGNAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAKVTWSETS 379 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPP++   +KHL+AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
Sbjct: 380 VTVTGPPQDSSKKKHLRAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 439 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +A+ TEL KLGA+VEEGPDYC+ITPPEKLNVT IDTYDDHRMAMAFSLAAC +VPVTI D 
Sbjct: 440 IAVCTELRKLGATVEEGPDYCVITPPEKLNVTDIDTYDDHRMAMAFSLAACGDVPVTIND 499 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYF+VL  F K+ 
Sbjct: 500 PGCTRKTFPDYFEVLQRFTKH 520 
 
 
>gb|AAT45244.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza canadensis] 
          Length = 523 
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 Score =  782 bits (2020), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 375/442 (84%), Positives = 411/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR LG 
Sbjct: 82  EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRALG 141 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGNAG AMR LTAAVTAAGGN++Y+L 
Sbjct: 142 LNVEENSAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGTAMRPLTAAVTAAGGNSSYIL 201 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGA+VDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL 
Sbjct: 202 DGVPRMRERPIGDLVTGLKQLGANVDCSLGTNCPPVRVVGSGGLPGGKVKLSGSISSQYL 261 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EHSD+WDRF+++GGQKYK 
Sbjct: 262 TSLLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSVEHSDTWDRFHVRGGQKYK 321 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 322 SPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 381 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL+ +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 382 SVTVKGPPRNSSGRGHLRPVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 441 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI+ 
Sbjct: 442 MIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIK 501 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYF+VL  + K+ 
Sbjct: 502 DPGCTRKTFPDYFEVLERYTKH 523 
 
 
>gb|ABQ00957.1| 5-enol-pyruvylshikimate-phosphate synthase 2A [Conyza bonariensis] 
          Length = 446 
 
 Score =  779 bits (2012), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 375/442 (84%), Positives = 411/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR LG 
Sbjct: 5   EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRVLG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGNAG AMR LTAAVTAAGGN++Y+L 
Sbjct: 65  LNVEENSAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGTAMRPLTAAVTAAGGNSSYIL 124 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGA+VDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL 
Sbjct: 125 DGVPRMRERPIGDLVTGLKQLGANVDCSLGTNCPPVRVVGSGGLPGGKVKLSGSISSQYL 184 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EHSD+WDRF+++GGQKYK 
Sbjct: 185 TSLLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSVEHSDTWDRFHVRGGQKYK 244 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 245 SPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 304 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL+ +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 305 SVTVKGPPRNSSGRGHLRPVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 364 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI+ 
Sbjct: 365 MIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIK 424 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
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           DPGCTRKTFPDYF+VL  + K+ 
Sbjct: 425 DPGCTRKTFPDYFEVLERYTKH 446 
 
 
>gb|ABQ00961.1| 5-enol-pyruvylshikimate-phosphate synthase 3A [Conyza bonariensis] 
          Length = 446 
 
 Score =  779 bits (2012), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 378/442 (85%), Positives = 410/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR LG 
Sbjct: 5   EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRALG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGNAG AMR LTAAVTAAGGN++YVL 
Sbjct: 65  LNVEENGAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGTAMRPLTAAVTAAGGNSSYVL 124 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGA+VDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL 
Sbjct: 125 DGVPRMRERPIGDLVTGLKQLGANVDCSLGTNCPPVRVVGSGGLPGGKVKLSGSISSQYL 184 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EHSD+WDRFY++GGQKYK 
Sbjct: 185 TSLLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHSDTWDRFYVRGGQKYK 244 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 245 SPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 304 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL  +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 305 SVTVKGPPRNSSGRGHLCPVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 364 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI+ 
Sbjct: 365 MIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIK 424 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYF+VL  + K+ 
Sbjct: 425 DPGCTRKTFPDYFEVLERYTKH 446 
 
 
>gb|EAZ35730.1| hypothetical protein OsJ_20021 [Oryza sativa Japonica Group] 
          Length = 506 
 
 Score =  778 bits (2009), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 396/442 (89%), Positives = 414/442 (93%), Gaps = 10/442 (2%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVLQPI+EISG V+LPGSKSLSNRILLL+ALSEGTTVVDNLLNSEDVHYML AL+ LG 
Sbjct: 74  EEIVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVHYMLEALKALG 133 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           LSVEADK AKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTAAGGNATYVL 
Sbjct: 134 LSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNATYVL 193 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRE+PIGDLV GLKQLGADVDCFLGT+CP      +             ++SQYL 
Sbjct: 194 DGVPRMREKPIGDLVFGLKQLGADVDCFLGTECPLFVSRELEDF---------LVASQYL 244 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
Sbjct: 245 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 304 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMMGAKVTWT+T 
Sbjct: 305 SPGNAYVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMMGAKVTWTDT 364 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTVTGPPREP+G+KHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
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Sbjct: 365 SVTVTGPPREPYGKKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 424 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           MVAIRTELTKLGASVEEGPDYCIITPPEKLN+TAIDTYDDHRMAMAFSLAACA+VPVTIR 
Sbjct: 425 MVAIRTELTKLGASVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLAACADVPVTIR 484 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFP+YFDVLSTFV+N 
Sbjct: 485 DPGCTRKTFPNYFDVLSTFVRN 506 
 
 
>gb|ACV53022.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amaranthus palmeri] 
          Length = 518 
 
 Score =  776 bits (2004), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 375/441 (85%), Positives = 404/441 (91%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV+LPGSKSLSNRILLLAALSEGTTVVDNLL S+D+ YML ALRTLGL 
Sbjct: 78  EIVLQPIKEISGTVQLPGSKSLSNRILLLAALSEGTTVVDNLLYSDDILYMLDALRTLGL 137 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE D  AKRAVV GCGG FPV +D KEE+QLFLGNAG AMR LTAAV  AGGN++YVLD 
Sbjct: 138 KVEDDSTAKRAVVEGCGGLFPVGKDGKEEIQLFLGNAGTAMRPLTAAVAVAGGNSSYVLD 197 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLG+DVDCFLGT+CPPVRVN  GGLPGGKVKLSGS+SSQYL+ 
Sbjct: 198 GVPRMRERPIGDLVAGLKQLGSDVDCFLGTNCPPVRVNAKGGLPGGKVKLSGSVSSQYLT 257 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL LGDVEIEI+DKLIS+PYVEMT++LMERFGV  EHSDSWDRFYI+GGQKYKS 
Sbjct: 258 ALLMATPLGLGDVEIEIVDKLISVPYVEMTIKLMERFGVSVEHSDSWDRFYIRGGQKYKS 317 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P  AYVEGDASSASYFLAGAA+TGGTVTV+GCGT+SLQGDVKFAEVLE MG KVTWTE S 
Sbjct: 318 PGKAYVEGDASSASYFLAGAAVTGGTVTVKGCGTSSLQGDVKFAEVLEKMGCKVTWTENS 377 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR+  G+KHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 378 VTVTGPPRDSSGKKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 437 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEG DYC+ITPPEKLN TAI+TYDDHRMAMAFSLAACA+VPVTI D 
Sbjct: 438 IAICTELRKLGATVEEGSDYCVITPPEKLNPTAIETYDDHRMAMAFSLAACADVPVTILD 497 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYFDVL  F K+ 
Sbjct: 498 PGCTRKTFPDYFDVLEKFAKH 518 
 
 
>gb|AAY40474.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza sumatrensis] 
          Length = 446 
 
 Score =  776 bits (2003), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 376/442 (85%), Positives = 410/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR LG 
Sbjct: 5   EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRALG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGNAG AMR LTAAVTAAGGN++YVL 
Sbjct: 65  LNVEENAAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGTAMRPLTAAVTAAGGNSSYVL 124 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGA+VDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL 
Sbjct: 125 DGVPRMRERPIGDLVTGLKQLGANVDCSLGTNCPPVRVVGSGGLPGGKVKLSGSISSQYL 184 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EHSD+WDRFY++GGQKYK 
Sbjct: 185 TSLLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHSDTWDRFYVRGGQKYK 244 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP +AYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 245 SPGSAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 304 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR  L+ +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 305 SVTVKGPPRNSSGRGELRPVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 364 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI+ 
Sbjct: 365 MIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIK 424 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYF+VL  + K+ 
Sbjct: 425 DPGCTRKTFPDYFEVLERYTKH 446 
 
 
>gb|ACV53021.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amaranthus palmeri] 
          Length = 518 
 
 Score =  776 bits (2003), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 375/441 (85%), Positives = 403/441 (91%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV+LPGSKSLSNRILLLAALSEGTTVVDNLL S+D+ YML ALRTLGL 
Sbjct: 78  EIVLQPIKEISGTVQLPGSKSLSNRILLLAALSEGTTVVDNLLYSDDILYMLDALRTLGL 137 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE D  AKRAVV GCGG FPV +D KEE+QLFLGNAG AMR LTAAV  AGGN++YVLD 
Sbjct: 138 KVEDDSTAKRAVVEGCGGLFPVGKDGKEEIQLFLGNAGTAMRPLTAAVAVAGGNSSYVLD 197 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLG+D DCFLGT+CPPVRVN  GGLPGGKVKLSGS+SSQYL+ 
Sbjct: 198 GVPRMRERPIGDLVAGLKQLGSDXDCFLGTNCPPVRVNAKGGLPGGKVKLSGSVSSQYLT 257 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL LGDVEIEI+DKLIS+PYVEMT++LMERFGV  EHSDSWDRFYI+GGQKYKS 
Sbjct: 258 ALLMATPLGLGDVEIEIVDKLISVPYVEMTIKLMERFGVSVEHSDSWDRFYIRGGQKYKS 317 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P  AYVEGDASSASYFLAGAA+TGGTVTV+GCGT+SLQGDVKFAEVLE MG KVTWTE S 
Sbjct: 318 PGKAYVEGDASSASYFLAGAAVTGGTVTVKGCGTSSLQGDVKFAEVLEKMGCKVTWTENS 377 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR+  GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 378 VTVTGPPRDSSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 437 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEG DYC+ITPPEKLN TAI+TYDDHRMAMAFSLAACA+VPVTI D 
Sbjct: 438 IAICTELRKLGATVEEGSDYCVITPPEKLNPTAIETYDDHRMAMAFSLAACADVPVTILD 497 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYFDVL  F K+ 
Sbjct: 498 PGCTRKTFPDYFDVLEKFAKH 518 
 
 
>gb|ABQ00962.1| 5-enol-pyruvylshikimate-phosphate synthase 3B [Conyza bonariensis] 
          Length = 446 
 
 Score =  775 bits (2002), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 377/442 (85%), Positives = 409/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR LG 
Sbjct: 5   EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRALG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGNAG AMR LTAAVTAAGGN++YVL 
Sbjct: 65  LNVEENGAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGTAMRPLTAAVTAAGGNSSYVL 124 
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Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPR+RERPIGDLV GLKQLGA+VDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL 
Sbjct: 125 DGVPRVRERPIGDLVTGLKQLGANVDCSLGTNCPPVRVVGSGGLPGGKVKLSGSISSQYL 184 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EHSD+WDRFY++GGQKYK 
Sbjct: 185 TSLLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHSDTWDRFYVRGGQKYK 244 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 245 SPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 304 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL  +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 305 SVTVKGPPRNSSGRGHLCPVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 364 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI+ 
Sbjct: 365 MIAICTELRKLGATVEEGPDYCAITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIK 424 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYF+VL  + K+ 
Sbjct: 425 DPGCTRKTFPDYFEVLERYTKH 446 
 
 
>gb|ACV67277.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amaranthus 
           tuberculatus] 
          Length = 518 
 
 Score =  773 bits (1995), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 373/441 (84%), Positives = 402/441 (91%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGT++LPGSKSLSNRILLLAALS+GTTVVDNLL S+D+ YML ALRTLGL 
Sbjct: 78  EIVLQPIKEISGTIQLPGSKSLSNRILLLAALSQGTTVVDNLLYSDDILYMLDALRTLGL 137 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE D   KRAVV GCGG FPV +D KEE+QLFLGNAG AMR LTAAV  AGGN++YVLD 
Sbjct: 138 KVEDDNTDKRAVVEGCGGLFPVGKDGKEEIQLFLGNAGTAMRPLTAAVAVAGGNSSYVLD 197 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLG+DVDCFLGT+CPPVRVN  GGLPGGKVKLSGS+SSQYL+ 
Sbjct: 198 GVPRMRERPIGDLVAGLKQLGSDVDCFLGTNCPPVRVNAKGGLPGGKVKLSGSVSSQYLT 257 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL LGDVEIEI+DKLIS+PYVEMT+RLMERFGV  EHSDSWDRF+I+GGQKYKS 
Sbjct: 258 ALLMATPLGLGDVEIEIVDKLISVPYVEMTIRLMERFGVSVEHSDSWDRFFIRGGQKYKS 317 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P  AYVEGDASSASYFLAGAA+TGGTVTV+GCGT+SLQGDVKFAEVLE MG  VTWTE S 
Sbjct: 318 PGKAYVEGDASSASYFLAGAAVTGGTVTVKGCGTSSLQGDVKFAEVLEKMGCTVTWTENS 377 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPRE  GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 378 VTVTGPPRESSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 437 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEG DYC+ITPPEKLN TAI+TYDDHRMAMAFSLAACA+VPVTI D 
Sbjct: 438 IAICTELRKLGATVEEGSDYCVITPPEKLNPTAIETYDDHRMAMAFSLAACADVPVTILD 497 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYFDVL  F K+ 
Sbjct: 498 PGCTRKTFPDYFDVLEKFAKH 518 
 
 
>gb|ACV67278.1| 5-enolpyruvylshikimate-3-phosphate synthase [Amaranthus 
           tuberculatus] 
          Length = 518 
 
 Score =  771 bits (1991), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 374/441 (84%), Positives = 402/441 (91%), Gaps = 1/441 (0%) 
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Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGT++LPGSKSLSNRILLLAALSEGTTVVDNLL S+D+ YML ALRTLGL 
Sbjct: 78  EIVLQPIKEISGTIQLPGSKSLSNRILLLAALSEGTTVVDNLLYSDDILYMLDALRTLGL 137 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE D   KRAVV GCGG FPV +D KEE+QLFLGNAG AMR LTAAV  AGGN++YVLD 
Sbjct: 138 KVEDDNTDKRAVVEGCGGLFPVGKDGKEEIQLFLGNAGTAMRPLTAAVAVAGGNSSYVLD 197 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLG+DVDCFLGT+CPPVRVN  GGLPGGKVKLSGS+SSQYL+ 
Sbjct: 198 GVPRMRERPIGDLVAGLKQLGSDVDCFLGTNCPPVRVNAKGGLPGGKVKLSGSVSSQYLT 257 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL LGDVEIEI+DKLIS+PYVEMT+RLMERFGV  EHSDSWDRF+I+GGQKYKS 
Sbjct: 258 ALLMATPLGLGDVEIEIVDKLISVPYVEMTIRLMERFGVSVEHSDSWDRFFIRGGQKYKS 317 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P  AYVEGDASSASYFLAGAA+TGGTVTV+GCGT+SLQGDVKFAEVLE MG KVTWTE S 
Sbjct: 318 PGKAYVEGDASSASYFLAGAAVTGGTVTVKGCGTSSLQGDVKFAEVLEKMGCKVTWTENS 377 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPRE  GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 378 VTVTGPPRESSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 437 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEG DYC+ITPPEKL  TAI+TYDDHRMAMAFSLAACA+VPVTI D 
Sbjct: 438 IAICTELRKLGATVEEGSDYCVITPPEKLIPTAIETYDDHRMAMAFSLAACADVPVTILD 497 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYFDVL  F K+ 
Sbjct: 498 PGCTRKTFPDYFDVLEKFAKH 518 
 
 
>gb|AAV64030.1| 5-enolpyruvylshikimate 3-phosphate synthase [Camptotheca acuminata] 
          Length = 519 
 
 Score =  769 bits (1987), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 383/441 (86%), Positives = 412/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALRTLGL 
Sbjct: 79  EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRTLGL 138 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE D A KRA+V GC G FPV +++ +EVQLFLGNAG AMR LTAAVTAAGGN++Y+LD 
Sbjct: 139 RVEEDSAIKRAIVEGCSGLFPVGKESTDEVQLFLGNAGTAMRPLTAAVTAAGGNSSYILD 198 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDCFLGT+CPPVRV G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 199 GVPRMRERPIGDLVTGLKQLGADVDCFLGTNCPPVRVIGKGGLPGGKVKLSGSISSQYLT 258 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LM+RFGV  EHSD+WDRF I+GGQKYKS 
Sbjct: 259 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMKRFGVTVEHSDNWDRFLIQGGQKYKS 318 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N+YVEGDASSASYFLAGAA+TGGT+TVEGCG++SLQGDVKFAEVLE MGAKVTWTE S 
Sbjct: 319 PGNSYVEGDASSASYFLAGAAVTGGTITVEGCGSSSLQGDVKFAEVLEKMGAKVTWTENS 378 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR   GRKHL+A+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
Sbjct: 379 VTVTGPPRNSSGRKHLRAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 438 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTA+DTYDDHRMAMAFSLAACA VPVTI+D 
Sbjct: 439 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAVDTYDDHRMAMAFSLAACANVPVTIKD 498 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYF+VL  F K+ 
Sbjct: 499 PGCTRKTFPDYFEVLQRFAKH 519 
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>ref|XP_002280922.1| PREDICTED: hypothetical protein [Vitis vinifera] 
 emb|CBI38903.3| unnamed protein product [Vitis vinifera] 
 gb|ACY29662.2| 5-enolpyruvylshikimate-3-phosphate synthase [Vitis vinifera] 
          Length = 521 
 
 Score =  766 bits (1979), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 382/443 (86%), Positives = 409/443 (92%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPIKEISGT+ LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
Sbjct: 79  APEIVLQPIKEISGTITLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 138 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL VE     KR +V GCGG+FP  +    EVQLFLGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 139 GLHVEEQSENKRVIVQGCGGQFPAGNGSVGEVQLFLGNAGTAMRPLTAAVTAAGGNASYV 198 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLV GLKQLGADV+CFLGT+CPPVRVNG GGLPGGKVKLSGSISSQY 
Sbjct: 199 LDGVPRMRERPIGDLVTGLKQLGADVNCFLGTNCPPVRVNGNGGLPGGKVKLSGSISSQY 258 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EHS++WDRF I+GGQKY 
Sbjct: 259 LTALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHSNTWDRFLIRGGQKY 318 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NA+VEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGAKV+W E 
Sbjct: 319 KSPGNAFVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEQMGAKVSWME 378 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGPPR+  GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETE 
Sbjct: 379 NSVTVTGPPRDSSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETE 438 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEGPDYC+ITPPEKLNVT+IDTYDDHRMAMAFSLAACA+VPVTI 
Sbjct: 439 RMIAICTELRKLGATVEEGPDYCVITPPEKLNVTSIDTYDDHRMAMAFSLAACADVPVTI 498 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF+VL  F K+ 
Sbjct: 499 KDPGCTRKTFPDYFEVLQRFTKH 521 
 
 
>gb|AAL27697.1| 5-enolpyruvylshikimate-3-phosphate synthase [Dicliptera chinensis] 
          Length = 516 
 
 Score =  765 bits (1976), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 379/438 (86%), Positives = 414/438 (94%), Gaps = 2/438 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIK+ISGTVKLPGSKSLSNR+LLLAALSEGTTVV+NLL+SED+HYMLGALRTLGL 
Sbjct: 77  EIVLQPIKDISGTVKLPGSKSLSNRVLLLAALSEGTTVVENLLSSEDIHYMLGALRTLGL 136 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE DKA ++AVV GC G+FP  ++ K+EVQLFLGNAG AMR LTAAV AAGGNA YVLD 
Sbjct: 137 AVEEDKANQKAVVEGCVGQFPASKEGKDEVQLFLGNAGTAMRPLTAAVVAAGGNARYVLD 196 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPR+RERPIGDLV GLKQLGADVDCFLGT+CPPVRV G GGLPGGKVKLSGS+SSQYL+ 
Sbjct: 197 GVPRLRERPIGDLVTGLKQLGADVDCFLGTNCPPVRVVGKGGLPGGKVKLSGSVSSQYLT 256 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM+APLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EH+D+WDRF I+GGQKYKS 
Sbjct: 257 ALLMSAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVYVEHTDNWDRFLIRGGQKYKS 316 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NA+VEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGAKV+WTE S 
Sbjct: 317 PGNAFVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAKVSWTENS 376 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR P G+KHL+AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
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Sbjct: 377 VTVTGPPRVP-GKKHLRAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 435 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 436 IAICTELRKLGATVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 495 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           PGCTRKTFP+YFDVLST+ 
Sbjct: 496 PGCTRKTFPNYFDVLSTY 513 
 
 
>gb|AAL27698.1|AF371966_1 5-enolpyruvylshikimate-3-phosphate synthase B [Dicliptera 
           chinensis] 
          Length = 516 
 
 Score =  763 bits (1971), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 378/438 (86%), Positives = 412/438 (94%), Gaps = 2/438 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIK+ISGTVKLPGSKSLSNR+LLLAALSEGTTVV+NLL+SED+HYMLGALRTLGL 
Sbjct: 77  EIVLQPIKDISGTVKLPGSKSLSNRVLLLAALSEGTTVVENLLSSEDIHYMLGALRTLGL 136 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE DKA ++AVV GC G+FP  ++ K+E+QLFLG AG AMR LTAAV AAGGNA YVLD 
Sbjct: 137 HVEEDKANQKAVVEGCVGQFPASKEGKDEIQLFLGKAGTAMRPLTAAVVAAGGNARYVLD 196 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDCFLGT+CPPVRV G GGLPGGKVKLSGS+SSQYL+ 
Sbjct: 197 GVPRMRERPIGDLVTGLKQLGADVDCFLGTNCPPVRVVGKGGLPGGKVKLSGSVSSQYLT 256 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM+APLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EH+D+WDRF I+GGQKYKS 
Sbjct: 257 ALLMSAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVYVEHTDNWDRFLIRGGQKYKS 316 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NA+VEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGAKV+WTE S 
Sbjct: 317 PGNAFVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAKVSWTENS 376 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR P G+KHL+AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
Sbjct: 377 VTVTGPPRVP-GKKHLRAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 435 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 436 IAICTELRKLGATVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 495 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           PGCTRKTFP+YFDVLST+ 
Sbjct: 496 PGCTRKTFPNYFDVLSTY 513 
 
 
>gb|ABQ00959.1| 5-enol-pyruvylshikimate-phosphate synthase 1B [Conyza bonariensis] 
          Length = 446 
 
 Score =  763 bits (1970), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 377/441 (85%), Positives = 411/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DVHYMLGALRTLGL 
Sbjct: 6   EIVLQPIKEISGTVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVHYMLGALRTLGL 65 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE D A KRA+V GCGG FPV ++AK+++QLFLGNAG AMR LTAAVTAAGGN++YVLD 
Sbjct: 66  NVEEDVAIKRAIVEGCGGVFPVGKEAKDDIQLFLGNAGTAMRPLTAAVTAAGGNSSYVLD 125 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDL  GLKQLGADVDC LGT+CPPVR+ G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 126 GVPRMRERPIGDLATGLKQLGADVDCSLGTNCPPVRIVGGGGLPGGKVKLSGSISSQYLT 185 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EHSDSWD+F+I+G QKYKS 
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Sbjct: 186 ALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHSDSWDQFFIRGDQKYKS 245 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL  MGA+VTWTE S 
Sbjct: 246 PGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQMGAEVTWTENS 305 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 306 VTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 365 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 366 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 425 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL  F K+ 
Sbjct: 426 PSCTRKTFPDYFEVLQRFAKH 446 
 
 
>gb|ABQ00960.1| 5-enol-pyruvylshikimate-phosphate synthase 1C [Conyza bonariensis] 
          Length = 446 
 
 Score =  763 bits (1969), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 377/441 (85%), Positives = 411/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DVHYMLGALRTLGL 
Sbjct: 6   EIVLQPIKEISGTVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVHYMLGALRTLGL 65 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE D A KR +V GCGG FPV ++AK+++QLFLGNAG AMR LTAAVTAAGGN++YVLD 
Sbjct: 66  NVEEDVAIKRVIVEGCGGVFPVGKEAKDDIQLFLGNAGTAMRPLTAAVTAAGGNSSYVLD 125 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVR+ G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 126 GVPRMRERPIGDLVTGLKQLGADVDCSLGTNCPPVRIVGGGGLPGGKVKLSGSISSQYLT 185 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EHSDSWD+F+I+G QKYKS 
Sbjct: 186 ALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHSDSWDQFFIRGDQKYKS 245 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL  MGA+VTWTE S 
Sbjct: 246 PGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQMGAEVTWTENS 305 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 306 VTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 365 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 366 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 425 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL  F K+ 
Sbjct: 426 PSCTRKTFPDYFEVLQRFAKH 446 
 
 
>ref|NP_182055.1| 3-phosphoshikimate 1-carboxyvinyltransferase / 
           5-enolpyruvylshikimate-3-phosphate / EPSP synthase 
           [Arabidopsis thaliana] 
 sp|P05466.3|AROA_ARATH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase, 
           chloroplastic; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Flags: Precursor 
 gb|AAB82633.1| 5-enolpyruvylshikimate-3-phosphate (EPSP) synthase [Arabidopsis 
           thaliana] 
 gb|AAY25438.1| At2g45300 [Arabidopsis thaliana] 
 dbj|BAE99170.1| 5-enolpyruvylshikimate-3-phosphate (EPSP) synthase [Arabidopsis 
           thaliana] 
          Length = 520 
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 Score =  763 bits (1969), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 366/443 (82%), Positives = 400/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 78  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKRL 137 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 138 GLNVETDSENNRAVVEGCGGIFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 197 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 198 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 257 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLM+APLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EHSDSWDRF++KGGQKY 
Sbjct: 258 LTALLMSAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSVEHSDSWDRFFVKGGQKY 317 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 318 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 377 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGPPR+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 378 NSVTVTGPPRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 437 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP+K+    IDTYDDHRMAMAFSLAACA+VP+TI 
Sbjct: 438 RMIAICTELRKLGATVEEGSDYCVITPPKKVKTAEIDTYDDHRMAMAFSLAACADVPITI 497 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DPGCTRKTFPDYF VL    K+ 
Sbjct: 498 NDPGCTRKTFPDYFQVLERITKH 520 
 
 
>gb|ABQ00958.1| 5-enol-pyruvylshikimate-phosphate synthase 1A [Conyza bonariensis] 
          Length = 446 
 
 Score =  760 bits (1962), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 376/441 (85%), Positives = 411/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DVHYMLGALRTLGL 
Sbjct: 6   EIVLQPIKEISGTVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVHYMLGALRTLGL 65 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE D A KRA+V GCGG FPV ++AK+++QLFLGNAG AMR LTAAVTAAGGN++YVLD 
Sbjct: 66  NVEEDVAIKRAIVEGCGGVFPVGKEAKDDIQLFLGNAGTAMRPLTAAVTAAGGNSSYVLD 125 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVR+ G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 126 GVPRMRERPIGDLVTGLKQLGADVDCSLGTNCPPVRIVGGGGLPGGKVKLSGSISSQYLT 185 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EHSDSWD+F+I+G QKYKS 
Sbjct: 186 ALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHSDSWDQFFIRGDQKYKS 245 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFA+V   MGA+VTWTE S 
Sbjct: 246 PGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAKVPGQMGAEVTWTENS 305 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 306 VTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 365 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 366 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 425 
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Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL  F K+ 
Sbjct: 426 PSCTRKTFPDYFEVLQRFAKH 446 
 
 
>gb|AAT45243.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza canadensis] 
          Length = 519 
 
 Score =  759 bits (1961), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 379/441 (85%), Positives = 413/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DVHYMLGALRTLGL 
Sbjct: 79  EIVLQPIKEISGTVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVHYMLGALRTLGL 138 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE D A KRA+V GCGG FPV ++AK+++QLFLGNAG AMR LTAAVTAAGGN++Y+LD 
Sbjct: 139 NVEEDVAIKRAIVEGCGGVFPVGKEAKDDIQLFLGNAGTAMRPLTAAVTAAGGNSSYILD 198 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 199 GVPRMRERPIGDLVTGLKQLGADVDCSLGTNCPPVRVVGGGGLPGGKVKLSGSISSQYLT 258 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EHSDSWD+F+I+GGQKYKS 
Sbjct: 259 ALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHSDSWDQFFIRGGQKYKS 318 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL  MGA+VTWTE S 
Sbjct: 319 PGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQMGAEVTWTENS 378 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 379 VTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 438 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 439 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 498 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL  F K+ 
Sbjct: 499 PSCTRKTFPDYFEVLQRFAKH 519 
 
 
>emb|CAA29828.1| EPSP [Arabidopsis thaliana] 
          Length = 520 
 
 Score =  758 bits (1956), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 364/443 (82%), Positives = 398/443 (89%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 78  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKRL 137 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 138 GLNVETDSENNRAVVEGCGGIFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 197 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 198 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 257 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLM+APLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EHSDSWDRF++KGGQKY 
Sbjct: 258 LTALLMSAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSVEHSDSWDRFFVKGGQKY 317 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSA YFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 318 KSPGNAYVEGDASSACYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 377 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
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            SVTVTGPPR+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 378 NSVTVTGPPRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 437 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP+K+    IDTYDDHRMAMAFSLAACA+VP+TI 
Sbjct: 438 RMIAICTELRKLGATVEEGSDYCVITPPKKVKTAEIDTYDDHRMAMAFSLAACADVPITI 497 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            D GCTRKTFPDYF VL    K+ 
Sbjct: 498 NDSGCTRKTFPDYFQVLERITKH 520 
 
 
>gb|AAT45245.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza canadensis] 
          Length = 454 
 
 Score =  757 bits (1955), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 365/442 (82%), Positives = 403/442 (91%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR LG 
Sbjct: 13  EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRALG 72 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L++E + A KRA+V GCGG FPV ++AK+E+QLFLGNAG AMR+LTAAVTAAGGN +YVL 
Sbjct: 73  LNIEENAAIKRAIVEGCGGLFPVGKEAKDEIQLFLGNAGTAMRTLTAAVTAAGGNLSYVL 132 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLG +VDC LGT+CPPV V G GGLPGGKVKLSGSISS YL 
Sbjct: 133 DGVPRMRERPIGDLVTGLKQLGVNVDCSLGTNCPPVHVVGSGGLPGGKVKLSGSISSVYL 192 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEIIDKLIS+PYV MTL+LM+RFGV  EHSD+ DRF+++GGQKYK 
Sbjct: 193 TSLLMAAPLALGDVEIEIIDKLISVPYVRMTLKLMQRFGVSVEHSDTLDRFHVRGGQKYK 252 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVE DASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 253 SPGNAYVESDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 312 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL+ +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 313 SVTVKGPPRNSSGRGHLRPVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 372 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ TPPEKLNVTAIDTYDDHRMAM FSLAACA+VPVTI+ 
Sbjct: 373 MIAICTELRKLGATVEEGPDYCVTTPPEKLNVTAIDTYDDHRMAMTFSLAACADVPVTIK 432 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRK+FPDYF+VL  + K+ 
Sbjct: 433 DPGCTRKSFPDYFEVLERYTKH 454 
 
 
>gb|AAY40475.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza sumatrensis] 
          Length = 446 
 
 Score =  755 bits (1949), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 362/442 (81%), Positives = 407/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI+EISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR +G 
Sbjct: 5   EEIVLKPIQEISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRAVG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGN+G AMR+LTAA+TAAGGN++YVL 
Sbjct: 65  LNVEENAAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNSGTAMRTLTAAITAAGGNSSYVL 124 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLG +VDC LGT+CPPVRV G GGLPGGKV+LSGSISS YL 
Sbjct: 125 DGVPRMRERPIGDLVTGLKQLGVNVDCSLGTNCPPVRVVGSGGLPGGKVRLSGSISSVYL 184 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAP+ALGDVEIEIIDKLIS+PYV+MTL+LM++FGV  EHSD+ DRF+++GGQKYK 
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Sbjct: 185 TSLLMAAPVALGDVEIEIIDKLISVPYVQMTLKLMKQFGVSVEHSDTLDRFHVRGGQKYK 244 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VTWTE  
Sbjct: 245 SPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVTWTEN 304 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL+ +DVNMNKMPDVAMTLAVVAL+ADG TAIRDVASWRVKETER 
Sbjct: 305 SVTVKGPPRNSSGRGHLRPVDVNMNKMPDVAMTLAVVALYADGRTAIRDVASWRVKETER 364 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAM FSLAACA+VPVTI+ 
Sbjct: 365 MIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMTFSLAACADVPVTIK 424 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRK+FPDYF+VL  + K+ 
Sbjct: 425 DPGCTRKSFPDYFEVLERYTKH 446 
 
 
>gb|ABV24481.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gossypium hirsutum] 
          Length = 521 
 
 Score =  755 bits (1949), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 376/443 (84%), Positives = 408/443 (92%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI EISGTVKLPGSKSLSNRILLLAALSEGTTVV+NLLNS+DVH+ML AL  L 
Sbjct: 79  ASEIVLQPINEISGTVKLPGSKSLSNRILLLAALSEGTTVVENLLNSDDVHHMLVALGKL 138 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL V+ D   K+A+V GCGG+FPV   + +E++LFLGNAG AMR LTAA+TAAGGN++YV 
Sbjct: 139 GLYVKHDSEKKQAIVEGCGGQFPVGKGEGQEIELFLGNAGTAMRPLTAAITAAGGNSSYV 198 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVR+ G GGLPGGKVKLSGSISSQY 
Sbjct: 199 LDGVPRMRERPIGDLVTGLKQLGADVDCILGTNCPPVRIEGKGGLPGGKVKLSGSISSQY 258 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLISIPYVEMT++LMERFGV  EH+DSWDRF+I+GGQKY 
Sbjct: 259 LTALLMAAPLALGDVEIEIIDKLISIPYVEMTMKLMERFGVTVEHTDSWDRFFIRGGQKY 318 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            SP NAYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLEMMGAKVTWTE 
Sbjct: 319 MSPGNAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEMMGAKVTWTE 378 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGPPR   GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETE 
Sbjct: 379 NSVTVTGPPRNSSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETE 438 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
Sbjct: 439 RMIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 498 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF+VL    K+ 
Sbjct: 499 KDPGCTRKTFPDYFEVLDRVTKH 521 
 
 
>gb|ABY61050.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gossypium hirsutum] 
 gb|ACF16410.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gossypium hirsutum] 
          Length = 521 
 
 Score =  754 bits (1947), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 375/443 (84%), Positives = 410/443 (92%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI EISGTVKLPGSKSLSNRILLLAALSEGTTVV+NLLNS+DVH+ML AL  L 
Sbjct: 79  ASEIVLQPINEISGTVKLPGSKSLSNRILLLAALSEGTTVVENLLNSDDVHHMLVALGKL 138 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL V+ D   K+A+V GCGG+FPV   + +E++LFLGNAG AMR LTAA+TAAGGN++YV 
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Sbjct: 139 GLYVKHDSEKKQAIVEGCGGQFPVGKGEGQEIELFLGNAGTAMRPLTAAITAAGGNSSYV 198 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVR+ G GGLPGGKVKLSGSISSQY 
Sbjct: 199 LDGVPRMRERPIGDLVTGLKQLGADVDCTLGTNCPPVRIEGKGGLPGGKVKLSGSISSQY 258 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLISIPYVEMT++LMERFGV  EH+DSWDRF+I+GGQKY 
Sbjct: 259 LTALLMAAPLALGDVEIEIIDKLISIPYVEMTIKLMERFGVTVEHTDSWDRFFIRGGQKY 318 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            SP NAYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLEMMGAKVTWT+ 
Sbjct: 319 MSPGNAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEMMGAKVTWTK 378 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGPPR P GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETE 
Sbjct: 379 NSVTVTGPPRNPSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETE 438 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEGPD+C+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
Sbjct: 439 RMIAICTELRKLGATVEEGPDFCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 498 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF+VL+   K+ 
Sbjct: 499 KDPGCTRKTFPDYFEVLARVTKH 521 
 
 
>gb|AAY40473.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza sumatrensis] 
          Length = 447 
 
 Score =  754 bits (1946), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 380/441 (86%), Positives = 412/441 (93%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTV LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DVHYMLGALRTLGL 
Sbjct: 7   EIVLQPIKEISGTVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVHYMLGALRTLGL 66 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE D A KRA+V GCGG FPV ++AK+++QLFLGNAG AMR LTAAVTAAGGN++YVLD 
Sbjct: 67  NVEEDGAIKRAIVEGCGGMFPVGKEAKDDIQLFLGNAGTAMRPLTAAVTAAGGNSSYVLD 126 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVRV G GGLPGGKVKLSGSISSQYL+ 
Sbjct: 127 GVPRMRERPIGDLVTGLKQLGADVDCSLGTNCPPVRVVGGGGLPGGKVKLSGSISSQYLT 186 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LME FGV  EHSDSWDRF+I+GGQKYKS 
Sbjct: 187 ALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMEWFGVSVEHSDSWDRFFIRGGQKYKS 246 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL  MGA+VTWTE S 
Sbjct: 247 PGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQMGAEVTWTENS 306 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 307 VTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 366 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 367 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 426 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL  F K+ 
Sbjct: 427 PSCTRKTFPDYFEVLQRFAKH 447 
 
 
>sp|P11043.1|AROA_PETHY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase, 
           chloroplastic; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Flags: Precursor 
 gb|AAA33699.1| 5-enolpyruvylshikimate-3-phosphate synthase precursor [Petunia x 
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           hybrida] 
          Length = 516 
 
 Score =  753 bits (1945), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 374/441 (84%), Positives = 405/441 (91%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL+S+D+HYMLGAL+TLGL 
Sbjct: 76  EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLSSDDIHYMLGALKTLGL 135 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE D A +RAVV GCGG FPV +++KEE+QLFLGNAG AMR LTAAVT AGGN+ YVLD 
Sbjct: 136 HVEEDSANQRAVVEGCGGLFPVGKESKEEIQLFLGNAGTAMRPLTAAVTVAGGNSRYVLD 195 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPI DLV GLKQLGA+VDCFLGT CPPVR+   GGLPGGKVKLSGSISSQYL+ 
Sbjct: 196 GVPRMRERPISDLVDGLKQLGAEVDCFLGTKCPPVRIVSKGGLPGGKVKLSGSISSQYLT 255 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFG+  EHS SWDRF+++GGQKYKS 
Sbjct: 256 ALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGISVEHSSSWDRFFVRGGQKYKS 315 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P  A+VEGDASSASYFLAGAA+TGGT+TVEGCGT SLQGDVKFAEVLE MGA+VTWTE S 
Sbjct: 316 PGKAFVEGDASSASYFLAGAAVTGGTITVEGCGTNSLQGDVKFAEVLEKMGAEVTWTENS 375 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR   GRKHL+AIDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 376 VTVKGPPRSSSGRKHLRAIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 435 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYCIITPPEKLNVT IDTYDDHRMAMAFSLAACA+VPVTI D 
Sbjct: 436 IAICTELRKLGATVEEGPDYCIITPPEKLNVTDIDTYDDHRMAMAFSLAACADVPVTIND 495 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFP+YFDVL  + K+ 
Sbjct: 496 PGCTRKTFPNYFDVLQQYSKH 516 
 
 
>gb|ADB85251.1| 5-enolpyruvyl shikimate 3-phosphate synthase [Zoysia japonica] 
          Length = 391 
 
 Score =  748 bits (1930), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 380/391 (97%), Positives = 384/391 (98%), Gaps = 1/391 (0%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           ML AL+TLGL VEADKAAKRAVVVGCGGKFPVE D+KEEVQLFLGNAG AMR LTAAVTA 
Sbjct: 1   MLEALKTLGLHVEADKAAKRAVVVGCGGKFPVEKDSKEEVQLFLGNAGTAMRPLTAAVTA 60 
 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV G GGLPGGKVKL 
Sbjct: 61  AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVKGSGGLPGGKVKL 120 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
Sbjct: 121 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 180 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
Sbjct: 181 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 240 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
Sbjct: 241 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 300 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
Sbjct: 301 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 360 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           CA+VPVTIRDPGCTRKTFPDYFDVLS+FVKN 
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Sbjct: 361 CADVPVTIRDPGCTRKTFPDYFDVLSSFVKN 391 
 
 
>gb|ABE77393.4| EPSP synthase [Allium macrostemon] 
          Length = 522 
 
 Score =  746 bits (1926), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 373/441 (84%), Positives = 407/441 (92%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EI LQPIKEI+GTV LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DV YML AL+TLGL 
Sbjct: 82  EITLQPIKEITGTVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVSYMLAALKTLGL 141 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           SVE D+  KRA VVG GG FPV +++++EVQLFLGNAG AMR LTAAVTAAGGNA+Y+LD 
Sbjct: 142 SVEDDRVNKRATVVGSGGLFPVGKESQKEVQLFLGNAGTAMRPLTAAVTAAGGNASYILD 201 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLVVGLKQLGADVDC LGTDCPPVRV+  GGLPGGKVKLS SISSQYL+ 
Sbjct: 202 GVPRMRERPIGDLVVGLKQLGADVDCTLGTDCPPVRVDANGGLPGGKVKLSDSISSQYLT 261 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  +HS +WDRF+IKGGQKYKS 
Sbjct: 262 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVHVDHSSTWDRFFIKGGQKYKS 321 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGAKVTWTE S 
Sbjct: 322 PGNAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLENMGAKVTWTENS 381 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPP++P  +K LKA+DVNMNKMPDVAMTLAVVAL+ADGPT IRDVASWRVKETERM 
Sbjct: 382 VTVTGPPQDPQKKKRLKAVDVNMNKMPDVAMTLAVVALYADGPTTIRDVASWRVKETERM 441 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+V EGPDYCIITPPEKLNVT IDTYDDHRMAMAFSLAAC++VPVTI+D 
Sbjct: 442 IAICTELRKLGATVVEGPDYCIITPPEKLNVTEIDTYDDHRMAMAFSLAACSDVPVTIKD 501 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYF+VL  + K+ 
Sbjct: 502 PGCTRKTFPDYFEVLERYAKH 522 
 
 
>gb|AAY40472.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza sumatrensis] 
          Length = 447 
 
 Score =  746 bits (1925), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 377/441 (85%), Positives = 410/441 (92%), Gaps = 1/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISG V LPGSKSLSNRILLLAAL+EGTT+VDNLLNS+DVHYMLGALRTLGL 
Sbjct: 7   EIVLQPIKEISGAVNLPGSKSLSNRILLLAALAEGTTIVDNLLNSDDVHYMLGALRTLGL 66 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE D A KRA+V GCGG FPV ++AK+++QLFLGNAG AMR LTA VTAAGGN++YVLD 
Sbjct: 67  NVEEDGAIKRAIVEGCGGMFPVGKEAKDDIQLFLGNAGTAMRPLTAGVTAAGGNSSYVLD 126 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVRV G GGLPGG+VKLSGSISSQYL+ 
Sbjct: 127 GVPRMRERPIGDLVTGLKQLGADVDCSLGTNCPPVRVVGGGGLPGGRVKLSGSISSQYLT 186 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LME FGV  EHSDSWDRF+I+GGQKYKS 
Sbjct: 187 ALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMEWFGVSVEHSDSWDRFFIRGGQKYKS 246 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL  MGA+VTWTE S 
Sbjct: 247 PGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQMGAEVTWTENS 306 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETERM 
Sbjct: 307 VTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETERM 366 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACA+VPVTI+D 
Sbjct: 367 IAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACADVPVTIKD 426 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL  F K+ 
Sbjct: 427 PSCTRKTFPDYFEVLQRFAKH 447 
 
 
>gb|ADB85252.1| 5-enolpyruvyl shikimate 3-phosphate synthase [Zoysia japonica] 
          Length = 391 
 
 Score =  743 bits (1919), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 378/391 (96%), Positives = 383/391 (97%), Gaps = 1/391 (0%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           ML AL+TLGL VEADKAAKRAVVVGC GKFPVE D+KEEVQLFLGNAG AMR LTAAVTA 
Sbjct: 1   MLEALKTLGLHVEADKAAKRAVVVGCDGKFPVEKDSKEEVQLFLGNAGTAMRPLTAAVTA 60 
 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV G GGLPGGKVKL 
Sbjct: 61  AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVKGSGGLPGGKVKL 120 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           SGSISSQYLSALLMAAPLALGDVEI+IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
Sbjct: 121 SGSISSQYLSALLMAAPLALGDVEIKIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 180 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
Sbjct: 181 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 240 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
Sbjct: 241 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 300 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
Sbjct: 301 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 360 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           CA+VPVTIRDPGCTRKTFPDYFDVLS+FVKN 
Sbjct: 361 CADVPVTIRDPGCTRKTFPDYFDVLSSFVKN 391 
 
 
>gb|AAY40476.1| 5-enol-pyruvylshikimate-phosphate synthase [Conyza sumatrensis] 
          Length = 444 
 
 Score =  743 bits (1917), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 359/442 (81%), Positives = 404/442 (91%), Gaps = 3/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVL+PI++ISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALR +G 
Sbjct: 5   EEIVLKPIQKISGTVHLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRAVG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L+VE + A KRA+V GCGG FPV ++AK+E+QLFLGN+G AMR+LTAA+TAAGGN++YVL 
Sbjct: 65  LNVEENAAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNSGTAMRTLTAAITAAGGNSSYVL 124 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLG +VDC LGT+CPPVRV G GGLPGG+V+LSGSISS YL 
Sbjct: 125 DGVPRMRERPIGDLVTGLKQLGVNVDCSLGTNCPPVRVVGSGGLPGGRVRLSGSISSVYL 184 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ++LLMAAPLALGDVEIEIIDKLIS+PYV+MTL+LM++FGV  EHSD+ DRF+++GGQK   
Sbjct: 185 TSLLMAAPLALGDVEIEIIDKLISVPYVQMTLKLMKQFGVSVEHSDTLDRFHVRGGQK-- 242 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDAS+ASYFLAGAAITGGTVTVEGCGT+SL GDVKFAEVL  MGA+VTW E  
Sbjct: 243 SPGNAYVEGDASNASYFLAGAAITGGTVTVEGCGTSSLLGDVKFAEVLGQMGAEVTWAEN 302 
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Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   GR HL+ +DVNMNKMPDVAM LAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 303 SVTVKGPPRNSSGRGHLRPVDVNMNKMPDVAMALAVVALYADGPTAIRDVASWRVKETER 362 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI+ 
Sbjct: 363 MIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIK 422 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYF+VL  + K+ 
Sbjct: 423 DPGCTRKTFPDYFEVLERYTKH 444 
 
 
>ref|XP_002511692.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative [Ricinus 
           communis] 
 gb|EEF50361.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative [Ricinus 
           communis] 
          Length = 518 
 
 Score =  741 bits (1913), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 373/443 (84%), Positives = 403/443 (90%), Gaps = 2/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPIKEISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DV YMLGALRTL 
Sbjct: 77  APEIVLQPIKEISGTVTLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVRYMLGALRTL 136 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            L VE +   KRA++ GCGG FPV  ++K +V+LFLGNAG AMR LTAAVTAAGGN++Y+ 
Sbjct: 137 RLRVEDNSELKRAIIEGCGGSFPVGRESKTDVELFLGNAGTAMRPLTAAVTAAGGNSSYI 196 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLV GL+QLGADV C   T+CPPVRVNG GGLPGGKVKLSGSISSQY 
Sbjct: 197 LDGVPRMRERPIGDLVAGLQQLGADVTCS-STNCPPVRVNGKGGLPGGKVKLSGSISSQY 255 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LMER+GV  EHS SWDRF+I+GGQKY 
Sbjct: 256 LTALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMERYGVFVEHSSSWDRFFIRGGQKY 315 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP N+YVEGDASSASYFLAGAA+TGGT+TVEGCGT+SLQGDVKFAEVLE MGAKVTWTE 
Sbjct: 316 KSPGNSYVEGDASSASYFLAGAAVTGGTITVEGCGTSSLQGDVKFAEVLEQMGAKVTWTE 375 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGPPR    +KHL+AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
Sbjct: 376 NSVTVTGPPRNSPTQKHLRAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 435 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEGPDYC+ITPPEKLNVT IDTYDDHRMAMAFSLAAC +VPVTI 
Sbjct: 436 RMIAICTELRKLGATVEEGPDYCVITPPEKLNVTEIDTYDDHRMAMAFSLAACGDVPVTI 495 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF+VL  F K  
Sbjct: 496 KDPGCTRKTFPDYFEVLQRFTKQ 518 
 
 
>ref|XP_002301279.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Populus trichocarpa] 
 gb|EEE80552.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Populus trichocarpa] 
          Length = 518 
 
 Score =  741 bits (1912), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 367/441 (83%), Positives = 408/441 (92%), Gaps = 2/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIK+ISGTV LPGSKSLSNRILLLAALSEGTTVVDNLLNS+DVHYMLGALRTLGL 
Sbjct: 79  EIVLQPIKDISGTVTLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDVHYMLGALRTLGL 138 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE +K  K+A+V GCGG+FPV ++A  +V+LFLGNAG AMR LTAAVTAAGGN++Y+LD 
Sbjct: 139 HVEDNKKLKQAIVEGCGGQFPVGKEANVDVELFLGNAGTAMRPLTAAVTAAGGNSSYILD 198 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
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           GVPRMRERPIGDLV+GL+QLGADV C   T+CPPVR+N  GGLPGGKVKLSGSISSQYL+ 
Sbjct: 199 GVPRMRERPIGDLVIGLQQLGADVSCS-PTNCPPVRINANGGLPGGKVKLSGSISSQYLT 257 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMER+GV  EHSD+WDRF+++GGQKYKS 
Sbjct: 258 ALLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERYGVFVEHSDNWDRFFVRGGQKYKS 317 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           PKN++VEGDASSASYFLAGAAITGGT+TVEGCG  SLQGDVKFAEVLE MGAKVTWT+ S 
Sbjct: 318 PKNSFVEGDASSASYFLAGAAITGGTITVEGCGMDSLQGDVKFAEVLEKMGAKVTWTKNS 377 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR+  G+KHL+A+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
Sbjct: 378 VTVTGPPRDSSGQKHLRAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 437 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPPEKLNVT IDTYDDHRMAMAFSLAAC EV VTI+D 
Sbjct: 438 IAICTELRKLGATVEEGPDYCVITPPEKLNVTEIDTYDDHRMAMAFSLAACGEVQVTIKD 497 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCTRKTFPDYF+VL  + K+ 
Sbjct: 498 PGCTRKTFPDYFEVLERYTKH 518 
 
 
>gb|ACB37380.1| 5-enolpyruvylshikimate 3-phosphate synthase [Calystegia hederacea] 
          Length = 520 
 
 Score =  740 bits (1911), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 377/442 (85%), Positives = 408/442 (92%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS+GTTVVDNLL+S+D+HYMLGALRTLG 
Sbjct: 79  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSQGTTVVDNLLSSDDIHYMLGALRTLG 138 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L VE D A +RA V G GG FP   ++ +E+QLFLGNAG AMR LTAAV AAGGNA YVL 
Sbjct: 139 LRVEEDSAIQRATVEGSGGLFPASNESNDEIQLFLGNAGTAMRPLTAAVVAAGGNARYVL 198 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGAD+DCFLGT+CPPVRV G GGLPGGKVKLSGS+SSQYL 
Sbjct: 199 DGVPRMRERPIGDLVEGLKQLGADIDCFLGTNCPPVRVIGKGGLPGGKVKLSGSVSSQYL 258 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLALGDVEIEI+DKLIS+PYVEMT++LMERFGV  EHSDSWDRF I+GGQKYK 
Sbjct: 259 TALLMAAPLALGDVEIEIVDKLISVPYVEMTIKLMERFGVSVEHSDSWDRFLIRGGQKYK 318 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAA+TGGT+TVEGCGT+SLQGDVKFAEVLE MGA+V+WTE  
Sbjct: 319 SPGNAYVEGDASSASYFLAGAAVTGGTITVEGCGTSSLQGDVKFAEVLEKMGAEVSWTEN 378 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR P GRKHL+ IDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 379 SVTVKGPPRGPSGRKHLRGIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 438 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYCIITPPEKLN+T IDTYDDHRMAMAFSLAACA+VPVTI+ 
Sbjct: 439 MIAICTELRKLGATVEEGPDYCIITPPEKLNMTEIDTYDDHRMAMAFSLAACADVPVTIK 498 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYFDVLS F K+ 
Sbjct: 499 DPGCTRKTFPDYFDVLSKFSKH 520 
 
 
>sp|P17688.1|AROA_BRANA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase, 
           chloroplastic; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Flags: Precursor 
 emb|CAA35839.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brassica napus] 
          Length = 516 
 
 Score =  739 bits (1907), Expect = 0.0,   Method: Compositional matrix adjust. 
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 Identities = 368/443 (83%), Positives = 401/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 74  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKKL 133 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 134 GLNVERDSVNNRAVVEGCGGIFPASLDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 193 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 194 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 253 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV AEHSDSWDRF++KGGQKY 
Sbjct: 254 LTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSAEHSDSWDRFFVKGGQKY 313 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 314 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 373 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+A+DVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 374 NSVTVTGPSRDAFGMRHLRAVDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 433 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP K+    IDTYDDHRMAMAFSLAACA+VPVTI 
Sbjct: 434 RMIAICTELRKLGATVEEGSDYCVITPPAKVKPAEIDTYDDHRMAMAFSLAACADVPVTI 493 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF VL +  K+ 
Sbjct: 494 KDPGCTRKTFPDYFQVLESITKH 516 
 
 
>ref|XP_002880170.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arabidopsis lyrata 
           subsp. lyrata] 
 gb|EFH56429.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arabidopsis lyrata 
           subsp. lyrata] 
          Length = 516 
 
 Score =  738 bits (1904), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 367/443 (82%), Positives = 400/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 74  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKRL 133 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 134 GLNVETDSENNRAVVEGCGGIFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 193 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 194 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 253 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV  EHSDSWDRF++KGGQKY 
Sbjct: 254 LTALLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSTEHSDSWDRFFVKGGQKY 313 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 314 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 373 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGPPR+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 374 NSVTVTGPPRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 433 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP+K+    IDTYDDHRMAMAFSLAACA+VP+TI 
Sbjct: 434 RMIAICTELRKLGATVEEGSDYCVITPPKKVKPAEIDTYDDHRMAMAFSLAACADVPITI 493 
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Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DPGCTRKTFPDYF VL    K+ 
Sbjct: 494 NDPGCTRKTFPDYFQVLERITKH 516 
 
 
>dbj|BAA32276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oryza sativa Japonica 
           Group] 
          Length = 391 
 
 Score =  738 bits (1904), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 372/391 (95%), Positives = 383/391 (97%), Gaps = 1/391 (0%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           ML AL+ LGLSVEADK AKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTA 
Sbjct: 1   MLEALKALGLSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTA 60 
 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT+CPPVRV GIGGLPGGKVKL 
Sbjct: 61  AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTECPPVRVKGIGGLPGGKVKL 120 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
Sbjct: 121 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 180 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           YIKGGQKYKSP NAYVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMM 
Sbjct: 181 YIKGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMM 240 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAKVTWT+TSVTVTGPPREP+G+KHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
Sbjct: 241 GAKVTWTDTSVTVTGPPREPYGKKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 300 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN+TAIDTYDDHRMAMAFSLAA 
Sbjct: 301 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNITAIDTYDDHRMAMAFSLAA 360 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           CA+VPVTIRDPGCTRKTFP+YFDVLSTFV+N 
Sbjct: 361 CADVPVTIRDPGCTRKTFPNYFDVLSTFVRN 391 
 
 
>gb|AAL65913.1|AF440389_1 5-enolpyruvylshikimate-3-phosphate synthase [Orychophragmus 
           violaceus] 
          Length = 518 
 
 Score =  737 bits (1902), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 368/443 (83%), Positives = 401/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPIKEISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 76  ASEIVLQPIKEISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKKL 135 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 136 GLNVERDSENNRAVVEGCGGIFPASVDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 195 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 196 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 255 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV AEHS+SWDRF++KGGQKY 
Sbjct: 256 LTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSAEHSESWDRFFVKGGQKY 315 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 316 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 375 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+A+DVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
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Sbjct: 376 NSVTVTGPSRDAFGMRHLRAVDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 435 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP K+    IDTYDDHRMAMAFSLAACA+VPVTI 
Sbjct: 436 RMIAICTELRKLGATVEEGSDYCVITPPAKVKPAEIDTYDDHRMAMAFSLAACADVPVTI 495 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF VL +  K+ 
Sbjct: 496 KDPGCTRKTFPDYFQVLESITKH 518 
 
 
>gb|ACD80082.1| 5-enolpyruvylshikimate-3-phosphate synthase [Convolvulus arvensis] 
          Length = 520 
 
 Score =  737 bits (1902), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 377/442 (85%), Positives = 406/442 (91%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS+GTTVVDNLL+S+D+HYMLGAL TLG 
Sbjct: 79  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSQGTTVVDNLLSSDDIHYMLGALGTLG 138 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L VE D A +RA V G GG FP   ++ +E+QL LGNAG AMR LTAAV AAGGNA YVL 
Sbjct: 139 LRVEEDSAIQRATVEGSGGLFPASNESNDEIQLSLGNAGTAMRPLTAAVVAAGGNARYVL 198 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGAD+DCFLGT+CPPVRV G GGLP GKVKLSGS+SSQYL 
Sbjct: 199 DGVPRMRERPIGDLVEGLKQLGADIDCFLGTNCPPVRVIGKGGLPRGKVKLSGSVSSQYL 258 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLALGDVEIEI+DKLIS+PYVEMT++LMERFGV  EHSDSWDRFYI+GGQKYK 
Sbjct: 259 TALLMAAPLALGDVEIEIVDKLISVPYVEMTIKLMERFGVSVEHSDSWDRFYIRGGQKYK 318 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAA+TGGT+TVEGCGT+SLQGDVKFAEVLE MGA+V+WTE  
Sbjct: 319 SPGNAYVEGDASSASYFLAGAAVTGGTITVEGCGTSSLQGDVKFAEVLEKMGAEVSWTEN 378 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR PFGRKHL+ IDVNMNKMPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 379 SVTVKGPPRGPFGRKHLRGIDVNMNKMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 438 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA VEEGPDYCIITPPEKLNVT IDTYDDHRMAMAFSLAACA+VPVTI+ 
Sbjct: 439 MIAICTELRKLGAIVEEGPDYCIITPPEKLNVTEIDTYDDHRMAMAFSLAACADVPVTIK 498 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFPDYFDVLS F K+ 
Sbjct: 499 DPGCTRKTFPDYFDVLSKFSKH 520 
 
 
>sp|P23981.1|AROA1_TOBAC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase 1, 
           chloroplastic; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase 1; 
           Short=EPSP synthase 1; Flags: Precursor 
 gb|AAA34071.1| 5-enolpyruvylshikimate-3-phosphate synthase [Nicotiana tabacum] 
          Length = 518 
 
 Score =  736 bits (1901), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 366/442 (82%), Positives = 403/442 (91%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            EIVLQPIK+ISGTVKLPGSKSLSNRILLLAALS+G TVVDNLL+S+D+HYMLGAL+TLG 
Sbjct: 77  NEIVLQPIKDISGTVKLPGSKSLSNRILLLAALSKGRTVVDNLLSSDDIHYMLGALKTLG 136 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L VE D   +RA+V GCGG+FPV + ++EE+QLFLGNAG AMR LTAAVT AGG++ YVL 
Sbjct: 137 LHVEDDNENQRAIVEGCGGQFPVGKKSEEEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVL 196 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGA+VDCFLGT+CPPVR+   GGLPGGKVKLSGSISSQYL 
Sbjct: 197 DGVPRMRERPIGDLVDGLKQLGAEVDCFLGTNCPPVRIVSKGGLPGGKVKLSGSISSQYL 256 
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Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EH+ SWD+F ++GGQKYK 
Sbjct: 257 TALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHTSSWDKFLVRGGQKYK 316 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP  AYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGA+VTWTE  
Sbjct: 317 SPGKAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAEVTWTEN 376 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   G KHL+A+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
Sbjct: 377 SVTVKGPPRNSSGMKHLRAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 436 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+V EG DYCIITPPEKLNVT IDTYDDHRMAMAFSLAACA+VPVTI+ 
Sbjct: 437 MIAICTELRKLGATVVEGSDYCIITPPEKLNVTEIDTYDDHRMAMAFSLAACADVPVTIK 496 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DPGCTRKTFP+YFDVL  + K+ 
Sbjct: 497 DPGCTRKTFPNYFDVLQQYSKH 518 
 
 
>ref|XP_002894141.1| hypothetical protein ARALYDRAFT_474025 [Arabidopsis lyrata subsp. 
           lyrata] 
 gb|EFH70400.1| hypothetical protein ARALYDRAFT_474025 [Arabidopsis lyrata subsp. 
           lyrata] 
          Length = 523 
 
 Score =  736 bits (1900), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 365/443 (82%), Positives = 400/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           + EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTT+VDNLLNS+D++YML AL+ L 
Sbjct: 81  SSEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTLVDNLLNSDDINYMLDALKKL 140 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 141 GLNVETDSENNRAVVEGCGGIFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 200 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIG LVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 201 LDGVPRMRERPIGHLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 260 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV AEHSDSWDRF++KGGQKY 
Sbjct: 261 LTALLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSAEHSDSWDRFFVKGGQKY 320 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 321 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 380 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 381 NSVTVTGPSRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 440 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP+K+  T IDTYDDHRMAMAFSLAACA+VP+TI 
Sbjct: 441 RMIAICTELRKLGATVEEGSDYCVITPPKKVKPTEIDTYDDHRMAMAFSLAACADVPITI 500 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DPGCTRKTFPDYF VL    K+ 
Sbjct: 501 NDPGCTRKTFPDYFQVLERITKH 523 
 
 
>gb|ABG88197.1| EPSP synthase [Phaseolus vulgaris] 
          Length = 522 
 
 Score =  735 bits (1897), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 360/441 (81%), Positives = 391/441 (88%), Gaps = 2/441 (0%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
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           EI ++PIK+ SG +KLPG+KSLSNRILLLAALSEGTTVVDNLLNS+D+HYMLGAL+ LGL 
Sbjct: 83  EIEVEPIKDFSGWIKLPGTKSLSNRILLLAALSEGTTVVDNLLNSDDIHYMLGALKWLGL 142 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE DK    AVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA YVLD 
Sbjct: 143 RVETDKEINGAVVEGCGGIFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNAWYVLD 202 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRMRERPIGDLVVGLKQLGADVDCFLGT+CPPVRVN  GGLPGGKVKL GSISSQYL+ 
Sbjct: 203 GVPRMRERPIGDLVVGLKQLGADVDCFLGTNCPPVRVNAGGGLPGGKVKLFGSISSQYLT 262 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM+APLALGDVEIEIIDKLIS+PYVE+TL+LMERFGV  EH DSWDRF + GGQKYKS 
Sbjct: 263 ALLMSAPLALGDVEIEIIDKLISVPYVEVTLKLMERFGVSVEHWDSWDRFLVHGGQKYKS 322 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P NAYVEGDASSASY LAGAAITGGTVTVEGCGT SLQGDVKFAEVLE MG KV WTE S 
Sbjct: 323 PGNAYVEGDASSASYLLAGAAITGGTVTVEGCGTKSLQGDVKFAEVLEKMGCKVWWTENS 382 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGPPR+ FGR+ L+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE M 
Sbjct: 383 VTVTGPPRDLFGRRVLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETEEM 442 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +AI TEL KLGA+VEEGPDYC+ITPP+KL V  IDTYDDHR+ MAFSLAACA+VPVTI D 
Sbjct: 443 IAICTELRKLGATVEEGPDYCVITPPKKLKVAEIDTYDDHRIPMAFSLAACADVPVTIND 502 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CTRKTFPDYF+VL    K+ 
Sbjct: 503 P-CTRKTFPDYFEVLERLTKH 522 
 
 
>gb|AAS80163.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brassica rapa subsp. 
           campestris] 
          Length = 514 
 
 Score =  734 bits (1894), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 366/443 (82%), Positives = 400/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI++ISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL  L 
Sbjct: 72  ASEIVLQPIRQISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALNKL 131 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE D    RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 132 GLNVERDSENNRAVVEGCGGIFPASLDSKGDIELYLGNAGTAMRPLTAAVTAAGGNASYV 191 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIG+LVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 192 LDGVPRMRERPIGELVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 251 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV AEHSDSWDRF++KGGQKY 
Sbjct: 252 LTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSAEHSDSWDRFFVKGGQKY 311 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 312 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 371 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+A+DVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 372 NSVTVTGPSRDAFGMRHLRAVDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 431 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP K+    IDTYDDHRMAMAFSLAACA+VPVTI 
Sbjct: 432 RMIAICTELRKLGATVEEGSDYCVITPPAKVKPAEIDTYDDHRMAMAFSLAACADVPVTI 491 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +DPGCTRKTFPDYF VL +  K+ 
Sbjct: 492 KDPGCTRKTFPDYFQVLESITKH 514 
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>ref|NP_175317.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative / 
           5-enolpyruvylshikimate-3-phosphate, putative / EPSP 
           synthase, putative [Arabidopsis thaliana] 
 gb|AAG29739.1|AC084414_7 5-enolpyruvylshikimate-3-phosphate (EPSP) synthase, putative 
           [Arabidopsis thaliana] 
 gb|AAG50661.1|AC084242_5 5-enolpyruvylshikimate-3-phosphate, putative [Arabidopsis thaliana] 
 gb|AAK25934.1|AF360224_1 putative 5-enolpyruvylshikimate-3-phosphate (EPSP) synthase 
           [Arabidopsis thaliana] 
 gb|AAK64123.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Arabidopsis 
           thaliana] 
          Length = 521 
 
 Score =  733 bits (1892), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 365/443 (82%), Positives = 399/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 79  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKIL 138 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE      RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 139 GLNVETHSENNRAVVEGCGGVFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 198 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 199 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 258 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV AEHS+SWDRF++KGGQKY 
Sbjct: 259 LTALLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSAEHSESWDRFFVKGGQKY 318 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 319 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 378 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 379 NSVTVTGPSRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 438 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP+K+    IDTYDDHRMAMAFSLAACA+VP+TI 
Sbjct: 439 RMIAICTELRKLGATVEEGSDYCVITPPKKVKPAEIDTYDDHRMAMAFSLAACADVPITI 498 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DPGCTRKTFPDYF VL    K+ 
Sbjct: 499 NDPGCTRKTFPDYFQVLERITKH 521 
 
 
>gb|AAM63771.1| 5-enolpyruvylshikimate-3-phosphate (EPSP) synthase, putative 
           [Arabidopsis thaliana] 
          Length = 521 
 
 Score =  731 bits (1888), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 364/443 (82%), Positives = 399/443 (90%), Gaps = 1/443 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 79  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKIL 138 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE      RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 139 GLNVETHSENNRAVVEGCGGVFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 198 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVP+MRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 199 LDGVPQMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 258 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV AEHS+SWDRF++KGGQKY 
Sbjct: 259 LTALLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSAEHSESWDRFFVKGGQKY 318 
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Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 319 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 378 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 379 NSVTVTGPSRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 438 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RM+AI TEL KLGA+VEEG DYC+ITPP+K+    IDTYDDHRMAMAFSLAACA+VP+TI 
Sbjct: 439 RMIAICTELRKLGATVEEGSDYCVITPPKKVKPAEIDTYDDHRMAMAFSLAACADVPITI 498 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DPGCTRKTFPDYF VL    K+ 
Sbjct: 499 NDPGCTRKTFPDYFQVLERITKH 521 
 
 
>sp|P10748.1|AROA_SOLLC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase, 
           chloroplastic; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Flags: Precursor 
 gb|AAA34136.1| 5-enolpyruvylshikimate-3-phosphate synthase precursor (EC 2.5.1.19) 
           [Solanum lycopersicum] 
          Length = 520 
 
 Score =  730 bits (1884), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 365/442 (82%), Positives = 399/442 (90%), Gaps = 1/442 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            EIVL PIK+ISGTVKLPGSKSLSNRILLLAALSEG TVVDNLL+S+D+HYMLGAL+TLG 
Sbjct: 79  HEIVLXPIKDISGTVKLPGSKSLSNRILLLAALSEGRTVVDNLLSSDDIHYMLGALKTLG 138 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L VE D   +RA+V GCGG+FPV + ++EE+QLFLGNAG AMR LTAAVT AGG++ YVL 
Sbjct: 139 LHVEDDNENQRAIVEGCGGQFPVGKKSEEEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVL 198 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGA+VDC LGT+CPPVR+   GGLPGGKVKLSGSISSQYL 
Sbjct: 199 DGVPRMRERPIGDLVDGLKQLGAEVDCSLGTNCPPVRIVSKGGLPGGKVKLSGSISSQYL 258 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EHS  WDRF +KGGQKYK 
Sbjct: 259 TALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVFVEHSSGWDRFLVKGGQKYK 318 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP  A+VEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGA+VTWTE  
Sbjct: 319 SPGKAFVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAEVTWTEN 378 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTV GPPR   G KHL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETER 
Sbjct: 379 SVTVKGPPRNSSGMKHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETER 438 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+V EG DYCIITPPEKLNVT IDTYDDHRMAMAFSLAACA+VPVTI+ 
Sbjct: 439 MIAICTELRKLGATVVEGSDYCIITPPEKLNVTEIDTYDDHRMAMAFSLAACADVPVTIK 498 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           +PGCTRKTFPDYF+VL  + K+ 
Sbjct: 499 NPGCTRKTFPDYFEVLQKYSKH 520 
 
 
>ref|NP_973996.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative / 
           5-enolpyruvylshikimate-3-phosphate, putative / EPSP 
           synthase, putative [Arabidopsis thaliana] 
          Length = 489 
 
 Score =  717 bits (1850), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 365/468 (77%), Positives = 399/468 (85%), Gaps = 26/468 (5%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
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           A EIVLQPI+EISG +KLPGSKSLSNRILLLAALSEGTTVVDNLLNS+D++YML AL+ L 
Sbjct: 22  ASEIVLQPIREISGLIKLPGSKSLSNRILLLAALSEGTTVVDNLLNSDDINYMLDALKIL 81 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL+VE      RAVV GCGG FP   D+K +++L+LGNAG AMR LTAAVTAAGGNA+YV 
Sbjct: 82  GLNVETHSENNRAVVEGCGGVFPASIDSKSDIELYLGNAGTAMRPLTAAVTAAGGNASYV 141 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLVVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQY 
Sbjct: 142 LDGVPRMRERPIGDLVVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQY 201 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEI+DKLIS+PYVEMTL+LMERFGV AEHS+SWDRF++KGGQKY 
Sbjct: 202 LTALLMAAPLALGDVEIEIVDKLISVPYVEMTLKLMERFGVSAEHSESWDRFFVKGGQKY 261 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP NAYVEGDASSASYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE 
Sbjct: 262 KSPGNAYVEGDASSASYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTE 321 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVTVTGP R+ FG +HL+AIDVNMNKMPDVAMTLAVVALFADGPT IRDVASWRVKETE 
Sbjct: 322 NSVTVTGPSRDAFGMRHLRAIDVNMNKMPDVAMTLAVVALFADGPTTIRDVASWRVKETE 381 
 
Query: 363 RMVAIRTELTK-------------------------LGASVEEGPDYCIITPPEKLNVTA 397 
           RM+AI TEL K                         LGA+VEEG DYC+ITPP+K+     
Sbjct: 382 RMIAICTELRKVKFFFSLSLSVYSAHSKKFCGICVQLGATVEEGSDYCVITPPKKVKPAE 441 
 
Query: 398 IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           IDTYDDHRMAMAFSLAACA+VP+TI DPGCTRKTFPDYF VL    K+ 
Sbjct: 442 IDTYDDHRMAMAFSLAACADVPITINDPGCTRKTFPDYFQVLERITKH 489 
 
 
>ref|XP_002993040.1| hypothetical protein SELMODRAFT_162776 [Selaginella moellendorffii] 
 gb|EFJ05879.1| hypothetical protein SELMODRAFT_162776 [Selaginella moellendorffii] 
          Length = 453 
 
 Score =  665 bits (1715), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 327/442 (73%), Positives = 367/442 (83%), Gaps = 1/442 (0%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           A  E++ L+P+  ISGTVKLPGSKSLSNR LLLAAL+EGTT V+NLL+S+DV YM+ AL+ 
Sbjct: 9   AHLEKLELKPVTTISGTVKLPGSKSLSNRTLLLAALAEGTTFVENLLDSDDVRYMVAALK 68 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE-VQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           TLGL V  D+A   A VVGCGGKFPV++   E ++LFLGNAG AMR LTAAV  AG NA  
Sbjct: 69  TLGLDVSEDRANNTATVVGCGGKFPVKEQNGEGIELFLGNAGTAMRPLTAAVAVAGRNAR 128 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y+LDGVPRMRERPIGDLV GLKQLGADV+C   T CPPV VN  GGLPGG +KLSGSISS 
Sbjct: 129 YILDGVPRMRERPIGDLVDGLKQLGADVECNPSTRCPPVTVNAKGGLPGGNIKLSGSISS 188 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYL+ALL++APLA GDVEIEI+DKLIS+PYV+MTL+LMERFGV  +   +W++F I G Q 
Sbjct: 189 QYLTALLLSAPLATGDVEIEIVDKLISVPYVDMTLKLMERFGVSVQRYGAWEKFTIAGNQ 248 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y+SP  AYVEGDASSASYFLAGAAITGGTV VEGCGTTSLQGDVKFA+VLE MGA V W 
Sbjct: 249 TYRSPGKAYVEGDASSASYFLAGAAITGGTVKVEGCGTTSLQGDVKFAKVLEKMGATVEW 308 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           TE+SVTVTGPP      + LK IDVNMN MPDVAMTLAVVAL+ADGPTAIRDVASWRVKE 
Sbjct: 309 TESSVTVTGPPVSTKTGRRLKGIDVNMNAMPDVAMTLAVVALYADGPTAIRDVASWRVKE 368 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TERM+AI TEL KLGA+VEEGPDYCIITPP+ +   AIDTYDDHRMAMAFSLAAC   P+ 
Sbjct: 369 TERMIAICTELRKLGATVEEGPDYCIITPPKTIKPAAIDTYDDHRMAMAFSLAACGGTPI 428 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
           TI DP C RKTFP YFDV S+  
Sbjct: 429 TINDPSCVRKTFPTYFDVFSSM 450 
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>ref|XP_002972123.1| hypothetical protein SELMODRAFT_270937 [Selaginella moellendorffii] 
 gb|EFJ27040.1| hypothetical protein SELMODRAFT_270937 [Selaginella moellendorffii] 
          Length = 453 
 
 Score =  662 bits (1709), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 324/439 (73%), Positives = 365/439 (83%), Gaps = 1/439 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L+P+  ISGTVKLPGSKSLSNR LLLAAL+EGTT V+NLL+S+DV YM+ AL+TLG 
Sbjct: 12  EKLELKPVTTISGTVKLPGSKSLSNRTLLLAALAEGTTFVENLLDSDDVRYMVAALKTLG 71 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEE-VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           L V  D+    A VVGCGGKFPV++   E ++LFLGNAG AMR LTAAV  AG NA Y+L 
Sbjct: 72  LDVSEDRPNNTATVVGCGGKFPVKEQNGEGIELFLGNAGTAMRPLTAAVAVAGRNARYIL 131 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLV GLKQLGADV+C   T CPPV VN  GGLPGG +KLSGS+SSQYL 
Sbjct: 132 DGVPRMRERPIGDLVDGLKQLGADVECNPSTRCPPVTVNAKGGLPGGNIKLSGSVSSQYL 191 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALL++APLA GDVEIEI+DKLIS+PYV+MTL+LMERFGV  +    W++F I G Q Y+ 
Sbjct: 192 TALLLSAPLATGDVEIEIVDKLISVPYVDMTLKLMERFGVSVQRYGGWEKFTIAGNQTYR 251 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP  AYVEGDASSASYFLAGAAITGGTV VEGCGTTSLQGDVKFA+VLE MGA V WTE+ 
Sbjct: 252 SPGKAYVEGDASSASYFLAGAAITGGTVKVEGCGTTSLQGDVKFAKVLEKMGATVEWTES 311 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTVTGPP      + LK IDVNMN MPDVAMTLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 312 SVTVTGPPVSAKTGRRLKGIDVNMNAMPDVAMTLAVVALYADGPTAIRDVASWRVKETER 371 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+VEEGPDYCIITPP+ +   AIDTYDDHRMAMAFSLAAC + P+TI  
Sbjct: 372 MIAICTELRKLGATVEEGPDYCIITPPKTIKPAAIDTYDDHRMAMAFSLAACGDTPITIN 431 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           DP C RKTFP YFDV S+  
Sbjct: 432 DPSCVRKTFPTYFDVFSSM 450 
 
 
>emb|CBI38901.3| unnamed protein product [Vitis vinifera] 
          Length = 463 
 
 Score =  659 bits (1700), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 346/430 (80%), Positives = 381/430 (88%), Gaps = 15/430 (3%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EIVLQPIKEISGT+ LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 
Sbjct: 47  EIVLQPIKEISGTITLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 106 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            VE     KR +V GCGG+FPV +   ++VQLFLGN   A R+LTAAVTAAGGNA+YVLD 
Sbjct: 107 QVEEQSENKRVIVQGCGGQFPVGNGSVDQVQLFLGNCATATRALTAAVTAAGGNASYVLD 166 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RMRERPIGDLV GLKQLGADV+CFLGT+CPPV VNG GGLPGGKVKLSGSISSQYL+ 
Sbjct: 167 GVLRMRERPIGDLVTGLKQLGADVNCFLGTNCPPVYVNGNGGLPGGKVKLSGSISSQYLT 226 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYK 243 
           ALLMAAPLALGDVEIEIID+LISIPYVEMTL++MERFGV  EH ++WDR F I+GG+KY  
Sbjct: 227 ALLMAAPLALGDVEIEIIDRLISIPYVEMTLKVMERFGVSVEHGNTWDRRFLIRGGKKY- 285 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                       +ASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE  GAKV+WTE  
Sbjct: 286 ------------NASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEQTGAKVSWTEN 333 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTVTGPPR+  GRKHL+AIDVNMN+MPDVA+TLAVVAL+ADGPTAIRDVASWRVKETER 
Sbjct: 334 SVTVTGPPRDSSGRKHLRAIDVNMNEMPDVAITLAVVALYADGPTAIRDVASWRVKETER 393 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+AI TEL KLGA+V EGPDYC+ITPPEKLNVT+IDTYDDHRMAMAFSLAACA+VPVTI+ 
Sbjct: 394 MIAICTELRKLGATVVEGPDYCVITPPEKLNVTSIDTYDDHRMAMAFSLAACADVPVTIK 453 
 
Query: 424 DPGCTRKTFP 433 
           DPGCT++  P 
Sbjct: 454 DPGCTKEKLP 463 
 
 
>gb|AAK20397.1|AF349754_1 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 347 
 
 Score =  645 bits (1663), Expect = 0.0,   Method: Compositional matrix adjust. 
 Identities = 325/346 (93%), Positives = 336/346 (97%), Gaps = 1/346 (0%) 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           LSVEADK AKRAVVVGCGG+FP E DAKEEV+LFLGNAG AMR LTAAV AAGGNATYVL 
Sbjct: 2   LSVEADKVAKRAVVVGCGGRFPXEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGGNATYVL 61 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGVPRMRERPIGDLVVGLKQLGA+VDCFLGTDCPPVR+NGIGGLPGGKVKLSGSISSQYL 
Sbjct: 62  DGVPRMRERPIGDLVVGLKQLGANVDCFLGTDCPPVRINGIGGLPGGKVKLSGSISSQYL 121 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S+LLMAAPLALGDVEIEIIDKLIS+PYVEMTLRLMERFGV AEHSDSWDRFYIKGGQK K 
Sbjct: 122 SSLLMAAPLALGDVEIEIIDKLISVPYVEMTLRLMERFGVTAEHSDSWDRFYIKGGQKXK 181 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP NAYVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMMGAKVTWT+T 
Sbjct: 182 SPGNAYVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMMGAKVTWTDT 241 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SVTVTGPPR+PFGRKHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
Sbjct: 242 SVTVTGPPRQPFGRKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 301 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           MVAI TELTKLGA+VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
Sbjct: 302 MVAICTELTKLGATVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 347 
 
 
>ref|XP_001771376.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ63766.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 473 
 
 Score =  627 bits (1618), Expect = e-178,   Method: Compositional matrix adjust. 
 Identities = 325/449 (72%), Positives = 367/449 (81%), Gaps = 5/449 (1%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           A  EEI LQPIK ISG +KLPGSKSLSNR LLLAALSEG TVV+NLL+SEDV YM+GAL+ 
Sbjct: 25  ASVEEITLQPIKTISGKIKLPGSKSLSNRTLLLAALSEGETVVENLLDSEDVRYMIGALK 84 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEE---VQLFLGNAGIAMRSLTAAVTAAGG 117 
           TLG  +  D+A  R V+ G GG FPV  DA+E    V+LFLGNAG AMR LTAAVTAAGG 
Sbjct: 85  TLGYDIHEDRAENRCVIKGSGGVFPVARDAEERGQVVKLFLGNAGTAMRPLTAAVTAAGG 144 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRVNGIGGLPGGKVKLSG 176 
           NA+Y LDGVPRMRERPI DLV+GL+QLGADV C     +CPPV +N  GGLPGG V+LSG 
Sbjct: 145 NASYELDGVPRMRERPIVDLVMGLQQLGADVTCTEDYPNCPPVLINAKGGLPGGTVRLSG 204 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            +SSQYLSALLMAAPLALGDVEI ++DKL+S+PYV+MTLRLMERFGVK +  D W+RF I 
Sbjct: 205 KVSSQYLSALLMAAPLALGDVEIIMVDKLVSVPYVDMTLRLMERFGVKVDRHDGWERFSI 264 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           KGGQ YKSP +AYVEGDASSASYFLAGAA+TGGT+TVEGCGTTSLQGDVKFAEVLE MGA 
Sbjct: 265 KGGQTYKSPGSAYVEGDASSASYFLAGAAVTGGTITVEGCGTTSLQGDVKFAEVLEKMGA 324 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            V W + +VTVTG P +    K LKAIDV+MN MPDVAMTLAV+ LFADGP AIRDV +W 
Sbjct: 325 TVQWGDHTVTVTGAPADFTTGKRLKAIDVDMNAMPDVAMTLAVLGLFADGPVAIRDVENW 384 
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Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           RVKETERM AI  ELTKLGA VEEG DYCI+TPP+++    +DTYDDHRMAMAFSLAAC  
Sbjct: 385 RVKETERMRAIVDELTKLGAEVEEGQDYCIVTPPKRITPAKVDTYDDHRMAMAFSLAACG 444 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           +  +TIRDPGCTRKTFP YF  L    ++ 
Sbjct: 445 DTAITIRDPGCTRKTFPTYFTELEKLCQH 473 
 
 
>gb|AAT45237.1| 5-enol-pyruvylshikimate-phosphate synthase [Erigeron annuus] 
          Length = 360 
 
 Score =  626 bits (1614), Expect = e-177,   Method: Compositional matrix adjust. 
 Identities = 302/360 (83%), Positives = 332/360 (92%), Gaps = 1/360 (0%) 
 
Query: 45  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGI 103 
           DNLLNS+DVHYMLGALR LGL+VE + A KRA+V GCGG FPV ++AK+E+QLFLGNAG  
Sbjct: 1   DNLLNSDDVHYMLGALRALGLNVEENGAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGT 60 
 
Query: 104 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 163 
           AMR LTAAVTAAGGN++YVLDGVPRMRERPIGDLV GLKQLGA+VDC LGT+CPPVRV G 
Sbjct: 61  AMRPLTAAVTAAGGNSSYVLDGVPRMRERPIGDLVTGLKQLGANVDCSLGTNCPPVRVVG 120 
 
Query: 164 IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 223 
            GGLPGGKVKLSGSISSQYL++LLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV 
Sbjct: 121 SGGLPGGKVKLSGSISSQYLTSLLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGV 180 
 
Query: 224 KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 283 
             EH+D+WDRF+++GGQKYKSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQG 
Sbjct: 181 SVEHNDTWDRFHVRGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQG 240 
 
Query: 284 DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 343 
           DVKFAEVL  MGA+VTWTE SVTV GPPR   GR HL+ +DVNMNKMPDVAMTLAVVAL+ 
Sbjct: 241 DVKFAEVLGQMGAEVTWTENSVTVKGPPRNSSGRGHLRPVDVNMNKMPDVAMTLAVVALY 300 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 403 
           ABGPTAIRDVASWRVKETERM+AI TEL KLGA+VEEG DYC+ITPPEKLNVTAIDTYDD 
Sbjct: 301 ABGPTAIRDVASWRVKETERMIAICTELRKLGATVEEGTDYCVITPPEKLNVTAIDTYDD 360 
 
 
>ref|XP_001760785.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ74524.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 454 
 
 Score =  620 bits (1599), Expect = e-175,   Method: Compositional matrix adjust. 
 Identities = 326/453 (71%), Positives = 364/453 (80%), Gaps = 12/453 (2%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEI LQPIK ISGT+KLPGSKSLSNR LLLAALSEGTTVV+NLL+SEDV YM+ AL+TLG 
Sbjct: 2   EEITLQPIKTISGTIKLPGSKSLSNRTLLLAALSEGTTVVENLLDSEDVRYMVAALQTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV----EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             +E D+AA R V+ G GG FP+    E + E V LFLGNAG AMR LTAAV AAGGN + 
Sbjct: 62  FKIEEDRAANRLVIEGEGGVFPIARDAEKSGETVNLFLGNAGTAMRPLTAAVVAAGGNVS 121 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGG-------LPGGKV 172 
           YVLDGVPRMRERPI DLV GL+QLGADV C     +CPPV +N           LPGG V 
Sbjct: 122 YVLDGVPRMRERPIIDLVAGLQQLGADVKCTEEYPNCPPVIINDKSSGSKSKGGLPGGTV 181 
 
Query: 173 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
            LSG +SSQYLSALLMAAPLALGDVEI +IDKL+S+PYV+MTLRLMERFGVK E    W+ 
Sbjct: 182 HLSGKVSSQYLSALLMAAPLALGDVEIVMIDKLVSVPYVDMTLRLMERFGVKVERHGGWE 241 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           RF IKGGQ YKSP NAYVEGDASSASYFLAGAA+TGGT+TVEGCGT+SLQGDVKFA VLE 
Sbjct: 242 RFSIKGGQTYKSPGNAYVEGDASSASYFLAGAAVTGGTITVEGCGTSSLQGDVKFAAVLE 301 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            MGAKV WTE SVTVTG P +P   K LK+IDV+MN MPDVAMTLAV+ LF+DGP AIRD 
Sbjct: 302 KMGAKVEWTEHSVTVTGAPVDPRTGKRLKSIDVDMNAMPDVAMTLAVLGLFSDGPVAIRD 361 
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Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           V +WRVKETERM AI  ELTKLGA VEEG DYCI+TPP+++    I+TYDDHRMAMAFSL 
Sbjct: 362 VENWRVKETERMRAIVDELTKLGAEVEEGQDYCIVTPPKRITPAKIETYDDHRMAMAFSL 421 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           AAC +VP+TI DPGCTRKTFP YF  L    ++ 
Sbjct: 422 AACGDVPITILDPGCTRKTFPTYFTELEKLCQH 454 
 
 
>gb|AAT45234.1| 5-enol-pyruvylshikimate-phosphate synthase [Amaranthus 
           tuberculatus] 
          Length = 357 
 
 Score =  613 bits (1582), Expect = e-173,   Method: Compositional matrix adjust. 
 Identities = 298/357 (83%), Positives = 323/357 (90%), Gaps = 1/357 (0%) 
 
Query: 47  LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAM 105 
           LL S+D+ YML ALRTLGL VE D   KRAVV GCGG FPV +D KEE+QLFLGNAG AM 
Sbjct: 1   LLYSDDILYMLDALRTLGLKVEDDNTDKRAVVEGCGGLFPVGKDGKEEIQLFLGNAGTAM 60 
 
Query: 106 RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 165 
           R LTAAV  AGGN++YVLDGVPRMRERPIGDLV GLKQLG+DVDCFLGT+CPPVRVN  G 
Sbjct: 61  RPLTAAVAVAGGNSSYVLDGVPRMRERPIGDLVAGLKQLGSDVDCFLGTNCPPVRVNAKG 120 
 
Query: 166 GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 225 
           GLPGGKVKLSGS+SSQYL+ALLMA PL LGDVEIEI+DKLIS+PYVEMT+RLMERFGV   
Sbjct: 121 GLPGGKVKLSGSVSSQYLTALLMATPLGLGDVEIEIVDKLISVPYVEMTIRLMERFGVSV 180 
 
Query: 226 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 285 
           EHSDSWDRF+I+GGQKYKSP  AYVEGDASSASYFLAGAA+TGGTVTV+GCGT+SLQGDV 
Sbjct: 181 EHSDSWDRFFIRGGQKYKSPGKAYVEGDASSASYFLAGAAVTGGTVTVKGCGTSSLQGDV 240 
 
Query: 286 KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 345 
           KFAEVLE MG KVTWT+ SVTVTGPPRE  GRKHL+AIDVNMNKMPDVAMTLAVVAL+AD 
Sbjct: 241 KFAEVLEKMGCKVTWTDNSVTVTGPPRESSGRKHLRAIDVNMNKMPDVAMTLAVVALYAD 300 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           GPTAIRDVASWRVKETERM+AI TEL KLGA+VEEG DYC+ITPPEKLN TAI+TYD 
Sbjct: 301 GPTAIRDVASWRVKETERMIAICTELRKLGATVEEGSDYCVITPPEKLNPTAIETYD 357 
 
 
>gb|AAT45236.1| 5-enol-pyruvylshikimate-phosphate synthase [Erigeron annuus] 
          Length = 358 
 
 Score =  607 bits (1564), Expect = e-171,   Method: Compositional matrix adjust. 
 Identities = 309/358 (86%), Positives = 336/358 (93%), Gaps = 1/358 (0%) 
 
Query: 47  LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAM 105 
           LLNS+DVHYMLGALRTLGL+VE D A KRA+V GCGG FPV ++AK+++QLFLGNAG AM 
Sbjct: 1   LLNSDDVHYMLGALRTLGLNVEEDGAIKRAIVEGCGGVFPVGKEAKDDIQLFLGNAGTAM 60 
 
Query: 106 RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 165 
           R LTAAVTAAGGN++YVLDGVPRMRERPIGDLV+GLKQLGADVDC LGT+CPPVRV G G 
Sbjct: 61  RPLTAAVTAAGGNSSYVLDGVPRMRERPIGDLVMGLKQLGADVDCSLGTNCPPVRVVGGG 120 
 
Query: 166 GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 225 
           GLPGGKVKLSGSISSQYL+ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LMERFGV   
Sbjct: 121 GLPGGKVKLSGSISSQYLTALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSV 180 
 
Query: 226 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 285 
           EHSDSWDRF+I+GGQKYKSP NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDV 
Sbjct: 181 EHSDSWDRFFIRGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDV 240 
 
Query: 286 KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 345 
           KFAEVL  MGA+VTWTE SVTV GPPR+  GRKHL+A+DVNMNKMPDVAMTLAVVAL+AD 
Sbjct: 241 KFAEVLGQMGAEVTWTENSVTVKGPPRDSSGRKHLRAVDVNMNKMPDVAMTLAVVALYAD 300 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 403 
           GPTAIRDVASWRVKETERM+AI TEL KLGA+VEEGPDYC+ITPPEKLNVTAIDTYDD 
Sbjct: 301 GPTAIRDVASWRVKETERMIAICTELRKLGATVEEGPDYCVITPPEKLNVTAIDTYDD 358 
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>gb|ACY30625.1| EPSP synthase [Ginkgo biloba] 
          Length = 353 
 
 Score =  598 bits (1543), Expect = e-169,   Method: Compositional matrix adjust. 
 Identities = 290/350 (82%), Positives = 311/350 (88%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 155 
           LFLGNAG AMR LTAAVTAAGG A Y+LDGVPRMRERPIGDLVVGLKQLGADV C L TD 
Sbjct: 1   LFLGNAGTAMRPLTAAVTAAGGKARYILDGVPRMRERPIGDLVVGLKQLGADVGCVLNTD 60 
 
Query: 156 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 215 
           CPPV +N  GGLPGG VKLSGSISSQYL+ALLM APLALGDV+IEIIDKL+SIPYVEMTL 
Sbjct: 61  CPPVYINANGGLPGGTVKLSGSISSQYLTALLMTAPLALGDVQIEIIDKLVSIPYVEMTL 120 
 
Query: 216 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           +LMERFGV  +  D W+ F IKGGQ YKSP  A+VEGDASSASYFLAGAAITGGTVTVEG 
Sbjct: 121 KLMERFGVTVDRHDGWEHFSIKGGQVYKSPGKAFVEGDASSASYFLAGAAITGGTVTVEG 180 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 335 
           CGT+SLQGDVKFAEVLE MGAKVTW++ SVTVTGPP +   RKHL  IDVNMNKMPDVAM 
Sbjct: 181 CGTSSLQGDVKFAEVLEKMGAKVTWSDNSVTVTGPPVKASRRKHLHGIDVNMNKMPDVAM 240 
 
Query: 336 TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 395 
           TLAVVALFADGPTAIRDVA+WRVKETERM+AI TEL KLGA+VEEGPDYCIITPPE+LNV 
Sbjct: 241 TLAVVALFADGPTAIRDVANWRVKETERMLAICTELRKLGATVEEGPDYCIITPPERLNV 300 
 
Query: 396 TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           T+IDTYDDHRMAMAFSLAAC +VPVTI DPGCTRKTFPDYFDV     ++ 
Sbjct: 301 TSIDTYDDHRMAMAFSLAACGDVPVTINDPGCTRKTFPDYFDVFGRVAQH 350 
 
 
>sp|P23281.1|AROA2_TOBAC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase 2; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase 2; Short=EPSP synthase 2 
 gb|AAA34072.1| 5-enolpyruvylshikimate-3-phosphate synthase [Nicotiana tabacum] 
          Length = 338 
 
 Score =  578 bits (1489), Expect = e-163,   Method: Compositional matrix adjust. 
 Identities = 289/338 (85%), Positives = 308/338 (91%) 
 
Query: 108 LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 167 
           LTAAV  AGGN+ YVLDGVPRMRERPIGDLV GLKQLGA+VDCFLGT CPPVR+   GGL 
Sbjct: 1   LTAAVAVAGGNSRYVLDGVPRMRERPIGDLVDGLKQLGAEVDCFLGTKCPPVRIVSKGGL 60 
 
Query: 168 PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 227 
           PGGKVKLSGSISSQYL+ALLMAAPLALGDVEIEIIDKLIS+ YVEMTL+LMERFG+  EH 
Sbjct: 61  PGGKVKLSGSISSQYLTALLMAAPLALGDVEIEIIDKLISVLYVEMTLKLMERFGISVEH 120 
 
Query: 228 SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 287 
           S SWDRF ++GGQKYKSP  AYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKF 
Sbjct: 121 SSSWDRFVVRGGQKYKSPGKAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKF 180 
 
Query: 288 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 347 
           AEVLE MGA+VTWTE SVTV GPPR     KHL+AIDVNMNKMPDVAMTLAVVALFADGP 
Sbjct: 181 AEVLEQMGAEVTWTENSVTVKGPPRNSSAMKHLRAIDVNMNKMPDVAMTLAVVALFADGP 240 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
           TAIRDVASWRVKETERM+AI TEL KLGA+VEEGPDYCIITPPEKLNVT IDTYDDHRMA 
Sbjct: 241 TAIRDVASWRVKETERMIAICTELRKLGATVEEGPDYCIITPPEKLNVTEIDTYDDHRMA 300 
 
Query: 408 MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           MAFSLAACA+VPVTI DPGCTRKTFP+YFDVL  + K+ 
Sbjct: 301 MAFSLAACADVPVTINDPGCTRKTFPNYFDVLQQYSKH 338 
 
 
>gb|AAN77867.1| 5-enolpyruvylshikimate-3-phosphate synthase [Vitis vinifera] 
          Length = 330 
 
 Score =  574 bits (1480), Expect = e-162,   Method: Compositional matrix adjust. 
 Identities = 285/331 (86%), Positives = 311/331 (93%), Gaps = 1/331 (0%) 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 102



 

 

 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           AGGNA+YVLDGVPRMRERPIGDLV GLKQLGADV+CFLGT+CPPVRV+G GGLPGGKVKL 
Sbjct: 1   AGGNASYVLDGVPRMRERPIGDLVTGLKQLGADVNCFLGTNCPPVRVSGNGGLPGGKVKL 60 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           SGSISSQYL+ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EHS++WDRF 
Sbjct: 61  SGSISSQYLTALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHSNTWDRF 120 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I+GGQKYKSP NA+VEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKF E L  M 
Sbjct: 121 LIRGGQKYKSPGNAFVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFVEFLS-M 179 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAKV+WTE SVTVTGPP++  GRKHL+AIDVNMNKMPDVAMTLAVVAL+A+GPTAIRDVA 
Sbjct: 180 GAKVSWTENSVTVTGPPQDSSGRKHLRAIDVNMNKMPDVAMTLAVVALYAEGPTAIRDVA 239 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           SWRVKETERM+AI TEL KLGA+VEEGPDYC+ITPPEKLNVT+IDTYDDHRMAMAFSLAA 
Sbjct: 240 SWRVKETERMIAICTELRKLGATVEEGPDYCVITPPEKLNVTSIDTYDDHRMAMAFSLAA 299 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           CA+VPVTI+DPGC RKT PDYF+VL  F K+ 
Sbjct: 300 CADVPVTIKDPGCIRKTSPDYFEVLQRFTKH 330 
 
 
>ref|XP_001422572.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
 gb|ABP00889.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
          Length = 436 
 
 Score =  570 bits (1470), Expect = e-160,   Method: Compositional matrix adjust. 
 Identities = 294/447 (65%), Positives = 339/447 (75%), Gaps = 19/447 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L+P+K+I GTV+LPGSKSLSNRILLLAAL+EGTT V+NLL+S+D+ YM+ AL+ LG 
Sbjct: 2   EQLTLKPMKKIEGTVRLPGSKSLSNRILLLAALAEGTTKVENLLDSDDIRYMVDALKVLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           LS   D+      + GCGGK PVE A    +LFLGNAG AMR LTAAV AA G  T++LD 
Sbjct: 62  LSFTEDRENNILEITGCGGKLPVEGA----ELFLGNAGTAMRPLTAAV-AAAGKGTFILD 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RMRERPI DLV GL QLG   +C +GT CPPV+V    GLPGG+V+LSGS+SSQYL+ 
Sbjct: 117 GVERMRERPIQDLVDGLVQLGVKAECTMGTGCPPVKVEA-NGLPGGRVELSGSVSSQYLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL  G +EI I+D+LIS PYVEMT+ LMERFGVK E +D    F I+GGQKY S 
Sbjct: 176 ALLMAAPLCEGSIEIVIVDELISKPYVEMTITLMERFGVKVEKADDLQSFKIQGGQKYIS 235 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +A+VEGDASSASYFLAGA ITGGTVTV GCG+ S+QGD  FA  +E MGA + W   S 
Sbjct: 236 PGSAFVEGDASSASYFLAGATITGGTVTVIGCGSESIQGDTNFAYTMEQMGATLEWGPNS 295 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VT TGP      +  LKAIDVNMN MPD AMTLAV ALFADG T IRDVASWRVKETERM 
Sbjct: 296 VTCTGP------KGPLKAIDVNMNAMPDAAMTLAVAALFADGITTIRDVASWRVKETERM 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-------IDTYDDHRMAMAFSLAACAE 417 
           +AI TEL KLG  V EG DYC+ITPP KL+  A       IDTYDDHRMAMAF+LAAC + 
Sbjct: 350 IAICTELRKLGCDVFEGADYCVITPPHKLDPPAKMKANVDIDTYDDHRMAMAFALAACGD 409 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           V V I DP CT+KTFP YFDVL +  K 
Sbjct: 410 VDVVINDPKCTKKTFPTYFDVLKSVAK 436 
 
 
>gb|ABM68632.1| plastid EPSP synthase [Dunaliella salina] 
          Length = 514 
 
 Score =  555 bits (1429), Expect = e-156,   Method: Compositional matrix adjust. 
 Identities = 284/443 (64%), Positives = 337/443 (76%), Gaps = 11/443 (2%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++VLQPIK+ISGTV+LPGSKS+SNR+LLLAAL+EGTTVV NLL+S+D+ YM+GAL+ LG 
Sbjct: 81  DQLVLQPIKQISGTVRLPGSKSISNRVLLLAALAEGTTVVKNLLDSDDIRYMVGALKGLG 140 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E        VV GCGG+F  E      +LFLGNAG AMR LTAAV AA G   +VLD 
Sbjct: 141 IELEERWDKGEMVVKGCGGQFSAEGG----ELFLGNAGTAMRPLTAAV-AAAGRGKFVLD 195 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RMRERPI DLV GL QLG D  C LGT CPPV VN   GLP GKV+L GS+SSQYL+ 
Sbjct: 196 GTARMRERPIQDLVDGLVQLGVDAKCPLGTGCPPVEVNA-QGLPSGKVQLKGSVSSQYLT 254 
 
Query: 185 ALLMAAPLALGD--VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMAAPL+ G   +EI I D+L+S PYV+MT+++MERFGV  E  +      I   Q Y 
Sbjct: 255 ALLMAAPLSKGTEGIEIVITDELVSQPYVDMTVQIMERFGVTVERLNGLQHMRIPPNQTY 314 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K+   A+VEGDASSASYFLAGA ITGGTV VEGCG+ S+QGDV+FAEV+ +MGAKV W+  
Sbjct: 315 KTSGEAFVEGDASSASYFLAGATITGGTVVVEGCGSASVQGDVRFAEVMGLMGAKVEWSL 374 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            S+ +TGP    FG K L+ ID + N +PD AMTLAV ALFAD PT IR+V +WRVKETE 
Sbjct: 375 YSIKITGP--SAFG-KPLQGIDHDCNDIPDAAMTLAVAALFADKPTTIRNVYNWRVKETE 431 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RMVAI  E  KLGA+VEEG DYC+ITPP+++   AIDTYDDHRMAMAFSLAAC  VPVTI 
Sbjct: 432 RMVAIVNETRKLGATVEEGRDYCVITPPKQIQSAAIDTYDDHRMAMAFSLAACGPVPVTI 491 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DPGCTRKTFPDYF VL +  ++ 
Sbjct: 492 NDPGCTRKTFPDYFRVLESVTQH 514 
 
 
>ref|XP_003059707.1| predicted protein [Micromonas pusilla CCMP1545] 
 gb|EEH55659.1| predicted protein [Micromonas pusilla CCMP1545] 
          Length = 459 
 
 Score =  553 bits (1426), Expect = e-155,   Method: Compositional matrix adjust. 
 Identities = 286/439 (65%), Positives = 336/439 (76%), Gaps = 15/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L+PIK+I GTV LPGSKS+SNRILLL+AL+EG T V NLL+S+D+ YM+ AL+ LG 
Sbjct: 29  EKLYLEPIKKIEGTVTLPGSKSMSNRILLLSALAEGKTKVLNLLDSDDIRYMVDALKQLG 88 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           L +  D+A     + GC GK PV+ A    +LFLGNAG AMR LTAAV AAG + T++LD 
Sbjct: 89  LEITEDRANNILEIEGCAGKIPVKGA----ELFLGNAGTAMRPLTAAVAAAG-DGTFILD 143 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RMRERPI DLV GLKQLG D +C +GT CPPV+V    GLPGG+V+L GS+SSQYL+ 
Sbjct: 144 GVERMRERPIEDLVDGLKQLGVDAECTMGTGCPPVKVVA-NGLPGGRVELKGSVSSQYLT 202 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM+APL+ GD+EI I D L+S PY++MT++LMERFGV+    D   RF +KGGQ YKS 
Sbjct: 203 ALLMSAPLSTGDIEIVITDILVSKPYIDMTVKLMERFGVEVGVFDDMQRFVVKGGQTYKS 262 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P  A+VEGDASSASYFLAGA ITGG V V GCGT SLQGD KFA+ + +MGAKV W +   
Sbjct: 263 PGEAFVEGDASSASYFLAGATITGGKVKVIGCGTDSLQGDTKFADTMGLMGAKVEWGKND 322 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VTVTGP     G K LKAIDVNMN MPD AMTLAV AL+ADG T IRDVASWRVKETERM 
Sbjct: 323 VTVTGP-----GGK-LKAIDVNMNAMPDAAMTLAVAALYADGVTTIRDVASWRVKETERM 376 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVT 421 
           +AI TEL KLG  V EG DYC+ITPP    +     +DTYDDHRMAMAFSLAAC  V VT 
Sbjct: 377 IAICTELRKLGCDVFEGEDYCVITPPASGKINEGIDVDTYDDHRMAMAFSLAACGGVGVT 436 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I DP CT+KTFP+YFD L+ 
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Sbjct: 437 INDPTCTKKTFPNYFDALA 455 
 
 
>ref|XP_001702942.1| 5-enolpyruvylshikimate-3-phosphate synthase [Chlamydomonas 
           reinhardtii] 
 gb|EDO96795.1| 5-enolpyruvylshikimate-3-phosphate synthase [Chlamydomonas 
           reinhardtii] 
          Length = 512 
 
 Score =  550 bits (1416), Expect = e-154,   Method: Compositional matrix adjust. 
 Identities = 294/453 (64%), Positives = 340/453 (75%), Gaps = 22/453 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EE+ +QP+K+I+GTVKLPGSKSLSNRILLLAALSEGTT+V NLL+S+D+ YM+GAL+ L  
Sbjct: 70  EELTIQPVKKIAGTVKLPGSKSLSNRILLLAALSEGTTLVKNLLDSDDIRYMVGALKALN 129 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E +  A   VV GCGG+F    A    +LFLGNAG AMR LTAAV AAG    +VLD 
Sbjct: 130 VKLEENWEAGEMVVHGCGGRFDSAGA----ELFLGNAGTAMRPLTAAVVAAG-RGKFVLD 184 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RMRERPI DLV GL QLG D  C +GT CPPV VN   GLP GKV LSG +SSQYL+ 
Sbjct: 185 GVARMRERPIEDLVDGLVQLGVDAKCTMGTGCPPVEVNS-KGLPTGKVYLSGKVSSQYLT 243 
 
Query: 185 ALLMAAPLAL-----GD-VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           ALLMAAPLA+     GD +EI I D+L+S PYV+MT++LMERFGV  E  +      I   
Sbjct: 244 ALLMAAPLAVPGGAGGDAIEIIIKDELVSQPYVDMTVKLMERFGVVVERLNGLQHLRIPA 303 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           GQ YK+P  AYVEGDASSASYFLAGA ITGGTVTVEGCG+ SLQGDV+FAEV+ ++GAKV 
Sbjct: 304 GQTYKTPGEAYVEGDASSASYFLAGATITGGTVTVEGCGSDSLQGDVRFAEVMGLLGAKV 363 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W+  S+T+TGP    FG K +  ID + N +PD AMTLAV ALFAD PTAIR+V +WRV 
Sbjct: 364 EWSPYSITITGP--SAFG-KPITGIDHDCNDIPDAAMTLAVAALFADRPTAIRNVYNWRV 420 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPE------KLNVTAIDTYDDHRMAMAFSL 412 
           KETERMVAI TEL KLGA VEEG DYCI+TPP       K NV  IDTYDDHRMAMAFSL 
Sbjct: 421 KETERMVAIVTELRKLGAEVEEGRDYCIVTPPPGGVKGVKANV-GIDTYDDHRMAMAFSL 479 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            A A VPV IRDPGCTRKTFP YF V  +  ++ 
Sbjct: 480 VAAAGVPVVIRDPGCTRKTFPTYFKVFESVAQH 512 
 
 
>ref|XP_002946713.1| hypothetical protein VOLCADRAFT_79287 [Volvox carteri f. 
           nagariensis] 
 gb|EFJ51939.1| hypothetical protein VOLCADRAFT_79287 [Volvox carteri f. 
           nagariensis] 
          Length = 509 
 
 Score =  548 bits (1411), Expect = e-154,   Method: Compositional matrix adjust. 
 Identities = 292/453 (64%), Positives = 337/453 (74%), Gaps = 22/453 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EE+ LQP+K+I G VKLPGSKSLSNRILLLAAL+EGTT V NLL+S+D+ YM+GAL+ L  
Sbjct: 67  EELTLQPVKKIEGHVKLPGSKSLSNRILLLAALAEGTTSVKNLLDSDDIRYMVGALKALN 126 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E +      VV GCGG+F    A    +LFLGNAG AMR LTAAV AAG    +VLD 
Sbjct: 127 VQLEENWETGEMVVHGCGGRFNSSGA----ELFLGNAGTAMRPLTAAVVAAG-RGKFVLD 181 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RMRERPI DLV GL QLG D  C LGT CPPV VN   GLP GKV LSG +SSQYL+ 
Sbjct: 182 GVARMRERPIQDLVDGLVQLGVDAKCTLGTGCPPVEVNS-NGLPTGKVYLSGKVSSQYLT 240 
 
Query: 185 ALLMAAPLAL-----GD-VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           ALLMAAPLA+     GD +EI I D+L+S PYV+MT++LMERFGV+ E  D      I   
Sbjct: 241 ALLMAAPLAVPGGPGGDAIEIIIKDELVSQPYVDMTVKLMERFGVRVERLDGLQHLRIPA 300 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
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           GQ+Y SP  AYVEGDASSASYFLAGA ITGGT+TVEGCG+ SLQGDV+FAEV+ ++GAKV 
Sbjct: 301 GQRYVSPGEAYVEGDASSASYFLAGATITGGTITVEGCGSDSLQGDVRFAEVMGLLGAKV 360 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W+  S+T+TGP       + +  ID + N +PD AMTLAV ALFAD PTAIR+V +WRV 
Sbjct: 361 EWSPYSITITGPSAS---GQPITGIDHDCNDIPDAAMTLAVAALFADRPTAIRNVYNWRV 417 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPE------KLNVTAIDTYDDHRMAMAFSL 412 
           KETERMVAI TEL KLGA+VEEG DYCI+TPP       K NV AIDTYDDHRMAMAFSL 
Sbjct: 418 KETERMVAIVTELRKLGATVEEGRDYCIVTPPPGGVAGVKPNV-AIDTYDDHRMAMAFSL 476 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            A A VPV IRDPGCTRKTFP YF V  +  K+ 
Sbjct: 477 VAAAGVPVIIRDPGCTRKTFPTYFKVFESVAKH 509 
 
 
>gb|AAQ75744.1| putative EPSP1 [Oryza sativa Japonica Group] 
          Length = 331 
 
 Score =  546 bits (1408), Expect = e-153,   Method: Compositional matrix adjust. 
 Identities = 283/298 (94%), Positives = 290/298 (97%), Gaps = 1/298 (0%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           ML AL+ LGLSVEADK AKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTA 
Sbjct: 1   MLEALKALGLSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTA 60 
 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT+CPPVRV GIGGLPGGKVKL 
Sbjct: 61  AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTECPPVRVKGIGGLPGGKVKL 120 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
Sbjct: 121 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 180 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           YIKGGQKYKSP NAYVEGDASSASYFLAGAAITGGTVTV+GCGTTSLQGDVKFAEVLEMM 
Sbjct: 181 YIKGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVTVQGCGTTSLQGDVKFAEVLEMM 240 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
           GAKVTWT+TSVTVTGPPREP+G+KHLKA+DVNMNKMPDVAMTLAVVALFADGPTAIRD 
Sbjct: 241 GAKVTWTDTSVTVTGPPREPYGKKHLKAVDVNMNKMPDVAMTLAVVALFADGPTAIRD 298 
 
 
>gb|ACL00597.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gossypium hirsutum] 
          Length = 410 
 
 Score =  537 bits (1383), Expect = e-150,   Method: Compositional matrix adjust. 
 Identities = 273/327 (83%), Positives = 298/327 (91%), Gaps = 1/327 (0%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A EIVLQPI EISGTVKLPGSKSLSNRILLLAALSEGTTVV+NLLNS+DVH+ML AL  L 
Sbjct: 79  ASEIVLQPINEISGTVKLPGSKSLSNRILLLAALSEGTTVVENLLNSDDVHHMLVALGKL 138 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           GL V+ D   K+A+V GCGG+FPV   + +E++LFLGNAG AMR LTAA+TAAGGN++YV 
Sbjct: 139 GLYVKHDSEKKQAIVEGCGGQFPVGKGEGQEIELFLGNAGTAMRPLTAAITAAGGNSSYV 198 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDGVPRMRERPIGDLV GLKQLGADVDC LGT+CPPVR+ G GGLPGGKVKLSGSISSQY 
Sbjct: 199 LDGVPRMRERPIGDLVTGLKQLGADVDCILGTNCPPVRIEGKGGLPGGKVKLSGSISSQY 258 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLALGDVEIEIIDKLISIPYVEMT++LMERFGV  EH+DSWDRF+I+GGQKY 
Sbjct: 259 LTALLMAAPLALGDVEIEIIDKLISIPYVEMTMKLMERFGVTVEHTDSWDRFFIRGGQKY 318 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            SP NAYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLEMMGAKVTWTE 
Sbjct: 319 MSPGNAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEMMGAKVTWTE 378 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNK 329 
            SVTVTGPPR   GRKHL+AIDVNMNK 
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Sbjct: 379 NSVTVTGPPRNSSGRKHLRAIDVNMNK 405 
 
 
>emb|CBN78624.1| 3-Phosphoshikimate 1-Carboxyvinyltransferase [Ectocarpus 
           siliculosus] 
          Length = 515 
 
 Score =  525 bits (1351), Expect = e-147,   Method: Compositional matrix adjust. 
 Identities = 280/442 (63%), Positives = 326/442 (73%), Gaps = 14/442 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + PI  ISG V+LPGSKSLSNR+LLL+AL+EGTT V+NLL+SED+ YMLGAL+TL  
Sbjct: 85  ESLTVSPISLISGEVELPGSKSLSNRVLLLSALAEGTTKVENLLDSEDIQYMLGALKTLK 144 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +SV++D  AK   VVG  G F V D  E   LFLGNAG AMR LTA V A  G   +V+D 
Sbjct: 145 VSVDSDLEAKTVEVVGNAGPFEVSDPTE---LFLGNAGTAMRPLTAVVCA--GKGEFVMD 199 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRMRERPI DLV GLKQLG DV C   T CPPV +    GL GG  ++SG ISSQYLS 
Sbjct: 200 GTPRMRERPIVDLVDGLKQLGVDVSCS-DTGCPPVNIKA-AGLNGGTTRVSGKISSQYLS 257 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL+ G+V IEI D+L+S PYV MT++LM++FGVK ++     RF IK GQKY S 
Sbjct: 258 ALLMAAPLSSGEVVIEITDELVSAPYVHMTIKLMDKFGVKVKNEGDM-RFTIKDGQKYVS 316 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFL GAAITGG VTV GCG  S+QGDV+FAEVLE MGA +TW   + 
Sbjct: 317 PGTIAVEGDASSASYFLGGAAITGGPVTVRGCGRDSVQGDVRFAEVLEKMGATLTWEANA 376 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +TV+     P     L+ +DV+  ++PD AMTLAV+ALFA+GPTAIR+V +WRVKETERM 
Sbjct: 377 MTVSRDLETP-----LRGVDVDCGEIPDAAMTLAVIALFAEGPTAIRNVYNWRVKETERM 431 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            AI TEL KLGA VEEG DYCI+TPP+ +    AIDTYDDHRMAM FSLAACA VPVTI  
Sbjct: 432 KAIVTELGKLGAEVEEGRDYCIVTPPKAVKPRVAIDTYDDHRMAMCFSLAACAGVPVTIN 491 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DP CT KTFP YF VL     N 
Sbjct: 492 DPECTAKTFPTYFKVLGDLTTN 513 
 
 
>gb|ADI18434.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured delta 
           proteobacterium HF4000_08N17] 
          Length = 427 
 
 Score =  523 bits (1346), Expect = e-146,   Method: Compositional matrix adjust. 
 Identities = 270/444 (60%), Positives = 329/444 (74%), Gaps = 17/444 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+  +++ L PI++ISG+V LPGSKSLSNRILLL+ L+EG T + NLL+S+DV  M+ AL 
Sbjct: 1   MSLPDKLTLSPIQKISGSVVLPGSKSLSNRILLLSMLAEGKTEIQNLLDSDDVRRMVEAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
            TLG+ +E ++A     V G  G  PV++A     L LGNAG A+R LTAA+T   G+   
Sbjct: 61  ETLGIQLEENRAENLITVSGTSGIIPVKEAT----LMLGNAGTAIRPLTAALTL--GHGR 114 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           +VLDGV RMRERPI DLV GL QLGA++ C  GTDCPPV V    GLPGG  +LSG+ISS 
Sbjct: 115 FVLDGVQRMRERPIVDLVNGLSQLGANLRCINGTDCPPVEVIA-DGLPGGITRLSGAISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYL+A+L+AAP A  +V+IEI DKL+S+PYVEMTLRLM  FGV   H +++  F+I   Q 
Sbjct: 174 QYLTAILLAAPYADKEVQIEITDKLVSVPYVEMTLRLMRSFGVSVNH-ENFRLFHIPR-Q 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y+SP + +VEGDASSASYFLAGAAIT GTVTV+GCGT SLQGD +FAEVLE MGAKV W 
Sbjct: 232 TYRSPGSIFVEGDASSASYFLAGAAITKGTVTVKGCGTDSLQGDARFAEVLEKMGAKVEW 291 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
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               V +TG          L  IDV+MN+MPD AMTLAV ALFA GPTAIR++ +WRVKE 
Sbjct: 292 EPQQVKLTG--------NSLNGIDVDMNQMPDAAMTLAVAALFASGPTAIRNIYNWRVKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TER+ A+ TEL KLGA VEEG DY +I PPE++    IDTYDDHRMAMAFSLAAC E P+ 
Sbjct: 344 TERLQAVSTELRKLGAEVEEGYDYLVIQPPEQIRKAEIDTYDDHRMAMAFSLAACGESPI 403 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
           TI +PGC  KTFPDYF+VL+   + 
Sbjct: 404 TINNPGCVSKTFPDYFEVLNGLCR 427 
 
 
>gb|ABR25383.1| 5-enolpyruvylshikimate-3-phosphate synthase [Oryza sativa Indica 
           Group] 
          Length = 273 
 
 Score =  514 bits (1324), Expect = e-144,   Method: Compositional matrix adjust. 
 Identities = 263/273 (96%), Positives = 269/273 (98%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 155 
           LFLGNAG AMR LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT+ 
Sbjct: 1   LFLGNAGTAMRPLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTE 60 
 
Query: 156 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 215 
           CPPVRV GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
Sbjct: 61  CPPVRVKGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 120 
 
Query: 216 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           RLMERFGVKAEHSDSWDRFYIKGGQKYKSP NAYVEGDASSASYFLAGAAITGGTVTV+G 
Sbjct: 121 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTVTVQG 180 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 335 
           CGTTSLQGDVKFAEVLEMMGAKVTWT+TSVTVTGPPREP+G+KHLKA+DVNMNKMPDVAM 
Sbjct: 181 CGTTSLQGDVKFAEVLEMMGAKVTWTDTSVTVTGPPREPYGKKHLKAVDVNMNKMPDVAM 240 
 
Query: 336 TLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           TLAVVALFADGPTAIRDVASWRVKETERMVAIR 
Sbjct: 241 TLAVVALFADGPTAIRDVASWRVKETERMVAIR 273 
 
 
>gb|ADI17605.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured delta 
           proteobacterium HF0130_19C20] 
          Length = 427 
 
 Score =  499 bits (1284), Expect = e-139,   Method: Compositional matrix adjust. 
 Identities = 263/440 (59%), Positives = 315/440 (71%), Gaps = 17/440 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   +++ L PIK ISGTV LPGSKS+SNRILLL+ L+EG T + NLL+S+D   M+ AL 
Sbjct: 1   MNFPDKLALSPIKNISGTVNLPGSKSISNRILLLSMLAEGHTEIHNLLDSDDTRRMVEAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           +TL + +  ++   +  V G  GK PV +A     L LGNAG  +R LTAA+T   G    
Sbjct: 61  KTLRVDLLEERNQNKISVFGTSGKIPVTEA----TLMLGNAGTVIRPLTAALTI--GKGR 114 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           +VLDGV RMRERPI DLV GLKQLGA+V+C  GTD PPV V    GLPGG   LSG+ISS 
Sbjct: 115 FVLDGVQRMRERPIIDLVEGLKQLGAEVNCINGTDSPPVEVIA-NGLPGGTTSLSGTISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLSA+LMA+P A  +V+IEI DKL+S+PYVEMTL+LM RFGV  E+ + +  F I     
Sbjct: 174 QYLSAILMASPYAKTEVKIEIKDKLVSLPYVEMTLQLMLRFGVSVEN-NKYKHFRIPR-I 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YKSP   +VEGDASSASYFLAGAAITGG VTV+GCGT SLQGD +FAEVLE MGA V W 
Sbjct: 232 PYKSPGKVFVEGDASSASYFLAGAAITGGPVTVKGCGTESLQGDSRFAEVLEKMGANVEW 291 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E  ++V+        R  L  IDV+MN MPD AMTLAV ALFA G TAI ++ +WRVKE 
Sbjct: 292 GEREISVS--------RSSLNGIDVDMNMMPDAAMTLAVTALFASGKTAIHNIHNWRVKE 343 
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Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           TER+ A+ TEL KLG+ VEEG DY +I PP+K+    I+TY+DHRMAMAFSLAAC +  V 
Sbjct: 344 TERLKAVSTELRKLGSEVEEGEDYLVIIPPKKIQNAEIETYEDHRMAMAFSLAACGDASV 403 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
           TI DPGC  KTFP YFDV S 
Sbjct: 404 TINDPGCVSKTFPRYFDVFS 423 
 
 
>ref|XP_002288542.1| predicted protein [Thalassiosira pseudonana CCMP1335] 
 gb|EED93978.1| predicted protein [Thalassiosira pseudonana CCMP1335] 
          Length = 486 
 
 Score =  488 bits (1256), Expect = e-136,   Method: Compositional matrix adjust. 
 Identities = 264/448 (58%), Positives = 311/448 (69%), Gaps = 15/448 (3%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           A   ++ + PI  + GTV LPGSKSLSNR LLLAALS G T V+NLL S+D+ YML AL  
Sbjct: 45  AEKNQLTVTPIATLEGTVTLPGSKSLSNRCLLLAALSSGNTRVENLLESDDIRYMLEALD 104 
 
Query: 62  TLGLSVEADKAAKRAVVV-GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           TL + VE D   K +V V G  G       +E V+LFLGNAG AMR L AA+    G    
Sbjct: 105 TLKVPVERDAIDKTSVTVTGQAGPINSPTPEEVVELFLGNAGTAMRPLAAALCM--GEGK 162 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           +VLDGVPRMRERPI DL+ GLKQLGADV C   T CPPV +N   GL GGK  +SG +SS 
Sbjct: 163 FVLDGVPRMRERPISDLIDGLKQLGADVSCVEETGCPPVTINA-SGLKGGKASISGKMSS 221 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFYIK 237 
           Q+LS+LLMA+P   GDV I I D+LIS PYV +T+ LM++FGV  +     D    F I  
Sbjct: 222 QFLSSLLMASPAVDGDVTISIKDELISAPYVSLTIGLMKKFGVNVKIEGDMDGTPSFIIG 281 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
             +KY SP++  VEGDASSASYFLAGAAITGGTVTV GCG+ S+QGDV FA V+E MGA  
Sbjct: 282 ADEKYTSPESILVEGDASSASYFLAGAAITGGTVTVRGCGSDSVQGDVAFANVMEQMGAT 341 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           VTW   S+T+T   R+P     LK +DV+  K+PD AMTLAV ALFA+GPT IR+V SWR 
Sbjct: 342 VTWAPESITIT---RDP--NTKLKGVDVDCGKIPDAAMTLAVAALFAEGPTTIRNVYSWR 396 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAA 414 
           +KETERM AI  E TKLGA+VEE  DYCII PP+   V     I+TYDDHRMAM FSLAA 
Sbjct: 397 LKETERMKAIVAECTKLGATVEEFEDYCIIHPPKDNKVNENVVIETYDDHRMAMTFSLAA 456 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           C  V V I DPGCT KTFP YF++L +  
Sbjct: 457 CGGVNVIIHDPGCTGKTFPTYFEMLGSI 484 
 
 
>ref|XP_002178032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phaeodactylum 
           tricornutum CCAP 1055/1] 
 gb|EEC50846.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phaeodactylum 
           tricornutum CCAP 1055/1] 
          Length = 483 
 
 Score =  471 bits (1212), Expect = e-131,   Method: Compositional matrix adjust. 
 Identities = 257/441 (58%), Positives = 305/441 (69%), Gaps = 17/441 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++PIK + GTV LPGSKSLSNR LLLAALSEG T V+NLL+S+D+ YML AL  L + VE 
Sbjct: 50  VKPIKSLDGTVTLPGSKSLSNRCLLLAALSEGKTRVNNLLDSDDICYMLQALEQLAVPVE 109 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              +     V G  G       ++  +LFLGNAG AMR L AA+    G   ++LDGV R 
Sbjct: 110 R-HSDDSVTVTGKAGPINSPTPEKVCELFLGNAGTAMRPLAAALCM--GKGKFLLDGVSR 166 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           MRERPI DLV GLKQLGADV C   + CPPV +N   GL GG   +SG +SSQ+LS+LLM 
Sbjct: 167 MRERPIADLVDGLKQLGADVSCVEESGCPPVTINA-NGLQGGCASISGKMSSQFLSSLLM 225 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFYIKGGQKYKSP 245 
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           AAPL  GD+ I I D+LIS PYV +T+ LM++FGV  +     D    F I   +KY SP 
Sbjct: 226 AAPLVDGDINISIKDELISAPYVALTIGLMKKFGVNVDIEGDMDGAPSFKIASSEKYISP 285 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K+  VEGDASSASYF+AGAAITGGTVTV GCG+ S+QGDV FA V+E MGA +TW   S+ 
Sbjct: 286 KSILVEGDASSASYFVAGAAITGGTVTVRGCGSESVQGDVAFANVMEQMGATITWAPESI 345 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TVT   R+P     LK +DV+  K+PD AMTLAV ALFA+GPT IR+V SWR+KETERM  
Sbjct: 346 TVT---RDP--SVKLKGVDVDCGKIPDAAMTLAVAALFAEGPTTIRNVYSWRLKETERMK 400 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFSLAACAEVPVT 421 
           AI  E TKLGA VEE  DYCII PP K N+      I+TYDDHRMAM FSL AC  V V  
Sbjct: 401 AIVAECTKLGAIVEEFEDYCIIHPP-KDNIINDNVLIETYDDHRMAMTFSLVACGGVSVI 459 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I DPGCT KTFP YF++L +  
Sbjct: 460 INDPGCTGKTFPTYFEMLESI 480 
 
 
>ref|YP_001357866.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurovum sp. 
           NBC37-1] 
 sp|A6Q7Q0.1|AROA_SULNB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAF71509.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurovum sp. 
           NBC37-1] 
          Length = 427 
 
 Score =  454 bits (1168), Expect = e-125,   Method: Compositional matrix adjust. 
 Identities = 236/435 (54%), Positives = 308/435 (70%), Gaps = 15/435 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L+PI+ I G V LPGSKSLSNR LL+AAL+EGTT + NLL S+D  +ML AL+ LG+  
Sbjct: 4   ITLKPIRYIEGEVNLPGSKSLSNRALLIAALAEGTTRITNLLESDDTRHMLNALKLLGVE 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
               +      VVG GG F     KE ++LFLGNAG AMR L AA+T   G+ TYVL G  
Sbjct: 64  YTLSEDRTECTVVGNGGPF---HTKEPLELFLGNAGTAMRPLCAALTL--GSGTYVLTGE 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM+ERPIG LV  L++ GA +        PP+++    GL GG+V++ GSISSQ+L+AL 
Sbjct: 119 PRMKERPIGHLVDALREAGAKITYLENEGYPPLKIEA-DGLKGGEVRIDGSISSQFLTAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAP+A GD++I+I+ +L+S PY+++TL +M++FGV+   +++++RF+IKGGQ Y++ + 
Sbjct: 178 LMAAPMARGDMQIDIVGELVSKPYIDITLHIMKQFGVEV-RNENYERFFIKGGQIYQALE 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              VEGDASSASYFLA AAI GGTV V G G TS+QGDV FA+VLE MGAKV W +  V+ 
Sbjct: 237 TFMVEGDASSASYFLAAAAIKGGTVKVTGIGKTSVQGDVAFADVLEKMGAKVEWGDDYVS 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V+        R  L A++++ N +PD AMT+A  ALFA G T +R++ +WRVKET+R+ A 
Sbjct: 297 VS--------RGELNAVNMDFNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRLHA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  EL K+GA VEEG DY  ITPP +L   AIDTYDDHRMAM FSL A   V VTI +P  
Sbjct: 349 MAMELRKVGAKVEEGEDYLTITPPVQLKHAAIDTYDDHRMAMCFSLLALDPVSVTINEPE 408 
 
Query: 427 CTRKTFPDYFDVLST 441 
           CT KTFP YF+VL + 
Sbjct: 409 CTAKTFPTYFEVLES 423 
 
 
>ref|ZP_04639362.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia mollaretii 
           ATCC 43969] 
 gb|EEQ12115.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia mollaretii 
           ATCC 43969] 
          Length = 428 
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 Score =  454 bits (1167), Expect = e-125,   Method: Compositional matrix adjust. 
 Identities = 241/441 (54%), Positives = 310/441 (70%), Gaps = 16/441 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++V       R  V G GGK     A + ++LFLGNAG AMR L AA+    GN+  VL  
Sbjct: 63  VNVRLSADRTRCEVDGVGGKLA---AAQPLELFLGNAGTAMRPLAAALCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I+I  +L+S PY+++TL LM+ FGV  EH +++  F+IKGGQ Y++ 
Sbjct: 176 ALLMAAPLAEQDTDIQIQGELVSKPYIDITLHLMKAFGVDVEH-ENYQIFHIKGGQTYRT 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKVTW +   
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVTWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFADGPTIIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A + +P+TI D 
Sbjct: 347 SAMATELRKVGAQVEEGEDYIRVVPPAQLITAEIGTYNDHRMAMCFSLVALSNIPITILD 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CT KTFPDYF+ L+   +N 
Sbjct: 407 PKCTAKTFPDYFEQLARLSQN 427 
 
 
>ref|YP_003041661.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Photorhabdus 
           asymbiotica subsp. asymbiotica ATCC 43949] 
 emb|CAQ84918.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Photorhabdus 
           asymbiotica] 
          Length = 431 
 
 Score =  448 bits (1152), Expect = e-124,   Method: Compositional matrix adjust. 
 Identities = 237/435 (54%), Positives = 295/435 (67%), Gaps = 16/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  I+GTV LPGSKS+SNR LLLAA +EGTT + NLL+S+D+ +ML AL  LG 
Sbjct: 5   QSLTLQPISSINGTVNLPGSKSVSNRALLLAAFAEGTTCLTNLLDSDDIRHMLNALTELG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  V G GG       K  V+LFLGNAG AMR L AA+     N   +L  
Sbjct: 65  VSYRLSDDRTRCEVDGMGGLIT---GKGPVELFLGNAGTAMRPLAAALCLGKNN--IILT 119 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG+V + G +SSQ+L+ 
Sbjct: 120 GEPRMKERPIGHLVDALRQGGAEIDYLEQENYPPLRIKG--GFIGGRVTVDGRVSSQFLT 177 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D EI I  +L+S PY+++TL LM+ FG+  EH D +  F+IKG QKY S 
Sbjct: 178 ALLMTAPLAENDCEIHIQGELVSKPYIDITLALMKSFGITVEH-DQYQVFHIKGQQKYHS 236 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  SLQGD KFA VLE MGAK+ W +   
Sbjct: 237 PGHYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSLQGDTKFANVLEKMGAKIRWGDDF 296 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L  ID++MN++PD AMT+A  ALFA+G T IR++ +WRVKET+R+ 
Sbjct: 297 VECE--------RGTLTGIDMDMNEIPDAAMTIATTALFAEGKTVIRNIYNWRVKETDRL 348 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP+++    I TY+DHRMAM FSL A ++ PVTI D 
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Sbjct: 349 YAMATELRKVGAEVEEGRDYIRITPPQRILPAEIGTYNDHRMAMCFSLVALSDTPVTILD 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYF+ L 
Sbjct: 409 PGCTAKTFPDYFNQL 423 
 
 
>ref|ZP_04628535.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia bercovieri 
           ATCC 43970] 
 gb|EEQ06594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia bercovieri 
           ATCC 43970] 
          Length = 428 
 
 Score =  447 bits (1149), Expect = e-123,   Method: Compositional matrix adjust. 
 Identities = 237/440 (53%), Positives = 307/440 (69%), Gaps = 16/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++V       R  V G GGK   E     ++LFLGNAG AMR L AA+    G++  VL  
Sbjct: 63  VNVRLSADRTRCEVDGVGGKLAAESP---LELFLGNAGTAMRPLAAALCL--GDSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG + + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGNLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D EI+I  +L+S PY+++TL LM  FGV  +H +++  F+IKGGQ Y++ 
Sbjct: 176 ALLMAAPLAEQDTEIQIQGELVSKPYIDITLHLMNAFGVDVKH-ENYQIFHIKGGQSYRT 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGAKVTW +   
Sbjct: 235 PGAYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDIRFADVLEKMGAKVTWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELRGIDMDMNHIPDAAMTIATTALFADGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A + +P+TI D 
Sbjct: 347 SAMATELRKVGAQVEEGEDYIRVVPPAQLITAEIGTYNDHRMAMCFSLVALSAIPITILD 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+ L+   + 
Sbjct: 407 PKCTAKTFPDYFEQLARLSQ 426 
 
 
>ref|ZP_07744902.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio caribbenthicus 
           ATCC BAA-2122] 
 gb|EFP94657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio caribbenthicus 
           ATCC BAA-2122] 
          Length = 426 
 
 Score =  446 bits (1147), Expect = e-123,   Method: Compositional matrix adjust. 
 Identities = 235/438 (53%), Positives = 300/438 (68%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI +++G V LPGSKS+SNR LLLAA++ G T + NLL+S+D+ +ML AL +LG 
Sbjct: 2   ESLTLHPISKVNGVVNLPGSKSVSNRALLLAAMARGKTRLTNLLDSDDIRHMLNALSSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      V G G  F   DA EE+++FLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VNYTLSEDKTVCDVEGLGRPF---DAPEELEIFLGNAGTAMRPLAAALCL--GTGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA V        PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVSSLRQAGAKVTYLEEEGYPPLKIIGTG-LSGGTVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
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           A LMAAP+A  DV I+II +L+S PY+++TL +M +FGVK E+++ +  F I+ GQ Y+S 
Sbjct: 176 AFLMAAPMAGDDVTIKIIGELVSKPYIDITLHIMAQFGVKVENNN-YAEFVIRKGQNYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG + V G G  S+QGD++FAE L  MGA + W +   
Sbjct: 235 PGEFLVEGDASSASYFLAAAAIKGGEIKVTGIGRNSIQGDIQFAEALAKMGADIEWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V          G+  LKA+D++ N +PD AMT+A  ALFADG TAIR+V +WRVKET+R+ 
Sbjct: 295 VI------SRVGK--LKAVDLDFNHIPDAAMTIATTALFADGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY +ITPPE L   AIDTYDDHRMAM FSL A +  PVTI D 
Sbjct: 347 HAMATELRKVGAEVEEGHDYIVITPPESLKHAAIDTYDDHRMAMCFSLVALSNTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L +  
Sbjct: 407 PKCTSKTFPDYFDKLESL 424 
 
 
>ref|ZP_04611277.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia rohdei ATCC 
           43380] 
 gb|EEQ04640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia rohdei ATCC 
           43380] 
          Length = 428 
 
 Score =  445 bits (1144), Expect = e-123,   Method: Compositional matrix adjust. 
 Identities = 238/436 (54%), Positives = 303/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL  LG 
Sbjct: 3   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALEALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK     A + ++LFLGNAG AMR L AA+    GN+  VL  
Sbjct: 63  VKFRLSADRTRCEVDGLGGKLV---ASQPLELFLGNAGTAMRPLAAALCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFSGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D EI+I  +L+S PY+++TL +M+ FG+   H D++  F IKGGQ Y++ 
Sbjct: 176 ALLMAAPLAEQDTEIQIQGELVSKPYIDITLHMMKAFGIDVVH-DNYHVFQIKGGQTYRT 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKVTW +   
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVTWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L  ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELHGIDMDMNHIPDAAMTIATAALFADGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  + PP +L    I+TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGQDFIRVVPPAQLIAAEIETYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>ref|ZP_01814130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrionales bacterium 
           SWAT-3] 
 gb|EDK28469.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrionales bacterium 
           SWAT-3] 
          Length = 426 
 
 Score =  444 bits (1143), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 233/435 (53%), Positives = 297/435 (68%), Gaps = 15/435 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+++SG V LPGSKS+SNR LLLAALS GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIQKVSGEVNLPGSKSVSNRALLLAALSTGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G GG F  + A   ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VDYQLSADKTVCEVTGVGGAFSNDKA---LELFLGNAGTAMRPLAAALCL--GRGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GADV+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVNALREAGADVEYLENENYPPLKITGTG-LKSGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V I+I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ YK+ 
Sbjct: 176 AFLMAAPLAEGEVSIKIEGELVSKPYIDITLHIMKQFGVDVVNND-YQEFVIPTGQSYKA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISRC--------GELKGIDMDYNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYIIVNPVAELKHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYFD L 
Sbjct: 407 PGCTSKTFPDYFDKL 421 
 
 
>ref|NP_902718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chromobacterium 
           violaceum ATCC 12472] 
 gb|AAQ60717.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chromobacterium 
           violaceum ATCC 12472] 
          Length = 456 
 
 Score =  444 bits (1143), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 235/439 (53%), Positives = 295/439 (67%), Gaps = 15/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L P   ++G++KLPGSKS+SNR LLLAALS G+T+V +LL+S+D+ +ML AL+ LG 
Sbjct: 29  EQLHLNPCTRLAGSIKLPGSKSISNRTLLLAALSGGSTLVRDLLDSDDIRHMLSALKLLG 88 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E    ++   V GCGG FPV++A    +LFLGNAG A R LTAA+   GG  +Y L  
Sbjct: 89  VKIEQQGDSRDFRVQGCGGVFPVKNA----ELFLGNAGTAFRPLTAALALMGG--SYQLS 142 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L   GA ++       PP+ V+         +++ G++SSQ+L+ 
Sbjct: 143 GVPRMHERPIGDLVDALNAAGARIEYLGQPGFPPLAVSPADVRCAAPIQVKGNVSSQFLT 202 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL  G  EIE++ +LIS PY+E+TL LM RFGV+ E  D W RF I GGQ Y S 
Sbjct: 203 ALLMALPLTGGQAEIEVVGELISKPYIEITLNLMARFGVRVER-DGWQRFVIPGGQHYIS 261 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P   YVEGDASSASYFLA  A+ GG V VEG G  S+QGDV+FAE LE MGA V   +   
Sbjct: 262 PGEVYVEGDASSASYFLAAGALAGGPVRVEGVGEASIQGDVRFAEALERMGASVRLGDNW 321 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +       E      LKAID++ N +PD AMTLAV AL ADG T +R++ASWRVKET+R+ 
Sbjct: 322 I-------EARAEGRLKAIDLDCNHIPDAAMTLAVAALAADGTTTLRNIASWRVKETDRL 374 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL K+GA+VEEGPDY  +TPP  L   A IDTYDDHRMAM FSL +    PV I  
Sbjct: 375 SAMAAELRKVGATVEEGPDYIRVTPPAALTPNAEIDTYDDHRMAMCFSLVSLLGAPVVIN 434 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
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           DPGC  KTFP YF  L+   
Sbjct: 435 DPGCVAKTFPGYFQALAAL 453 
 
 
>ref|ZP_00991039.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio splendidus 
           12B01] 
 gb|EAP93912.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio splendidus 
           12B01] 
          Length = 426 
 
 Score =  444 bits (1141), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 232/435 (53%), Positives = 297/435 (68%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+++SG V LPGSKS+SNR LLLAALS GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIQKVSGEVNLPGSKSVSNRALLLAALSTGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G GG F  + A   ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VDYQLSADKTVCEVTGVGGAFSSDKA---LELFLGNAGTAMRPLAAALCL--GRGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GADV+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALQEAGADVEYLENENYPPLKITGTG-LKSGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V I+I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ Y + 
Sbjct: 176 AFLMAAPLAEGEVTIKIEGELVSKPYIDITLHIMKQFGVDVINND-YQEFVIPTGQSYSA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISRC--------GELKGIDMDYNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L+  AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYIIVNPVAQLSHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYFD L 
Sbjct: 407 PGCTSKTFPDYFDKL 421 
 
 
>ref|ZP_05888099.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio coralliilyticus 
           ATCC BAA-450] 
 gb|EEX31666.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio coralliilyticus 
           ATCC BAA-450] 
          Length = 426 
 
 Score =  443 bits (1140), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 233/438 (53%), Positives = 305/438 (69%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +++G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKVNGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      V G G  F   DA E ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYTLSQDKTVCEVEGLGKAF---DAPEALELFLGNAGTAMRPLAAALCL--GSGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADV+     D PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVEALRQAGADVEYLENEDFPPLKIKGTG-LKGGTVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA  DV I I+ +L+S PY+++TL +M +FGV+ E++D +  F I+ GQ Y + 
Sbjct: 176 AFLMSAPLAQDDVTIRIVGELVSKPYIDITLHIMSQFGVEVENND-YQEFVIRKGQSYVA 234 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKKSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGELNAVDMDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY ++TPP++L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYIVVTPPQQLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L++  
Sbjct: 407 PKCTSKTFPDYFDKLASL 424 
 
 
>ref|ZP_08104460.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio sinaloensis 
           DSM 21326] 
 gb|EGA68516.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio sinaloensis 
           DSM 21326] 
          Length = 426 
 
 Score =  443 bits (1140), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 238/436 (54%), Positives = 305/436 (69%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI ++SG V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKVSGQVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +         V G G  F V +A+E   LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYQLSDDKTVCEVEGLGRPFNVAEAQE---LFLGNAGTAMRPLAAALCL--GSGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA+V+     D PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVNALRQAGAEVEYLEAQDYPPLKITGTG-LKGGTVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA  DV I+II +L+S PY+++TL +M +FGV  E+ D +  F I+ GQ Y + 
Sbjct: 176 AFLMSAPLAQDDVTIKIIGELVSKPYIDITLHIMAQFGVTVENRD-YQEFVIRSGQSYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKKSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 V-TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           V +  G          LKAID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R 
Sbjct: 295 VISRVGT---------LKAIDMDFNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDR 345 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY I+TPP +L   AIDTYDDHRMAM FSL A ++ PVTI  
Sbjct: 346 LAAMATELRKVGAEVEEGEDYIIVTPPAQLTHAAIDTYDDHRMAMCFSLVALSDTPVTIN 405 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DP CT KTFPDYFD L 
Sbjct: 406 DPKCTSKTFPDYFDKL 421 
 
 
>ref|YP_002416694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio splendidus 
           LGP32] 
 sp|B7VM38.1|AROA_VIBSL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAV18185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio splendidus 
           LGP32] 
          Length = 426 
 
 Score =  443 bits (1139), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 232/435 (53%), Positives = 296/435 (68%), Gaps = 15/435 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+++SG V LPGSKS+SNR LLLAALS GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIQKVSGEVNLPGSKSVSNRALLLAALSTGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G GG F  + A   ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VDYQLSADKTVCEVTGVGGAFSSDKA---LELFLGNAGTAMRPLAAALCL--GRGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GADV+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALREAGADVEYLENENYPPLKITGTG-LKSGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V I+I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ Y + 
Sbjct: 176 AFLMAAPLAEGEVTIKIEGELVSKPYIDITLHIMKQFGVDVINND-YQEFVIPTGQSYTA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISRC--------GELKGIDMDYNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYIIVNPVAELTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYFD L 
Sbjct: 407 PGCTSKTFPDYFDKL 421 
 
 
>ref|ZP_04633106.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           frederiksenii ATCC 33641] 
 gb|EEQ14304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           frederiksenii ATCC 33641] 
          Length = 426 
 
 Score =  442 bits (1138), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 236/436 (54%), Positives = 303/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK   E   + ++LFLGNAG AMR L AA+    GN+  VL  
Sbjct: 63  VKFRLSADRTRCEVDGLGGKLVAE---QPLELFLGNAGTAMRPLAAALCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFHGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D +I+I  +L+S PY+++TL LM+ FG+   H +++  F+IKGGQ Y++ 
Sbjct: 176 ALLMTAPLAEQDTDIQIQGELVSKPYIDITLHLMKAFGIDVVH-ENYQIFHIKGGQTYRT 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKV+W +   
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVSWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L  ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELHGIDMDMNHIPDAAMTIATTALFADGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGQDYIRVVPPTQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
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           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>ref|ZP_01064779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio sp. MED222] 
 gb|EAQ53854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio sp. MED222] 
          Length = 426 
 
 Score =  441 bits (1135), Expect = e-122,   Method: Compositional matrix adjust. 
 Identities = 232/435 (53%), Positives = 296/435 (68%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+++SG V LPGSKS+SNR LLLAALS GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIQKVSGEVNLPGSKSVSNRALLLAALSTGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G GG F  + A   ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VDYQLSADKTVCEVTGVGGAFSSDKA---LELFLGNAGTAMRPLAAALCL--GRGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA+V+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALQEAGANVEYLENENYPPLKITGTG-LKSGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V I+I  +L+S PY+++TL +M++FGV   +SD +  F I  GQ Y + 
Sbjct: 176 AFLMAAPLAEGEVTIKIEGELVSKPYIDITLHIMKQFGVDVINSD-YQEFVIPTGQSYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISRC--------GELKGIDMDYNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYIIVNPVAELTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYFD L 
Sbjct: 407 PGCTSKTFPDYFDKL 421 
 
 
>ref|ZP_04618801.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia aldovae ATCC 
           35236] 
 gb|EEP96655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia aldovae ATCC 
           35236] 
          Length = 428 
 
 Score =  441 bits (1134), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 237/441 (53%), Positives = 303/441 (68%), Gaps = 16/441 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLHPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK   E   + ++LFLGNAG AMR L AA+    GN   VL  
Sbjct: 63  VKYRLSADRTRCDVDGLGGKLIAE---QPLELFLGNAGTAMRPLAAALCL--GNNDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D EI+I  +L+S PY+++TL LM+ FGV   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTEIQIQGELVSKPYIDITLHLMKAFGVDVVH-ENYQVFHIKGGQIYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAK++W +   
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Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKISWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA+GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFANGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGNDYIRVVPPAQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P CT KTFPDYF+ L+    N 
Sbjct: 407 PKCTAKTFPDYFEQLARLSHN 427 
 
 
>ref|ZP_05877099.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio furnissii CIP 
           102972] 
 gb|EEX41380.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio furnissii CIP 
           102972] 
          Length = 426 
 
 Score =  441 bits (1133), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 236/433 (54%), Positives = 296/433 (68%), Gaps = 15/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPISKIDGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALSKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     +      V G G  F V + +E   LFLGNAG AMR L AA+    G   ++L  
Sbjct: 62  VVYRLSEDKTECEVEGLGKPFTVSELQE---LFLGNAGTAMRPLAAALCL--GEGEFILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLENENYPPLRITGTG-LESGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I  +L+S PY+++TL +ME+FGV+  ++D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAKGKVTIQIDGELVSKPYIDITLHIMEQFGVQVINND-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FAE LE MGA + W E   
Sbjct: 235 PGNFLVEGDASSASYFLAAAAIKGGQVKVTGIGKNSIQGDIQFAEALEKMGAHIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATAALFANGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG DY IITPP+KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDYIIITPPQKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYFD 
Sbjct: 407 PKCTSKTFPDYFD 419 
 
 
>ref|ZP_02959853.1| hypothetical protein PROSTU_01752 [Providencia stuartii ATCC 25827] 
 gb|EDU58576.1| hypothetical protein PROSTU_01752 [Providencia stuartii ATCC 25827] 
          Length = 424 
 
 Score =  440 bits (1131), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 228/436 (52%), Positives = 298/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  I+GT+ LPGSKS+SNR LLLAA++ GTT++ NLL+S+D+ +ML AL  LG 
Sbjct: 2   QSLTLQPISSINGTINLPGSKSVSNRALLLAAMANGTTLLTNLLDSDDIRHMLNALSQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +  +   R  V G GG+    D   E+++FLGNAG AMR LTAA++ A  N   VL  
Sbjct: 62  VNYQLSEDKTRCRVQGVGGRLCHTD---ELEIFLGNAGTAMRPLTAALSLANNN--IVLT 116 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA +D     + PP+R+ G  G  GG++ + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALREGGATIDYLEQENYPPLRLRG--GFSGGEISVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  +  I I  +L+S PY+++TL LM  FGV+ ++   + RF IKG Q+Y+S 
Sbjct: 175 ALLMAAPLAEKETIITISGELVSKPYIDITLALMATFGVEVDNH-QYQRFVIKGQQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  SLQGD KFA VLE MGA + W +   
Sbjct: 234 PGEYLVEGDASSASYFLAAAAIKGGTVRVTGIGRNSLQGDTKFANVLEKMGATIRWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           R  L  ID++MN +PD AMT+  VALFA G T IR++ +WRVKET+R+ 
Sbjct: 294 IECQ--------RGTLNGIDMDMNAIPDAAMTIGTVALFAQGETVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  I PP +L    I+TY+DHR+AM FSL A ++ PVTI D 
Sbjct: 346 YAMATELRKVGAEVEEGHDFIRIVPPAQLQHAEIETYNDHRIAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           PGCT KTFPDYF  L+ 
Sbjct: 406 PGCTAKTFPDYFQQLA 421 
 
 
>gb|ADT86780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio furnissii NCTC 
           11218] 
          Length = 426 
 
 Score =  440 bits (1131), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 236/433 (54%), Positives = 295/433 (68%), Gaps = 15/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPISKIDGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALSKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     +      V G G  F V + +E   LFLGNAG AMR L AA+    G   ++L  
Sbjct: 62  VVYRLSEDKTECEVEGLGKPFTVSELQE---LFLGNAGTAMRPLAAALCL--GEGEFILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLENENYPPLRITGTG-LESGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I  +L+S PY+++TL +ME+FGV+  ++D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAKGKVTIQIDGELVSKPYIDITLHIMEQFGVQVINND-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FAE LE MGA + W E   
Sbjct: 235 PGNFLVEGDASSASYFLAAAAIKGGQVKVTGIGKNSIQGDIQFAEALEKMGAHIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATAALFANGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG DY IITPP+KL   AIDTYDDHRMAM FSL A  + PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDYIIITPPQKLIHAAIDTYDDHRMAMCFSLVALRDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYFD 
Sbjct: 407 PKCTSKTFPDYFD 419 
 
 
>ref|ZP_01215931.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychromonas sp. 
           CNPT3] 
 gb|EAS39220.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychromonas sp. 
           CNPT3] 
          Length = 429 
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 Score =  439 bits (1130), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 227/438 (51%), Positives = 303/438 (69%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ LQPI+++ G + LPGSKSLSNR LLLAALS+GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 2   QQLRLQPIRKVQGEINLPGSKSLSNRALLLAALSKGTTHLTNLLDSDDVAHMLSALQKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V       +  ++G G  F  ++  E + LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VKVSLSAQKTQCTIIGLGRAFNTQEMGE-LTLFLGNAGTAMRPLCAALCLGQGD--YVLT 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           G  RM ERPIG LV  L+  GA V  +LGT + PP+R+ G  GL GG +K+ GS+SSQ+L 
Sbjct: 119 GEARMFERPIGSLVDALRDAGAKVS-YLGTENYPPLRIQG-QGLKGGNIKIDGSVSSQFL 176 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +A LM+AP+A  D  IEII +L+S PY+++TL++M+ FGV+ EH D++  F +KG Q Y  
Sbjct: 177 TAFLMSAPMASADTRIEIIGELVSKPYIKITLKIMKDFGVEVEH-DNYQTFIVKGKQTYT 235 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           +P +  VEGDASSASYFLA  AI GG++TV G G  S+QGD+ FA+ L+ MGAK+ W +  
Sbjct: 236 APGDYLVEGDASSASYFLAAGAIAGGSITVTGVGKKSIQGDIAFADALQAMGAKIEWGDD 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  +  P        LKAID++ N +PD AMTLA+VALFA G T IR++ +WRVKET+R 
Sbjct: 296 YIKASKGP--------LKAIDMDFNHIPDAAMTLAMVALFAKGTTHIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  EL K+GA V EG DY  ITPP+      IDTYDDHR+AM FSL A A+  V+I  
Sbjct: 348 LYAMAKELRKVGAEVVEGKDYISITPPKVFKDACIDTYDDHRIAMCFSLVALAKTGVSIN 407 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
           DP CT KTFPD+F+  S+ 
Sbjct: 408 DPQCTSKTFPDFFNKFSS 425 
 
 
>ref|ZP_01899318.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Moritella sp. PE36] 
 gb|EDM66198.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Moritella sp. PE36] 
          Length = 427 
 
 Score =  439 bits (1130), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 301/440 (68%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ LQPI ++SGT+ LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   EKLTLQPIGKVSGTINLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G G  F V    E+++LFLGNAG AMR L AA+  + G   + L  
Sbjct: 62  VQYDLSACKTICTVTGLGRAFSV---NEKLELFLGNAGTAMRPLCAALCLSEGE--FELT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIG LV  L+Q GADV      D PPV + G G L GG +K+ GS+SSQ+L+ 
Sbjct: 117 GEPRMEERPIGSLVDSLRQAGADVTYLKNEDYPPVLIKGTG-LKGGNIKIDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA  D  IEI+ +L+S PY+E+TL +M++FGV   H D++  F IKG Q Y++ 
Sbjct: 176 AFLMAAPLADNDTTIEIVGELVSKPYIEITLHIMQQFGVTVTH-DNYQTFTIKGKQTYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+V+E MG K+TW ++  
Sbjct: 235 AGDFLVEGDASSASYFLAAAAIKGGKIRVTGIGKKSIQGDIQFADVIEAMGGKITWADSY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +              L A+D++MN +PD AMT+A  ALFA G T IR+V +WRVKET+R+ 
Sbjct: 295 IEAE--------VGELTAVDMDMNHIPDAAMTIATTALFAKGTTVIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP +L    IDTY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGHDYIKITPPAQLVHATIDTYNDHRMAMCFSLVALSDTPVTIND 406 
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Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           PGCT KTFPDYF+  +  V+ 
Sbjct: 407 PGCTSKTFPDYFERFTGLVQ 426 
 
 
>ref|YP_003613235.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter cloacae 
           subsp. cloacae ATCC 13047] 
 gb|ADF62286.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter cloacae 
           subsp. cloacae ATCC 13047] 
          Length = 427 
 
 Score =  439 bits (1129), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 297/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG      + EE++LFLGNAG AMR L AA+     N   VL  
Sbjct: 62  VHYTLSDDRTRCEVTGNGGAL---RSAEELELFLGNAGTAMRPLAAALCLGSNN--IVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFTGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+  ++ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVITIKGDLVSKPYIDITLHLMKTFGVEVENQ-AYQRFVVRGAQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW E   
Sbjct: 234 PGNYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAVVTWGEDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  +TPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRVTPPAKLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003913217.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ferrimonas balearica 
           DSM 9799] 
 gb|ADN76143.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ferrimonas balearica 
           DSM 9799] 
          Length = 427 
 
 Score =  439 bits (1129), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 298/440 (67%), Gaps = 14/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L PI  + G V LPGSKS+SNR LLLAALSEG T + NLL+S+D+ +ML AL  LG 
Sbjct: 2   KQLPLPPIAHVEGDVYLPGSKSISNRALLLAALSEGETTLTNLLDSDDIRHMLNALALLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S +        VV G GG  P+ ++ + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VSYQWQAEKGEIVVQGRGG--PIANSDQALELFLGNAGTAMRPLCAALVVGQGD--YVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+ LGA V+       PP+R++    L GG+V + GSISSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRPLGAKVEYLEAEGYPPLRIHA-SQLAGGRVSIDGSISSQFLT 176 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APL    + I++  +L+S PY+++TL LM +FGV+ E+ D + +F I  GQ+Y S 
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Sbjct: 177 ALLMTAPLCQDTLTIDVEGELVSKPYIDITLALMAKFGVEVENRD-YRQFVIAAGQRYVS 235 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG +TV G G  SLQGD  FA+ L  MGA++ W + S 
Sbjct: 236 PGRFLVEGDASSASYFLAAAAIGGGPITVHGVGRASLQGDKYFADALAAMGAEIEWQDES 295 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +T          R  L  ID++MN +PD AMT+A  ALFA GPT IR+V +WRVKET+R+ 
Sbjct: 296 ITAR--------RGELNGIDMDMNHIPDAAMTIATTALFAKGPTTIRNVYNWRVKETDRL 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + P EKL+  AIDTY+DHR+AM FSL A   VPVTI D 
Sbjct: 348 AAMATELKKVGAVVEEGHDYLRVEPVEKLHHAAIDTYNDHRIAMCFSLLAVGGVPVTIND 407 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           PGCT KTFPDYFD L+   + 
Sbjct: 408 PGCTAKTFPDYFDRLNALCR 427 
 
 
>ref|YP_001005833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. enterocolitica 8081] 
 sp|P19688.2|AROA_YERE8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAL11617.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. enterocolitica 8081] 
          Length = 428 
 
 Score =  439 bits (1129), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 236/436 (54%), Positives = 301/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLHPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK   E   + ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 63  VKYRLSADRTRCEVDGLGGKLVAE---QPLELFLGNAGTAMRPLAAALCL--GKNDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRIRG--GFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D EI+I  +L+S PY+++TL LM+ FGV   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTEIQIQGELVSKPYIDITLHLMKAFGVDVVH-ENYQIFHIKGGQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAK++W +   
Sbjct: 235 PGIYLVEGDASSASYFLAAAAIKGGTVRVTGIGKQSVQGDTKFADVLEKMGAKISWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFADGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGQDYIRVVPPAQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>gb|ADZ43082.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. palearctica 105.5R(r)] 
          Length = 428 
 
 Score =  439 bits (1128), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 236/436 (54%), Positives = 301/436 (69%), Gaps = 16/436 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLHPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK   E   + ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 63  VKYRLSADRTRCEVDGLGGKLVAE---QPLELFLGNAGTAMRPLAAALCL--GKNDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRIRG--GFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D EI+I  +L+S PY+++TL LM+ FGV   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTEIQIQGELVSKPYIDITLHLMKAFGVDVVH-ENYQIFHIKGGQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAK++W +   
Sbjct: 235 PGIYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKISWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFADGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGQDYIRVVPPAQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>ref|ZP_05945025.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio orientalis CIP 
           102891] 
 gb|EEX91832.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio orientalis CIP 
           102891] 
          Length = 426 
 
 Score =  438 bits (1127), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 233/435 (53%), Positives = 301/435 (69%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +++G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKVNGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      V G G  F   DA E ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VNYSLSEDKTVCEVEGLGKPF---DAPEALELFLGNAGTAMRPLAAALCL--GQGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA+V+     + PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAEVEYLESDNYPPLKIYGTG-LKGGSVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA  DV I I+ +L+S PY+++TL +M +FGV+ E++D +  F I+ GQ Y + 
Sbjct: 176 AFLMSAPLAQDDVTINIVGELVSKPYIDITLHIMAQFGVEVENND-YQEFVIRKGQTYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LKA+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGELKAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY ++TPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYIVVTPPAKLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
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           P CT KTFPDYFD L 
Sbjct: 407 PKCTSKTFPDYFDKL 421 
 
 
>ref|YP_002890011.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thauera sp. MZ1T] 
 gb|ACR01634.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thauera sp. MZ1T] 
          Length = 653 
 
 Score =  438 bits (1126), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 232/444 (52%), Positives = 293/444 (65%), Gaps = 20/444 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P+   +G+V+LPGSKS+SNR+LLLAAL+EG T + +LL S+DV  ML ALR LG 
Sbjct: 2   EFLDLPPMLGAAGSVRLPGSKSISNRVLLLAALAEGETDIRDLLLSDDVERMLEALRALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +    +  +    V G GG FPV+       LFLGNAG A R LTAA+  +GG   Y L  
Sbjct: 62  VDWRREGDSLNYRVCGVGGPFPVKTG----DLFLGNAGTAFRPLTAALALSGGE--YRLS 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L+QLGAD+ C      PP+ +      PGG V++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDALRQLGADITCTANEGYPPLHLKPATIRPGGVVRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL   +  IE++ +LIS PY+ +TL LM RFGV+      W+RF + GG +Y+S 
Sbjct: 176 ALLMALPLTGVETTIEVVGELISKPYIRITLELMARFGVQVGQQ-GWERFVVPGGARYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----W 300 
           P   +VEGDASSASYFLA  AI GG V VEG G TS+QGDV+FAE LE +GA++T    W 
Sbjct: 235 PGTVFVEGDASSASYFLAAGAIGGGPVRVEGVGRTSIQGDVRFAEALEQLGARITLGDNW 294 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E +    G          LKA D+++N +PD AMTLAV ALFADGP  +R++ASWRVKE 
Sbjct: 295 IEAAAPAGG---------VLKAFDLDLNHIPDAAMTLAVAALFADGPCRLRNIASWRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T+R+ A+ TEL KLGA VEEG DY ++  P +L   AIDTYDDHRMAM FSLA+     V 
Sbjct: 346 TDRIAAMATELRKLGAEVEEGADYLVVQRPPRLQPAAIDTYDDHRMAMCFSLASLGGCRV 405 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            I DP C  KTFP YF+  +   + 
Sbjct: 406 RINDPKCVNKTFPGYFEAFAQVAR 429 
 
 
>ref|YP_001176159.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter sp. 638] 
 sp|A4W8S8.1|AROA_ENT38 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABP60108.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter sp. 638] 
          Length = 427 
 
 Score =  438 bits (1126), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 234/436 (53%), Positives = 300/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  VVG GG      +  E++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VQFMLSDDRTRCEVVGNGGALK---SATELELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PPVR+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQKNYPPVRLRG--GFTGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+  ++ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVISIKGDLVSKPYIDITLHLMKTFGVEVENQ-AYQRFVVRGAQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
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           P N  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGNYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAVVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        +  L A+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------QGELNAVDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  +TPP KL V  I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAQVEEGEDYIRVTPPAKLQVAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003364600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citrobacter rodentium 
           ICC168] 
 emb|CBG87756.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citrobacter rodentium 
           ICC168] 
          Length = 427 
 
 Score =  438 bits (1126), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 298/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG    + A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  IACTLSADRTRCEITGNGGALQAQGA---LELFLGNAGTAMRPLAAALCL--GENDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG+V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVEALRQGGAKIDYLEQENYPPLRLRG--GFTGGEVTVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA+ D  I I  +L+S PY+++TL LM+ FGV+ E+   + RF +KGGQ+Y+S 
Sbjct: 175 ALLMTAPLAVQDTTISIKGELVSKPYIDITLNLMKTFGVEIENQ-RYQRFVVKGGQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGVYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  LKAID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELKAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPAKLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>emb|CBY27762.1| 5-enolpyruvylshikimate-3-phosphate synthase [Yersinia 
           enterocolitica subsp. palearctica Y11] 
          Length = 428 
 
 Score =  438 bits (1126), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 236/436 (54%), Positives = 300/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLHPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK   E   + ++LFLGNAG AMR L AA+    G    VL  
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Sbjct: 63  VKYRLSADRTRCEVDGVGGKLVAE---QPLELFLGNAGTAMRPLAAALCL--GKNDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D       PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQEHYPPLRIRG--GFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D EI+I  +L+S PY+++TL LM+ FGV   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTEIQIQGELVSKPYIDITLHLMKAFGVDVVH-ENYQIFHIKGGQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAK++W +   
Sbjct: 235 PGIYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKISWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFADGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGQDYIRVVPPAQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>ref|ZP_03699489.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lutiella nitroferrum 
           2002] 
 gb|EEG07669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lutiella nitroferrum 
           2002] 
          Length = 429 
 
 Score =  438 bits (1126), Expect = e-121,   Method: Compositional matrix adjust. 
 Identities = 238/445 (53%), Positives = 295/445 (66%), Gaps = 22/445 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+++L P   +SGT++LPGSKS+SNR LLLAAL++G T+V  LL+S+D+ +MLGALR LG 
Sbjct: 2   EQLLLSPSPRLSGTIRLPGSKSISNRTLLLAALAQGKTLVRELLDSDDIRHMLGALRLLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +++E    ++  VV G GG FPV+ A    +LFLGNAG A R LTAA+    G   Y L  
Sbjct: 62  VTIEQVGDSRDFVVQGVGGAFPVKQA----ELFLGNAGTAFRPLTAALALMQGE--YQLS 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RM ERPIGDLV  L+  GAD+        PP+ +       G  + + G++SSQ+L+ 
Sbjct: 116 GVARMHERPIGDLVDALRVAGADIRYLGNAGFPPLAIAPATIDAGRVIPVKGNVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL    V IE++ +LIS PY+E+TL LM RFGVK E    W RF I  GQ Y S 
Sbjct: 176 ALLMALPLTSEAVTIEVVGELISKPYIEITLNLMARFGVKVERQ-GWQRFTIAAGQSYLS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----W 300 
           P   +VEGDASSASYFLA  AI GG V VEG G  S+QGDVKFA+ L  MGA ++    W 
Sbjct: 235 PGEIHVEGDASSASYFLAAGAIAGGPVRVEGVGRDSIQGDVKFADTLREMGATISMGDNW 294 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E S    G          LKA+DV++N +PD AMT+AV AL ADG T IR+V SWRVKE 
Sbjct: 295 IEASAPAGG----------LKALDVDLNHIPDAAMTIAVAALAADGTTTIRNVESWRVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVP 419 
           T+R+ A+ TEL K+GA+VEEG DY  ITPP  L   A IDTYDDHRMAM FSL A    P 
Sbjct: 345 TDRLSAMATELRKVGATVEEGRDYIRITPPAALTPNAEIDTYDDHRMAMCFSLVALMGTP 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
           V I DP C  KTFPDYF+VL++  + 
Sbjct: 405 VVINDPKCVAKTFPDYFEVLASLTR 429 
 
 
>ref|YP_001674263.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           halifaxensis HAW-EB4] 
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 sp|B0TT43.1|AROA_SHEHH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABZ76604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           halifaxensis HAW-EB4] 
          Length = 426 
 
 Score =  437 bits (1125), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 225/440 (51%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            ++ L+PIK++SGT+ +PGSKS+SNR LLLA L+ GTT + NLL+S+D+ YML +L+ LG 
Sbjct: 2   NQLRLEPIKKVSGTINIPGSKSISNRALLLATLASGTTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           + G  G     +A E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VSYRLSNNNTVCELDGLAGPL---NAGEPQTLFLGNAGTAMRPLCAALTL--GQGQFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +   G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGAEVSYLKNEGFPPLNITSTG-LNGGNVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA GDV I+I  +L+S PY+++TL LM +FGV+ +++D +  F IK GQ+Y S 
Sbjct: 176 ALLMVAPLAKGDVNIKIKGELVSKPYIDITLALMAQFGVEVQNND-YASFVIKAGQRYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIQGGEVKVTGVGKLSIQGDVKFADVLEQMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           +  LKA+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIAR--------QAKLKAVDLDMNHIPDAAMTIATAALFATGTTRIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  +TPP KLN  AIDTY+DHRMAM FS+ A A+  +TI + 
Sbjct: 347 AAMATELRKVGAIVDEGHDYISVTPPAKLNTAAIDTYNDHRMAMCFSMMAFADCGITINE 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+  +     
Sbjct: 407 PECTSKTFPDYFNQFNALAN 426 
 
 
>ref|NP_797399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus RIMD 2210633] 
 ref|ZP_01991199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ3810] 
 ref|ZP_05777410.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus K5030] 
 ref|ZP_05889312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AN-5034] 
 ref|ZP_05904302.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus Peru-466] 
 sp|Q87QX9.1|AROA_VIBPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC59283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus RIMD 2210633] 
 gb|EDM58958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ3810] 
 gb|EFO36532.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus Peru-466] 
 gb|EFO43356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AN-5034] 
 gb|EFO50814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus K5030] 
          Length = 426 
 
 Score =  437 bits (1124), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 232/438 (52%), Positives = 296/438 (67%), Gaps = 15/438 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLL+AL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLSALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +           VV G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VKYTLSADKTECVVEGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCV--GQGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GAD++    T+ PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALQKAGADIEYLENTNYPPLKIVGTG-LKAGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G+V I+I   L+S PY+++TL +M++FGV+  ++D +  F I  GQ Y + 
Sbjct: 176 AFLMSAPLAEGEVRIKIEGDLVSKPYIDITLHIMKQFGVEVINND-YQEFVIPAGQHYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V          G+  LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VI------SRVGK--LKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P   L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVPHLKHAAIDTYDDHRMAMCFSLLALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L    
Sbjct: 407 PKCTSKTFPDYFDKLKAL 424 
 
 
>ref|YP_004188221.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio vulnificus 
           MO6-24/O] 
 gb|ADV86018.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio vulnificus 
           MO6-24/O] 
          Length = 428 
 
 Score =  437 bits (1124), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 233/438 (53%), Positives = 301/438 (68%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPIK+++G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIKKVNGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E        VV G G  F   +A+E   LFLGNAG AMR L AA+    G   +VL  
Sbjct: 62  VHYELSADKTVCVVEGLGRPFTATEAQE---LFLGNAGTAMRPLAAALCL--GKGEFVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA ++     + PP+++N IG L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALREAGAQIEYLENENYPPLKINAIG-LQAGTVNIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V+I I+ +L+S PY+++TL +M++FGV    ++++  F I  GQ Y S 
Sbjct: 176 AFLMAAPLAQGEVKIHIVGELVSKPYIDITLHIMKQFGVDVV-NNAYQEFIIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG + V G G  S+QGD+ FA+ LE MGA++ W E   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIHFADALEKMGAEIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V          GR  LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VI------SRVGR--LKGIDMDYNHIPDAAMTIATTALFAQGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ PP++L   AIDTYDDHR+AM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYLIVNPPQQLKHAAIDTYDDHRIAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
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           P CT KTFPDYFD L++  
Sbjct: 407 PKCTSKTFPDYFDKLASL 424 
 
 
>ref|YP_001501926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella pealeana 
           ATCC 700345] 
 sp|A8H4A4.1|AROA_SHEPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV87391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella pealeana 
           ATCC 700345] 
          Length = 426 
 
 Score =  437 bits (1123), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 224/438 (51%), Positives = 298/438 (68%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            ++ L+PIK++SGT+ +PGSKS+SNR LLLA L+EGTT + NLL+S+D+ YML +L+ LG 
Sbjct: 2   NQLRLEPIKKVSGTINIPGSKSISNRALLLATLAEGTTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           + G  G     +A E   LFLGNAG AMR L AA+T   G+  + L  
Sbjct: 62  VSYRLSNNNTVCELDGLAGPL---NASEAQTLFLGNAGTAMRPLCAALTLGQGD--FTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ ++  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGAEVSYLKNDGFPPLSISSTG-LNGGNVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  DV I+I  +L+S PY+++TL LM +FGVK +++D +  F IK GQ+Y S 
Sbjct: 176 ALLMVAPLAKDDVNIQIKGELVSKPYIDITLALMAQFGVKVQNND-YASFVIKAGQRYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VL+ MGA++ W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIQGGEVKVTGVGKLSIQGDVKFADVLQQMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IISRG--------AKLTAVDLDMNHIPDAAMTIATTALFATGTTHIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  +TPP +LN  AIDTY DHRMAM FS+ A A+  +TI + 
Sbjct: 347 AAMATELRKVGAIVDEGHDYISVTPPAELNTAAIDTYSDHRMAMCFSMMAFADCGITINE 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF+  ++  
Sbjct: 407 PECTSKTFPDYFNQFNSL 424 
 
 
>ref|ZP_06038940.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio mimicus MB-451] 
 gb|EEY38324.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio mimicus MB-451] 
          Length = 426 
 
 Score =  437 bits (1123), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 234/440 (53%), Positives = 295/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINLISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G G  F      + ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VKYRLSADKTTCEVEGLGQAF---QTTQPLELFLGNAGTAMRPLAAALCL--GQGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L GG V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQGGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA+V W +   
Sbjct: 235 PGNFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQVEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMTTELRKVGATVEEGEDFIVITPPAKLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+  +   + 
Sbjct: 407 PKCTSKTFPDYFEKFAQLSR 426 
 
 
>ref|YP_001438518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cronobacter sakazakii 
           ATCC BAA-894] 
 sp|A7MES7.1|AROA_ENTS8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABU77682.1| hypothetical protein ESA_02436 [Cronobacter sakazakii ATCC BAA-894] 
          Length = 428 
 
 Score =  436 bits (1121), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 301/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL  LG 
Sbjct: 3   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAKGTTTLTNLLDSDDVRHMLNALNALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  + G GG F   +   E++LFLGNAG AMR L AA+     N   VL  
Sbjct: 63  VHYSLSDDRTRCEIQGQGGPF---NTLVELELFLGNAGTAMRPLAAALCLGTNNV--VLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADV      + PP+ + G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGADVTYLEQENYPPLHLKG--GFTGGNVTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA G+  I+I  +L+S PY+++TL LM+ FGV+ E+ + + RF I+GGQ+Y+S 
Sbjct: 176 ALLMAAPLAPGNTAIDIKGELVSKPYIDITLHLMKTFGVEVENQN-YQRFVIQGGQQYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 235 PGHYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAHITWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 ISCT--------RGELNAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+  +TPP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGHDFITVTPPAQLQFADIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFP+YF  L+ 
Sbjct: 407 PKCTAKTFPNYFAQLA 422 
 
 
>ref|ZP_05926140.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio sp. RC341] 
 gb|EEX65835.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio sp. RC341] 
          Length = 426 
 
 Score =  435 bits (1119), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 295/436 (67%), Gaps = 15/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ISG V LPGSKS+SNR LLLAAL+ G T + NLL+S+D+ +ML AL  LG 
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Sbjct: 2   ESLTLQPINLISGEVNLPGSKSVSNRALLLAALASGKTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VKYQLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGNFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPAQLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 407 PKCTSKTFPDYFDKLA 422 
 
 
>ref|YP_003209877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cronobacter 
           turicensis z3032] 
 emb|CBA29637.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cronobacter 
           turicensis z3032] 
          Length = 428 
 
 Score =  435 bits (1119), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 303/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAKGTTTLTNLLDSDDVRHMLNALKALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +   R  + G GG F   +   E++LFLGNAG AMR L AA+     N   VL  
Sbjct: 63  VNYSLSEDRTRCEIQGQGGPF---NTLVELELFLGNAGTAMRPLAAALCLGTNNV--VLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GAD+      + PP+ + G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGADIIYLEQENYPPLHLKG--GFSGGNVTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  +  I+I  +L+S PY+++TL LM+ FGV+ E+ + + RF I+GGQ+Y+S 
Sbjct: 176 ALLMAAPLAPANTAIDIKGELVSKPYIDITLHLMKTFGVEVENQN-YQRFVIQGGQQYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA++ W +   
Sbjct: 235 PGHYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAQIVWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAQGTTTLRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+  +TPP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGHDFITVTPPAQLQFADIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF  L+ 
Sbjct: 407 PKCTAKTFPDYFAQLA 422 
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>pdb|3FK0|A Chain A, E. Coli Epsp Synthase (Tips Mutation) Liganded With S3p 
 pdb|3FK1|A Chain A, E. Coli Epsp Synthase (Tips Mutation) Liganded With S3p 
           And Glyphosate 
          Length = 427 
 
 Score =  435 bits (1119), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 297/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAGIAMRSL AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGIAMRSLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_04636035.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia intermedia 
           ATCC 29909] 
 gb|EEQ19847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia intermedia 
           ATCC 29909] 
          Length = 428 
 
 Score =  435 bits (1118), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 303/440 (68%), Gaps = 16/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        +  V G GGK     A + ++LFLGNAG AMR L AA+    GN+  VL  
Sbjct: 63  VNFRLSADRTQCEVDGVGGKLV---ADQPLELFLGNAGTAMRPLAAALCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D +I+I   L+S PY+++TL LM+ FGV   H +++  F+IK GQ Y++ 
Sbjct: 176 ALLMTAPLAEQDTDIQIQGDLVSKPYIDITLHLMKAFGVDVVH-ENYQLFHIKSGQTYRT 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAK++W +   
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKISWGDDY 294 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA+GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFANGPTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V EG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVTEGEDYIRVVPPAQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+ L+   + 
Sbjct: 407 PQCTAKTFPDYFEQLANLSQ 426 
 
 
>ref|NP_935111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio vulnificus 
           YJ016] 
 sp|Q7MJ45.1|AROA_VIBVY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC95082.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio vulnificus 
           YJ016] 
          Length = 428 
 
 Score =  435 bits (1118), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 232/438 (52%), Positives = 300/438 (68%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPIK+++G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIKKVNGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E        VV G G  F   +A+E   LFLGNAG AMR L AA+    G   +VL  
Sbjct: 62  VHYELSADKTVCVVEGLGRPFTATEAQE---LFLGNAGTAMRPLAAALCL--GKGEFVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA ++     + PP+++N  G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALREAGAQIEYLENENYPPLKINATG-LQAGTVNIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V+I I+ +L+S PY+++TL +M++FGV    ++++  F I  GQ Y S 
Sbjct: 176 AFLMAAPLAQGEVKIHIVGELVSKPYIDITLHIMKQFGVDVV-NNAYQEFIIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG + V G G  S+QGD+ FA+ LE MGA++ W E   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIHFADALEKMGAEIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V          GR  LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VI------SRVGR--LKGIDMDYNHIPDAAMTIATTALFAQGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ PP++L   AIDTYDDHR+AM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYLIVNPPQQLTHAAIDTYDDHRIAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L++  
Sbjct: 407 PKCTSKTFPDYFDKLASL 424 
 
 
>gb|AAO10514.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio vulnificus] 
          Length = 428 
 
 Score =  435 bits (1118), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 232/438 (52%), Positives = 300/438 (68%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPIK+++G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIKKVNGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E        VV G G  F   +A+E   LFLGNAG AMR L AA+    G   +VL  
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Sbjct: 62  VHYELSADKTVCVVEGLGRPFTATEAQE---LFLGNAGTAMRPLAAALCL--GKGEFVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA ++     + PP+++N  G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALREAGAQIEYLENENYPPLKINATG-LQAGTVNIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA G+V+I I+ +L+S PY+++TL +M++FGV    ++++  F I  GQ Y S 
Sbjct: 176 AFLMAAPLAQGEVKIHIVGELVSKPYIDITLHIMKQFGVDVV-NNAYQEFIIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG + V G G  S+QGD+ FA+ LE MGA++ W E   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIHFADALEKMGAEIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V          GR  LK ID++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VI------SRVGR--LKGIDMDYNHIPDAAMTIATTALFAQGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ PP++L   AIDTYDDHR+AM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYLIVNPPQQLRHAAIDTYDDHRIAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L++  
Sbjct: 407 PKCTSKTFPDYFDKLASL 424 
 
 
>ref|YP_004212257.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rahnella sp. Y9602] 
 gb|ADW73130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rahnella sp. Y9602] 
          Length = 427 
 
 Score =  435 bits (1118), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 228/436 (52%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQP+  ++G++ LPGSKS+SNR LLLAA ++GTT + NLL+S+DV YML AL  LG 
Sbjct: 2   ESLTLQPVALVNGSINLPGSKSVSNRALLLAAFAQGTTRLTNLLDSDDVRYMLTALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++     +     + G G  F   +AK  ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  VTHRLSASRTECEIDGLGTAF--SNAKG-LELFLGNAGTAMRPLAAALCL--GEQDVVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFSGGDVSVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I+I   L+S PY+++TL LM+ FG++ E+   + RF IKG Q Y S 
Sbjct: 175 ALLMTAPLADNDTTIQIKGDLVSKPYIDITLNLMKTFGIEVENH-KYQRFSIKGRQHYVS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGAYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSMQGDIRFADVLEKMGATIHWADDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L  ID++MN +PD AMT+A  ALFA+GPT +R++ +WRVKET+R+ 
Sbjct: 294 IECT--------RGELNGIDMDMNHIPDAAMTIATAALFAEGPTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG DY  I PP+ L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 TAMATELRKVGATVEEGEDYIRIDPPQSLKFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 406 PKCTAKTFPDYFDRLA 421 
 
 
>ref|YP_942554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychromonas 
           ingrahamii 37] 
 sp|A1STZ0.1|AROA_PSYIN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM02955.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychromonas 
           ingrahamii 37] 
          Length = 428 
 
 Score =  435 bits (1118), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 227/437 (51%), Positives = 305/437 (69%), Gaps = 13/437 (2%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+++LQPI ++ G + LPGSKSLSNR LLLAAL++GTT + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EQLLLQPIAKVDGEINLPGSKSLSNRALLLAALAQGTTTLTNLLDSDDIRHMLNALKKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +  K  K+ VV G G  F   ++   ++LFLGNAG AMR L AA+    G   Y+L  
Sbjct: 62  VNYQLSKDKKQCVVEGLGRAFNTAESGL-LELFLGNAGTAMRPLCAALCL--GQGEYILT 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM ERPIG LV  L+Q GA V      + PP+++ G G L GGK+K+ GS+SSQ+L+ 
Sbjct: 119 GEARMFERPIGSLVDALQQAGAQVTYLENENYPPLKIKGTG-LKGGKIKIDGSVSSQFLT 177 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAP+A+ D EIEI+ +L+S PY+++TL++M  FG+  ++ + ++RF IKG Q Y + 
Sbjct: 178 AFLMAAPMAMEDTEIEIVGELVSKPYIKITLQIMHDFGIDVDNHN-FERFIIKGKQTYSA 236 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GG + V G G  S+QGD++FA+ LE MGAK+ W +   
Sbjct: 237 PGHYLVEGDASSASYFLAAGAIAGGCIKVTGIGKKSVQGDIQFADALEAMGAKIEWGDDY 296 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        +  LKAID++MN +PD AMT+AV ALFA G T IR+V +WRVKET+R+ 
Sbjct: 297 IKAS--------KGELKAIDMDMNHIPDAAMTIAVAALFATGTTKIRNVYNWRVKETDRL 348 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+V EG D+  +T PEKL    IDTYDDHRMAM FSL A     VTI D 
Sbjct: 349 YAMATELRKVGATVVEGHDFIEVTAPEKLIHAEIDTYDDHRMAMCFSLVALGNTQVTIND 408 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
           P CT KTFPDYF+ L++ 
Sbjct: 409 PKCTSKTFPDYFEKLAS 425 
 
 
>ref|ZP_01220232.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Photobacterium profundum 3TCK] 
 gb|EAS43335.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Photobacterium profundum 3TCK] 
          Length = 428 
 
 Score =  434 bits (1117), Expect = e-120,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 298/436 (68%), Gaps = 15/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +ISG V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   ESLTLQPISQISGEVNLPGSKSVSNRALLLAALAQGTTRLTNLLDSDDIRHMLNALKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +         V G G  F   +A + ++L+LGNAG AMR L AA+  + G   +VL  
Sbjct: 62  VNYQLSADKTVCEVEGLGSAF---NASQALELYLGNAGTAMRPLAAALCLSQGE--FVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GADV      + PP+ + G G L GG+V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRTAGADVTYLENENYPPLAIKGTG-LNGGEVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAP+A  D  I I   L+S PY+++TL +M +FGV  E+ D +  F+I  GQ Y++ 
Sbjct: 176 AFLMAAPMATQDTVIRIKGDLVSKPYIDITLHIMAQFGVTVENRD-YQEFFIPAGQTYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  VEGDASSASYFLA AAI GG V V G G  S+QGDV+FA  LEMMGA++ W +   
Sbjct: 235 AGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSIQGDVQFAHALEMMGAEIEWGDNY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
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           V           R  LKA+D++ N +PD AMT+AV ALFA+G T+IR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELKAVDMDFNHIPDAAMTIAVAALFAEGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  I PP +L    IDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 TAMATELRKVGAEVEEGNDYITIVPPTQLQHATIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 407 PKCTSKTFPDYFDKLA 422 
 
 
>ref|YP_269053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Colwellia 
           psychrerythraea 34H] 
 sp|Q482G5.1|AROA_COLP3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAZ27668.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Colwellia 
           psychrerythraea 34H] 
          Length = 426 
 
 Score =  434 bits (1117), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 224/436 (51%), Positives = 296/436 (67%), Gaps = 15/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI +I+G + LPGSKSLSNR LL+AAL+ G T + NLL S+D+++ML AL++LG 
Sbjct: 2   EQLTLNPIGKINGEIFLPGSKSLSNRALLIAALANGVTKITNLLVSDDINHMLNALKSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V+G GG F   +AK+ ++L+LGNAG AMR L AA+ A+ G   ++L  
Sbjct: 62  IEYTLSDCGTECTVIGNGGFF---NAKKPLELYLGNAGTAMRPLCAALAASEGE--FILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L QL AD++     D PPV++ G   L G  V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALAQLDADIEYLENKDYPPVKIKG-KALTGNTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+LM APL   +  IEI  +L+S PY+++TL +M RF V  +++D +  F + G Q Y++ 
Sbjct: 176 AILMIAPLLETNTTIEIDGELVSKPYIDITLDIMRRFNVSVQNND-YKSFIVNGKQSYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VEGDASSASYFLA  AI GG VTV G G  S+QGD  FA+VLE MGA++ W + S 
Sbjct: 235 LDKYMVEGDASSASYFLAAGAIKGGEVTVHGIGKLSVQGDKHFADVLEKMGAEIHWKDES 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +TV G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WRVKET+R+ 
Sbjct: 295 ITVIGKP--------LTAVDMDMNHIPDAAMTIATTALFATGTTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V EG DY  ITPP+ L    IDTY+DHR+AM FSL A ++ PVTI D 
Sbjct: 347 NAMATELRKVGAEVVEGKDYISITPPKSLKHAEIDTYNDHRVAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 407 PKCTAKTFPDYFDKLA 422 
 
 
>ref|YP_130637.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Photobacterium 
           profundum SS9] 
 sp|Q6LPE1.1|AROA_PHOPR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAG20835.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Photobacterium profundum SS9] 
          Length = 428 
 
 Score =  434 bits (1117), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 230/436 (52%), Positives = 298/436 (68%), Gaps = 15/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQP+ +I+G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL+ LG 
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Sbjct: 2   ESLTLQPVSQINGEVNLPGSKSVSNRALLLAALAQGTTRLTNLLDSDDIRHMLNALKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +         V G G  F   +A + ++L+LGNAG AMR L AA+  + G   +VL  
Sbjct: 62  VNYQLSTDKTVCEVEGLGSAF---NASQALELYLGNAGTAMRPLAAALCLSQGE--FVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GADV      + PP+++ G G L GG+V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRTAGADVTYLENENYPPLKITGTG-LYGGEVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA  D  I I   L+S PY+++TL +M +FGV  E+ D +  F+I  GQ Y+  
Sbjct: 176 AFLMAAPLATADTVIRIKGDLVSKPYIDITLHIMAQFGVTVENRD-YQEFFIPAGQTYQG 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  VEGDASSASYFLA AAI GG V V G G  S+QGDV+FA  LEMMGA++ W +   
Sbjct: 235 AGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSIQGDVQFAHALEMMGAEIEWGDNY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  LKA+D++ N +PD AMT+AV ALFA+G T+IR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELKAVDMDFNHIPDAAMTIAVAALFAEGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  I PP +L    IDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAKVEEGNDYITIVPPTQLQHATIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 407 PKCTSKTFPDYFDKLA 422 
 
 
>ref|ZP_06189463.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Serratia odorifera 
           4Rx13] 
 gb|EFA17765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Serratia odorifera 
           4Rx13] 
          Length = 428 
 
 Score =  434 bits (1117), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 299/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQP+  ++GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPVALVNGTVNLPGSKSVSNRALLLAALAEGTTTLTNLLDSDDVRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S +        +V G  G      A E ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 63  VSYQLPDDRTTCIVEGVAGPLV---ASEPLELFLGNAGTAMRPLAAALCLGSGDV--VLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    TD PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQTDYPPLRLRG--GFHGGDVTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL LM  FGV+  H D++  F I+G Q Y+S 
Sbjct: 176 ALLMTAPLAEQDTNIHIKGELVSKPYIDITLHLMRTFGVEVSH-DNYRVFNIQGRQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGA++TW +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGARITWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA+GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELRGIDMDMNHIPDAAMTIATAALFAEGPTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  + PP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVDEGEDYIHVVPPVKLKFADIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
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>ref|ZP_03086030.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4024] 
          Length = 427 
 
 Score =  434 bits (1117), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 234/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG      + E ++LFLGNAG AMR L AA+    GN   VL  
Sbjct: 62  VQYALSDDRTRCEVTGNGGAL---HSAEALELFLGNAGTAMRPLAAALCL--GNNNIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFTGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM  FGV+ E+  S+ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVISIKGDLVSKPYIDITLHLMNTFGVEVENQ-SYQRFVVRGAQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGNYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAVVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L AID++MN +PD AMT+A  ALFA G T + ++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLGNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRITPPAKLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_05967101.1| hypothetical protein ENTCAN_05479 [Enterobacter cancerogenus ATCC 
           35316] 
 gb|EFC58038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter 
           cancerogenus ATCC 35316] 
          Length = 427 
 
 Score =  434 bits (1116), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 297/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     K   R  V G GG      + E ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VHYTLSKDRTRCDVTGNGGAL---RSSEALELFLGNAGTAMRPLAAALCLGSGDV--VLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFTGGHVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTTIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVVRGAQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW E   
Sbjct: 234 PGHYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAVVTWGENF 293 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG DY  +TPP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGATVEEGEDYIRVTPPATLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001477939.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Serratia 
           proteamaculans 568] 
 sp|A8GCH1.1|AROA_SERP5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV40811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Serratia 
           proteamaculans 568] 
          Length = 428 
 
 Score =  434 bits (1116), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 299/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQP+  ++GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPVALVNGTVNLPGSKSVSNRALLLAALAEGTTTLTNLLDSDDVRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S +         V G GG      A + ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 63  VSYQLSDDRTTCKVDGVGGPLV---ASKPLELFLGNAGTAMRPLAAALCL--GSNDVVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    TD PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQTDYPPLRLRG--GFRGGDVTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL LM  FGV+  H D++  F+I G Q Y+S 
Sbjct: 176 ALLMTAPLAEQDTHIHIKGELVSKPYIDITLHLMRTFGVEVSH-DNYRVFHINGRQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGA++TW +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGARITWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA+GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELRGIDMDMNHIPDAAMTIATAALFAEGPTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  + PP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVDEGEDYIHVVPPAKLKFADIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>ref|ZP_04404584.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae TMA 
           21] 
 gb|EEO12788.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae TMA 
           21] 
          Length = 426 
 
 Score =  434 bits (1116), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 234/440 (53%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+II +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIIGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGDV+FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDVQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>ref|ZP_08099331.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio brasiliensis 
           LMG 20546] 
 gb|EGA64683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio brasiliensis 
           LMG 20546] 
          Length = 426 
 
 Score =  434 bits (1116), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 231/435 (53%), Positives = 299/435 (68%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +++G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKVNGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALSKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           V G G  F   DA   ++LFLGNAG AMR L AA+    G   Y+L  
Sbjct: 62  VSYRLSDDKTVCEVEGLGKPFQATDA---LELFLGNAGTAMRPLAAALCL--GQGEYILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA V+     + PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAKVEYLENDNYPPLKIFGTG-LKGGTVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA  DV I+I+ +L+S PY+++TL +M +FGV+ E++D +  F I+ GQ Y + 
Sbjct: 176 AFLMSAPLAQDDVTIKIVGELVSKPYIDITLHIMAQFGVEVENND-YQEFVIRHGQSYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG + V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEIKVTGIGKKSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LKA+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGELKAVDMDFNHIPDAAMTIATTALFAQGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+TPP +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYLIVTPPAQLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P CT KTFPDYF+ L 
Sbjct: 407 PKCTSKTFPDYFEKL 421 
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>ref|ZP_02903635.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia albertii 
           TW07627] 
 gb|EDS90765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia albertii 
           TW07627] 
          Length = 425 
 
 Score =  434 bits (1115), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 301/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQP+  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPVARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   +L  
Sbjct: 62  VSYTLSAEHTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GHNDIILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+  +GG  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKITYQEQENYPPLRL--LGGFIGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL +M+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLASQDTVIRIKGDLVSKPYIDITLNMMKAFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AA+ GGTV V G G  S+QGD++FA+VLE MGA ++W +   
Sbjct: 234 PGSYLVEGDASSASYFLAAAAVKGGTVKVTGIGRNSMQGDIRFADVLEKMGATISWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGNDFIRITPPEKLRFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           PGCT KTFPDYF+ L+ 
Sbjct: 406 PGCTAKTFPDYFEQLA 421 
 
 
>pdb|3NVS|A Chain A, 1.02 Angstrom Resolution Crystal Structure Of 
           3-Phosphoshikimate 1- Carboxyvinyltransferase From 
           Vibrio Cholerae In Complex With Shikimate-3-Phosphate 
           (Partially Photolyzed) And Glyphosate 
          Length = 450 
 
 Score =  434 bits (1115), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 26  ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 85 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 86  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 140 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 141 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 199 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 200 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 258 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 259 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 318 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 319 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 370 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 371 AAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 430 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 431 PKCTSKTFPDYFDKFAQLSR 450 
 
 
>ref|YP_001334602.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           subsp. pneumoniae MGH 78578] 
 sp|A6T701.1|AROA_KLEP7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR76372.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           subsp. pneumoniae MGH 78578] 
          Length = 427 
 
 Score =  434 bits (1115), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 298/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GTV LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVEGTVNLPGSKSVSNRALLLAALARGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG  P+  A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VQYTLSADRTRCEVTGNGG--PLRSAAA-LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +DC    + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDCLEQENYPPLRLRG--GFQGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVVRGKQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGATVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           LKA+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELKAVDMDMNHIPDAAMTIATAALFAQGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRITPPAKLKYAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_06033632.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio mimicus VM223] 
 gb|EEY44279.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio mimicus VM223] 
          Length = 426 
 
 Score =  433 bits (1114), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 294/440 (66%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINLISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G G  F      + ++LFLGNAG AMR L AA+    G   YVL  
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Sbjct: 62  VKYRLSADKTTCEVEGLGQAF---QTTQPLELFLGNAGTAMRPLAAALCL--GQGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPTGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGNFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPAKLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+  +   + 
Sbjct: 407 PKCTSKTFPDYFEKFAQLSR 426 
 
 
>pdb|2QFS|A Chain A, E.Coli Epsp Synthase Pro101ser Liganded With S3p 
 pdb|2QFT|A Chain A, E.Coli Epsp Synthase Pro101ser Liganded With S3p And 
           Glyphosate 
          Length = 427 
 
 Score =  433 bits (1114), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 234/436 (53%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMRSL AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRSLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>gb|EGC07735.1| EPSP synthase [Escherichia fergusonii B253] 
          Length = 425 
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 Score =  433 bits (1114), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 297/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYSLSTDRTRCEIIGNGGPLHAESA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAGITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEVENQ-RYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD+ FA+VLE MGA ++W +   
Sbjct: 234 PGSYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIHFADVLEKMGATISWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAQVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_04418631.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae 
           12129(1)] 
 gb|EEN98501.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae 
           12129(1)] 
          Length = 426 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQLLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
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Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>ref|ZP_06641049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Serratia odorifera 
           DSM 4582] 
 gb|EFE94290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Serratia odorifera 
           DSM 4582] 
          Length = 428 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 299/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQP+  ++GTV LPGSKS+SNR LLLAAL+ GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPVALVNGTVNLPGSKSVSNRALLLAALAAGTTRLTNLLDSDDVRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S +   +A R V    G   P+  AK+ ++LFLGNAG AMR L AA+    GN   VL  
Sbjct: 63  VSYQL--SADRTVCTVDGVAGPLV-AKQPLELFLGNAGTAMRPLAAALCL--GNGEVVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    +D PPVR+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQSDYPPVRLRG--GFSGGNVSVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL LM  FGV+  H D +  F+I+G Q Y S 
Sbjct: 176 ALLMTAPLAEQDTHIHIKGELVSKPYIDITLHLMRTFGVEVSHED-YRVFHIRGQQTYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G GT S+QGD KFA+VL  MGA +TW +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGTHSVQGDTKFADVLAKMGAHITWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           R  L  ID++MN +PD AMT+A  ALFA+GPT +R++ +WRVKET+R+ 
Sbjct: 295 IECH--------RGELNGIDMDMNHIPDAAMTIATAALFANGPTTLRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+V+EG DY  + PP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVDEGEDYIHVVPPAKLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 407 PKCTAKTFPDYFDQLA 422 
 
 
>ref|NP_231368.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae O1 
           biovar El Tor str. N16961] 
 ref|ZP_01675626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           2740-80] 
 ref|ZP_01956752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           MZO-3] 
 ref|ZP_01971738.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae NCTC 
           8457] 
 ref|ZP_01975450.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae B33] 
 ref|ZP_01980597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           623-39] 
 ref|YP_002810431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           M66-2] 
 ref|ZP_04397665.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae BX 
           330286] 
 ref|ZP_04401080.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae B33] 
 ref|ZP_04408183.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae RC9] 
 ref|YP_002878383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           MJ-1236] 
 ref|ZP_05238199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae MO10] 
 ref|ZP_05418796.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholera CIRS 
           101] 
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 ref|ZP_06030889.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae INDRE 
           91/1] 
 ref|ZP_07007999.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae MAK 
           757] 
 sp|Q9KRB0.1|AROA_VIBCH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C3LN54.1|AROA_VIBCM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAF94882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae O1 
           biovar El Tor str. N16961] 
 gb|EAX59988.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           2740-80] 
 gb|EAY41044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           MZO-3] 
 gb|EAZ72997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae NCTC 
           8457] 
 gb|EAZ76912.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae B33] 
 gb|EDL74646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           623-39] 
 gb|ACP05980.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           M66-2] 
 gb|EEO08404.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae RC9] 
 gb|EEO16507.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae B33] 
 gb|EEO20586.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae BX 
           330286] 
 gb|ACQ60813.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae 
           MJ-1236] 
 gb|EET22968.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae MO10] 
 gb|EET92712.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholera CIRS 
           101] 
 gb|EEY47258.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae INDRE 
           91/1] 
 gb|EFH78575.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae MAK 
           757] 
          Length = 426 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
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Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>emb|CBK85480.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter cloacae 
           subsp. cloacae NCTC 9394] 
          Length = 427 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG      + E ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VQYALSDDRTRCEVTGNGGAL---HSAEALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFTGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM  FGV+ E+  S+ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVISIKGDLVSKPYIDITLHLMNTFGVEVENQ-SYQRFVVRGAQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGHYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGAVVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T           L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------HGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  +TPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRVTPPAKLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|NP_928909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Photorhabdus 
           luminescens subsp. laumondii TTO1] 
 sp|Q7N6D5.1|AROA_PHOLL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE13913.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Photorhabdus luminescens subsp. 
           laumondii TTO1] 
          Length = 428 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 234/435 (53%), Positives = 292/435 (67%), Gaps = 16/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + ++LQPI  I+GT+ LPGSKS+SNR LLLAA ++G T + NLL+S+D+ +ML AL  LG 
Sbjct: 2   QSLMLQPISYINGTINLPGSKSVSNRALLLAAFAKGATCLTNLLDSDDIRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           V G GG    +     ++LFLGNAG AMR LTAA+    G    VL  
Sbjct: 62  ISYRLSDDRTCCEVDGIGGLITHQGP---IELFLGNAGTAMRPLTAALCL--GKNDVVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+ V G  G  GGKV + G +SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAEIDYLEQENYPPLHVKG--GFVGGKVMVDGRVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D EI I  +L+S PY+++TL LM+ FG+   H D +  F+IKG Q+Y S 
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Sbjct: 175 ALLMAAPLAENDSEIHIQGELVSKPYIDITLALMKSFGITINH-DQYQIFHIKGRQQYVS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  SLQGD KFA VLE MGAK+ W +   
Sbjct: 234 PGHYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSLQGDTKFANVLEKMGAKIRWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L  ID++MN++PD AMT+A  ALFA G T IR++ +WRVKET+R+ 
Sbjct: 294 VECE--------RGTLTGIDMDMNEIPDAAMTIATTALFAAGETVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 HAMATELRKVGAEVEEGVDYIRITPPPRLLPAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYF+ L 
Sbjct: 406 PGCTAKTFPDYFNQL 420 
 
 
>ref|ZP_04960288.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           AM-19226] 
 gb|EDN16531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           AM-19226] 
          Length = 426 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAAVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>gb|ACV91084.1| 5-enolpyruvylshikimate 3-phosphate synthase [Rahnella aquatilis] 
          Length = 427 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 226/436 (51%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQP+  ++G++ LPGSKS+SNR LLLAA ++GTT + NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPVALVNGSINLPGSKSVSNRALLLAAFAQGTTRLTNLLDSDDVRHMLTALTQLG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++     +     + G G  F   +AK  ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  VTHRLSASRTECEIDGLGTAF--SNAKG-LELFLGNAGTAMRPLAAALCL--GEQDVVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLQG--GFSGGDVSVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I+I   L+S PY+++TL LM+ FG++ E+ + + RF I+G Q Y S 
Sbjct: 175 ALLMTAPLADNDTTIQIKGDLVSKPYIDITLNLMKTFGIEVENHE-YQRFSIQGRQHYVS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGAYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSMQGDIRFADVLEKMGATIHWADDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L  ID++MN +PD AMT+A  ALFA+GPT +R++ +WRVKET+R+ 
Sbjct: 294 IECT--------RGELNGIDMDMNHIPDAAMTIATAALFAEGPTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG DY  I PP+ L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 TAMATELRKVGATVEEGEDYIRIDPPQSLKFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYFD L+ 
Sbjct: 406 PKCTAKTFPDYFDRLA 421 
 
 
>ref|ZP_04918492.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae V51] 
 gb|EAZ50884.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae V51] 
          Length = 426 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGDDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>pdb|3FJX|A Chain A, E. Coli Epsp Synthase (T97i) Liganded With S3p 
 pdb|3FJZ|A Chain A, E. Coli Epsp Synthase (T97i) Liganded With S3p And 
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           Glyphosate 
          Length = 427 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 234/436 (53%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAGIAMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGIAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_01947816.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 1587] 
 ref|ZP_04410091.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae TM 
           11079-80] 
 gb|EAY35615.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 1587] 
 gb|EEO07218.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae TM 
           11079-80] 
          Length = 426 
 
 Score =  433 bits (1113), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 232/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGKAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
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           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>ref|YP_003777077.1| 5-enolpyruvylshikimate-3-phosphate synthase [Herbaspirillum 
           seropedicae SmR1] 
 gb|ADJ65169.1| 5-enolpyruvylshikimate-3-phosphate synthase (EPSP synthase) protein 
           [Herbaspirillum seropedicae SmR1] 
          Length = 445 
 
 Score =  432 bits (1112), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 234/452 (51%), Positives = 296/452 (65%), Gaps = 30/452 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
             I L P+  + GTVKLPGSKS+SNRILLLAALS GTT + +LL S+D   ML AL+TLG 
Sbjct: 10  RHIDLAPVHHVQGTVKLPGSKSISNRILLLAALSGGTTRIFDLLASDDTLVMLMALQTLG 69 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E  +  +  +V G  G  PV  A     LF+GNAG A+R LTAA+   GG+  Y L  
Sbjct: 70  VKWEQIEGTQDYIVHGVNGVLPVHQA----DLFMGNAGTAIRPLTAALAVLGGD--YTLH 123 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L  +G  +D       PP+ +   G L   ++K+ G++SSQ+L+ 
Sbjct: 124 GVPRMHERPIGDLVDALNAVGMRIDYTGNPGYPPLHIRR-GQLTSSRMKVRGNVSSQFLT 182 
 
Query: 185 ALLMAAPLALGD--VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMAAPL   +  ++I+++ +LIS PY+E+TL LM RF V+ E  D W +F IK GQ Y 
Sbjct: 183 ALLMAAPLMAREEAMQIDVVGELISKPYIEITLNLMRRFSVEVER-DGWQQFIIKPGQHY 241 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT--- 299 
           +SP + +VEGDASSASYFLA  AITGG + VEG G  S+QGDV+F E LE+MGA +T    
Sbjct: 242 RSPGSIHVEGDASSASYFLAAGAITGGPIRVEGVGRDSIQGDVRFVEALELMGATITMGE 301 
 
Query: 300 -WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W E S    GP         LKA+D + N +PD AMT+AV AL+ADGP+ +R++ASWRV 
Sbjct: 302 NWIEASSN--GP---------LKAVDADFNHIPDAAMTIAVAALYADGPSTLRNIASWRV 350 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           KET+R+ A+ TEL KLGA VEEG DY  +TPP ++    IDTYDDHRMAM FSLA+     
Sbjct: 351 KETDRLAAMATELRKLGAQVEEGADYLTVTPPAEIGTATIDTYDDHRMAMCFSLASLDGA 410 
 
Query: 419 -----PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
                 V I DP C  KTFPDYFDV     +  
Sbjct: 411 LRRGNRVRINDPKCVAKTFPDYFDVFKKIAEQ 442 
 
 
>dbj|BAI54369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           SE15] 
          Length = 427 
 
 Score =  432 bits (1112), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A+E   LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAESARE---LFLGNAGTAMRPLAAALCL--GSNDIVLS 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
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Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_539995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           UTI89] 
 ref|YP_668835.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 536] 
 ref|YP_852039.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli APEC 
           O1] 
 ref|ZP_03033643.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli F11] 
 ref|YP_002390726.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli S88] 
 ref|YP_002396960.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           ED1a] 
 ref|ZP_04001932.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           83972] 
 ref|ZP_04537585.1| AroA [Escherichia sp. 3_2_53FAA] 
 ref|ZP_07176457.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           200-1] 
 ref|ZP_07194885.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           185-1] 
 ref|ZP_07446832.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           NC101] 
 sp|Q1RDV0.1|AROA_ECOUT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q0TJE5.1|AROA_ECOL5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A1A9I5.1|AROA_ECOK1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B7MHL7.1|AROA_ECO45 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B7MS23.1|AROA_ECO81 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABE06464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           UTI89] 
 gb|ABG68934.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 536] 
 gb|ABJ00325.1| AroA [Escherichia coli APEC O1] 
 gb|EDV67221.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli F11] 
 emb|CAR02268.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           S88] 
 emb|CAR07137.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           ED1a] 
 emb|CAP75378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           LF82] 
 gb|EEH84573.1| AroA [Escherichia sp. 3_2_53FAA] 
 gb|EEJ49345.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           83972] 
 gb|ADE91223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
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           IHE3034] 
 gb|EFJ56678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           185-1] 
 gb|EFJ61497.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           200-1] 
 gb|EFM53841.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           NC101] 
 gb|ADN45522.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli ABU 
           83972] 
 gb|ADN71969.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           UM146] 
 gb|ADR26255.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O83:H1 str. NRG 857C] 
 gb|EFU46941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           110-3] 
 gb|EFU55506.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           16-3] 
 gb|EGB49251.1| EPSP synthase [Escherichia coli H252] 
 gb|EGB53922.1| EPSP synthase [Escherichia coli H263] 
 gb|EGB79060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           57-2] 
 gb|EGB82185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           60-1] 
          Length = 427 
 
 Score =  432 bits (1111), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A+E   LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAESARE---LFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_01614515.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alteromonadales 
           bacterium TW-7] 
 gb|EAW26217.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alteromonadales 
           bacterium TW-7] 
          Length = 425 
 
 Score =  432 bits (1111), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 231/437 (52%), Positives = 306/437 (70%), Gaps = 16/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           E++ L+PI  ++G+V LPGSKSLSNRILLLAAL+ GTTVV+NLL+S+D+ +MLGAL  LG 
Sbjct: 2   EQLRLEPISRVNGSVTLPGSKSLSNRILLLAALANGTTVVENLLDSDDIRHMLGALELLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++V  ++    A V G GG+F     K    LFLGNAG A R LTA + A  G   Y L  
Sbjct: 62  VTVTLNEDRTVATVHGVGGEF----KKPNKPLFLGNAGTAYRPLTAVLAAVKGE--YELV 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIG LV  L+ LG D+      D PP+++ G G + GG+V++ GSISSQ+L+ 
Sbjct: 116 GEPRMEERPIGHLVDALQALGGDITYTKHKDYPPLKIVG-GQINGGEVEIDGSISSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL  GD +I I   L+S PY+++TL +M RFG+  EHSD +  F +KGGQ+Y+S 
Sbjct: 175 ALLMAAPLFSGDTQITIKGTLVSKPYIDITLGVMARFGITVEHSD-YSLFKVKGGQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P+   VEGDASSASYF+A AAI GG + ++G G  S+QGD+ FA+V+E +GA++ W +   
Sbjct: 234 PERIMVEGDASSASYFVAAAAIAGGEIEIKGVGAKSVQGDIGFAKVMEQVGAQIDWYDER 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V         +  LK +D++ N +PD AMTLA VALFA GPTAIR++ +WRVKET+R+ 
Sbjct: 294 LVVR--------KGELKGVDIDANAIPDAAMTLATVALFAKGPTAIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V EG D+  ITPP   N  AIDTYDDHR+AM F++ A    P+TI D 
Sbjct: 346 YAMSTELRKVGAKVVEGEDFIEITPPLTFNDVAIDTYDDHRIAMCFAMVAVGGKPITIND 405 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
           P CT KTFP +F+VL++ 
Sbjct: 406 PKCTYKTFPTFFNVLAS 422 
 
 
>ref|ZP_06941240.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           RC385] 
 gb|EFH75739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           RC385] 
          Length = 426 
 
 Score =  432 bits (1110), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 231/440 (52%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPAQLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
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Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>gb|EGB62579.1| EPSP synthase [Escherichia coli M863] 
 gb|EGB71793.1| EPSP synthase [Escherichia coli TW10509] 
          Length = 427 
 
 Score =  432 bits (1110), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG      AK  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPL---HAKSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_07511665.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           TA206] 
          Length = 427 
 
 Score =  431 bits (1109), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A+E   LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAESARE---LFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALHQGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
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           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002239442.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           342] 
 ref|YP_003440352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella variicola 
           At-22] 
 ref|ZP_06550022.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella sp. 
           1_1_55] 
 sp|B5XY87.1|AROA_KLEP3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACI11715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           342] 
 gb|ADC59320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella variicola 
           At-22] 
 gb|EFD85366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella sp. 
           1_1_55] 
          Length = 427 
 
 Score =  431 bits (1109), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GTV LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVEGTVNLPGSKSVSNRALLLAALARGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG      A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VQYTLSADRTRCEVTGNGGPL---RAAAALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFQGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVIAIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVVRGKQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRGSVQGDIRFADVLEKMGATVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  LKAID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELKAIDMDMNHIPDAAMTIATAALFAQGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRITPPAKLKYAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_02700430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Newport str. SL317] 
 gb|EDX49526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Newport str. SL317] 
          Length = 427 
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 Score =  431 bits (1109), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 292/437 (66%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLL AL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLGALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGPLRASGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLASKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_403921.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella dysenteriae 
           Sd197] 
 ref|ZP_07678674.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella dysenteriae 
           1617] 
 sp|Q32E25.1|AROA_SHIDS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB62430.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Shigella dysenteriae 
           Sd197] 
 gb|EFP73636.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella dysenteriae 
           1617] 
          Length = 424 
 
 Score =  431 bits (1109), Expect = e-119,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGSLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_04413226.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae bv. 
           albensis VL426] 
 gb|EEO02419.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae bv. 
           albensis VL426] 
          Length = 426 
 
 Score =  431 bits (1108), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/440 (52%), Positives = 295/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL    IDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPTKLIHATIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>ref|ZP_01680979.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae V52] 
 ref|YP_001217278.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae O395] 
 ref|ZP_01978926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           MZO-2] 
 ref|ZP_06037428.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae RC27] 
 sp|A5F7G5.1|AROA_VIBC3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EAX62197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae V52] 
 gb|ABQ20278.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae O395] 
 gb|EDM54199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae 
           MZO-2] 
 gb|ACP09845.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio cholerae O395] 
 gb|EEY40681.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae RC27] 
          Length = 426 
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 Score =  431 bits (1108), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/440 (52%), Positives = 295/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+ ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIELISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---HTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q  A ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQASAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYFD  +   + 
Sbjct: 407 PKCTSKTFPDYFDKFAQLSR 426 
 
 
>ref|YP_003674569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylotenera sp. 
           301] 
 gb|ADI29992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylotenera sp. 
           301] 
          Length = 426 
 
 Score =  431 bits (1108), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 227/441 (51%), Positives = 290/441 (65%), Gaps = 17/441 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L    ++ G + LPGSKS+SNR LLLAALSEG T + +LL S+D   ML AL+TLG 
Sbjct: 2   EQLTLPASHQVQGNITLPGSKSISNRTLLLAALSEGATEIRDLLASDDTSRMLEALQTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E + A     V GCGG FP     ++ ++FLGNAG A R LTA +  AGG+  Y L  
Sbjct: 62  VKLE-NFAENAWRVTGCGGNFP----NKKAEIFLGNAGTAFRPLTAVLALAGGD--YTLS 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  LKQ GAD+     +  PP+++          +K+ G +SSQ+L+ 
Sbjct: 115 GVPRMHERPIGDLVDALKQAGADIQYLANSGFPPLKIAAPNIDLSKSIKIRGDVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL      IE++ +LIS PY+E+TL LM +FGV  +  D W RF I     Y S 
Sbjct: 175 ALLMALPLTKQKATIEVVGELISKPYIEITLNLMAKFGVNVQR-DGWQRFTIPADSLYIS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           PK  +VEGDASSASYFLA  AI GG V VEG G  S+QGDVKF + L +MG ++++ E   
Sbjct: 234 PKQIFVEGDASSASYFLAAGAI-GGNVRVEGLGENSIQGDVKFTDALAIMGGEISYGENH 292 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +T     +       +K ID++ N +PD AMTLA+VALFA G T +R++ASWRVKET+R+ 
Sbjct: 293 ITANKAAK-------IKTIDLDCNHIPDAAMTLAIVALFAQGTTTLRNIASWRVKETDRI 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
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            A+ TEL K+GA VEEG DY  ITPP +L   A IDTYDDHRMAM FSL +   VP+TI  
Sbjct: 346 AAMATELRKVGAIVEEGADYIKITPPAQLTPNAVIDTYDDHRMAMCFSLVSLGGVPITIN 405 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           DP C  KTFPDYF   ++ VK 
Sbjct: 406 DPKCVNKTFPDYFAQFASIVK 426 
 
 
>ref|ZP_06080701.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio sp. RC586] 
 gb|EEY98316.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio sp. RC586] 
          Length = 426 
 
 Score =  431 bits (1108), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/433 (53%), Positives = 293/433 (67%), Gaps = 15/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINLISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G G  F      + ++LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VNYRLSADKTTCEVEGLGQAF---QTTQPLELFLGNAGTAMRPLAAALCLGQGD--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G  GL  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQG-SGLQAGTVTIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 176 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPAGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGNFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++  VTI D 
Sbjct: 347 AAMATELRKVGATVEEGEDFIVITPPAKLIHAAIDTYDDHRMAMCFSLVALSDTQVTIND 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYF+ 
Sbjct: 407 PKCTSKTFPDYFE 419 
 
 
>ref|NP_752973.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           CFT073] 
 ref|ZP_07174283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           45-1] 
 sp|Q8FJB6.1|AROA_ECOL6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAN79516.1|AE016758_120 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           CFT073] 
 gb|EFJ93183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           45-1] 
 gb|EFU50598.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           153-1] 
          Length = 427 
 
 Score =  431 bits (1108), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
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           +S        R  ++G GG    E A+E   LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAESARE---LFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKE++R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKESDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_069946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 32953] 
 ref|YP_001401547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 31758] 
 ref|YP_001721400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis YPIII] 
 ref|YP_001871945.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis PB1/+] 
 sp|Q66CI8.1|AROA_YERPS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A7FJW9.1|AROA_YERP3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B1JRD9.1|AROA_YERPY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B2KA23.1|AROA_YERPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAH20655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 32953] 
 gb|ABS48591.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 31758] 
 gb|ACA68947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis YPIII] 
 gb|ACC88488.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis PB1/+] 
          Length = 428 
 
 Score =  431 bits (1108), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/433 (53%), Positives = 297/433 (68%), Gaps = 16/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ++GTV LPGSKS+SNR LLLAAL+EGTT ++N+L+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALVNGTVNLPGSKSVSNRALLLAALAEGTTQLNNVLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G GGK     A++ + LFLGNAG AMR L A +    GN+  VL  
Sbjct: 63  VNFRLSADRTCCEVDGLGGKLV---AEQPLSLFLGNAGTAMRPLAAVLCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + G +SSQ+L+ 
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Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGELTVDGRVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I+  L+S PY+++TL LM+ FG+   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTTIRIMGDLVSKPYIDITLHLMKAFGIDVGH-ENYQIFHIKGGQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKVTW +   
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVTWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFATGPTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 TAMATELRKVGAEVEEGEDYIRVVPPVQLTAADIGTYDDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYF+ 
Sbjct: 407 PKCTAKTFPDYFE 419 
 
 
>ref|NP_286783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 EDL933] 
 ref|NP_309018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. Sakai] 
 ref|NP_415428.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           str. K-12 substr. MG1655] 
 ref|YP_309883.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella sonnei 
           Ss046] 
 ref|YP_408593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella boydii 
           Sb227] 
 ref|AP_001538.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           str. K-12 substr. W3110] 
 ref|YP_001462126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           E24377A] 
 ref|ZP_02782007.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4401] 
 ref|ZP_02787964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4501] 
 ref|ZP_02794909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4486] 
 ref|ZP_02801247.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4196] 
 ref|ZP_02808826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4076] 
 ref|ZP_02812344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC869] 
 ref|ZP_02826416.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC508] 
 ref|YP_001729886.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           str. K-12 substr. DH10B] 
 ref|YP_001880897.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella boydii CDC 
           3083-94] 
 ref|ZP_03028820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli B7A] 
 ref|ZP_03045751.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli E22] 
 ref|ZP_03051687.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           E110019] 
 ref|ZP_03060913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B171] 
 ref|ZP_03066649.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella dysenteriae 
           1012] 
 ref|ZP_03248841.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4206] 
 ref|ZP_03256366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4045] 
 ref|ZP_03262808.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4042] 
 ref|YP_002269580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4115] 
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 ref|YP_002292242.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           SE11] 
 ref|ZP_03440553.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14588] 
 ref|YP_002386407.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           IAI1] 
 ref|YP_002402048.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           55989] 
 ref|YP_002925962.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           BW2952] 
 ref|YP_003076944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14359] 
 ref|ZP_05434829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella sp. D9] 
 ref|ZP_05437256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia sp. 
           4_1_40B] 
 ref|YP_003220936.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O103:H2 str. 12009] 
 ref|YP_003228090.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O26:H11 str. 11368] 
 ref|YP_003233482.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O111:H- str. 11128] 
 ref|ZP_05941692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. FRIK2000] 
 ref|ZP_05948699.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O157:H7 str. FRIK966] 
 ref|ZP_06661633.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B088] 
 ref|ZP_07097208.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           107-1] 
 ref|ZP_07120879.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           84-1] 
 ref|ZP_07137442.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           115-1] 
 ref|ZP_07141300.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           182-1] 
 ref|ZP_07163709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           116-1] 
 ref|ZP_07167819.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           175-1] 
 ref|ZP_07188111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           196-1] 
 ref|ZP_07208616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           124-1] 
 ref|ZP_07219216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           78-1] 
 ref|ZP_07243475.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           146-1] 
 ref|ZP_07496893.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           H736] 
 ref|ZP_07591345.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli W] 
 ref|ZP_07689529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           145-7] 
 sp|P0A6D3.1|AROA_ECOLI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|P0A6D4.1|AROA_ECO57 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q31YU3.1|AROA_SHIBS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q3Z3L4.1|AROA_SHISS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A7ZJZ7.1|AROA_ECO24 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B7M836.1|AROA_ECO8A RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B1X848.1|AROA_ECODH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B5YT42.1|AROA_ECO5E RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B6I8Y0.1|AROA_ECOSE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B2TUH3.1|AROA_SHIB3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B7LDA0.1|AROA_ECO55 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C4ZQ34.1|AROA_ECOBW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 pdb|1G6S|A Chain A, Structure Of Epsp Synthase Liganded With Shikimate-3- 
           Phosphate And Glyphosate 
 pdb|1G6T|A Chain A, Structure Of Epsp Synthase Liganded With Shikimate-3- 
           Phosphate 
 pdb|1X8R|A Chain A, Epsps Liganded With The (S)-Phosphonate Analog Of The 
           Tetrahedral Reaction Intermediate 
 pdb|1X8T|A Chain A, Epsps Liganded With The (R)-Phosphonate Analog Of The 
           Tetrahedral Reaction Intermediate 
 pdb|2AA9|A Chain A, Epsp Synthase Liganded With Shikimate 
 pdb|2AAY|A Chain A, Epsp Synthase Liganded With Shikimate And Glyphosate 
 pdb|2PQ9|A Chain A, E. Coli Epsps Liganded With (R)-Difluoromethyl Tetrahedral 
           Reaction Intermediate Analog 
 gb|AAG55393.1|AE005280_4 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O157:H7 str. EDL933] 
 dbj|BAA35643.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           str. K12 substr. W3110] 
 gb|AAC73994.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           str. K-12 substr. MG1655] 
 dbj|BAB34414.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O157:H7 str. Sakai] 
 gb|AAZ87648.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Shigella sonnei 
           Ss046] 
 gb|ABB66765.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Shigella boydii 
           Sb227] 
 gb|ABV17446.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           E24377A] 
 gb|ACB02108.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           str. K-12 substr. DH10B] 
 gb|ACD09836.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella boydii CDC 
           3083-94] 
 gb|EDU32179.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4196] 
 gb|EDU67887.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4076] 
 gb|EDU74354.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4401] 
 gb|EDU79527.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4486] 
 gb|EDU85250.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4501] 
 gb|EDU91027.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC869] 
 gb|EDU94837.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC508] 
 gb|EDV62717.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli B7A] 
 gb|EDV82344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli E22] 
 gb|EDV86413.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           E110019] 
 gb|EDX29868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B171] 
 gb|EDX33476.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella dysenteriae 
           1012] 
 gb|EDZ75906.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4206] 
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 gb|EDZ80523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4045] 
 gb|EDZ85657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4042] 
 gb|ACI39126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4115] 
 gb|ACI85761.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli] 
 gb|ACI85762.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli] 
 gb|ACI85763.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli] 
 gb|ACI85765.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli] 
 dbj|BAG76491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           SE11] 
 gb|EEC29114.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14588] 
 emb|CAU96817.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           55989] 
 emb|CAQ97812.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           IAI1] 
 gb|ACR61879.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           BW2952] 
 gb|ACT70868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14359] 
 dbj|BAI24350.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O26:H11 str. 11368] 
 dbj|BAI29802.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O103:H2 str. 12009] 
 dbj|BAI34931.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O111:H- str. 11128] 
 gb|ACX40368.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli DH1] 
 gb|EFE63446.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B088] 
 gb|EFI88593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           196-1] 
 gb|EFJ67452.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           175-1] 
 gb|EFJ88614.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           84-1] 
 gb|EFJ95304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           115-1] 
 gb|EFK01796.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           182-1] 
 gb|EFK14499.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           116-1] 
 gb|EFK51403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           107-1] 
 gb|EFK70084.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           124-1] 
 gb|EFK75198.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           78-1] 
 gb|EFK92947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           146-1] 
 gb|EFN38759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli W] 
 gb|EFO58675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           145-7] 
 emb|CBJ00484.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli ETEC 
           H10407] 
 gb|ADT74520.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli W] 
 dbj|BAJ42715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli DH1] 
 gb|EFU37916.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           85-1] 
 gb|EFU99682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           3431] 
 gb|EFW48458.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Shigella dysenteriae 
           CDC 74-1112] 
 gb|EFW56930.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Shigella boydii ATCC 
           9905] 
 gb|EFW59073.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Shigella flexneri CDC 
           796-83] 
 gb|EFW67247.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Escherichia coli 
           O157:H7 str. EC1212] 
 gb|EFW76875.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Escherichia coli 
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           EC4100B] 
 gb|EFX07568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. G5101] 
 gb|EFX12102.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H- str. 493-89] 
 gb|EFX17013.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H- str. H 2687] 
 gb|EFX21748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. 3256-97 TW 07815] 
 gb|EFX31439.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. LSU-61] 
 gb|EFZ43328.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           EPECa14] 
 gb|EFZ45514.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           E128010] 
 gb|EFZ51160.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella sonnei 53G] 
 gb|EFZ60606.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           LT-68] 
 gb|EFZ61064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           1180] 
 gb|EFZ70750.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           1357] 
 gb|ADX51515.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           KO11] 
 gb|EGB38989.1| EPSP synthase [Escherichia coli E482] 
 gb|EGB43311.1| PSP synthase [Escherichia coli H120] 
 gb|EGB68409.1| EPSP synthase [Escherichia coli TA007] 
 gb|EGB88303.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           117-3] 
 gb|EGC11135.1| EPSP synthase [Escherichia coli E1167] 
          Length = 427 
 
 Score =  431 bits (1107), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_05971936.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Providencia 
           rustigianii DSM 4541] 
 gb|EFB73431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Providencia 
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           rustigianii DSM 4541] 
          Length = 424 
 
 Score =  431 bits (1107), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 225/436 (51%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  I+GT+ LPGSKS+SNR LLLAA+++GTTV+ NLL+S+D+ +ML AL  LG 
Sbjct: 2   QSLTLQPISSINGTINLPGSKSVSNRALLLAAMAKGTTVLTNLLDSDDIRHMLNALSQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S +      R  V G  G       + E+++FLGNAG AMR LTAA++ +  N   +L  
Sbjct: 62  VSFQLSDDKTRCRVEGINGCLF---HQGELEIFLGNAGTAMRPLTAALSLSNNNI--ILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA ++     + PP+R+ G  G  GG++ + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALREGGAHIEYLEQENYPPMRLRG--GFMGGEISVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D  I I+  L+S PY+++TL LM+ FGV  ++   + +F IKG Q+Y+S 
Sbjct: 175 ALLMAAPLAQQDTVITIVGDLVSKPYIDITLALMKTFGVDVDNQ-QYQKFIIKGQQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  SLQGD KFA VLE MGA + W +   
Sbjct: 234 PGEYLVEGDASSASYFLAAAAIKGGVVRVTGIGRNSLQGDTKFANVLEKMGAIIRWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L  ID++MN +PD AMT+  VALFA G T IR++ +WRVKET+R+ 
Sbjct: 294 VECE--------RDTLHGIDMDMNTIPDAAMTIGTVALFAKGETVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  I PP+ L    I+TY+DHR+AM FSL A ++ PVTI D 
Sbjct: 346 YAMATELRKVGAEVEEGYDFIRIVPPKHLKHADIETYNDHRIAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           PGCT KTFPDYF  L+ 
Sbjct: 406 PGCTAKTFPDYFQQLA 421 
 
 
>ref|ZP_07186821.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           69-1] 
 gb|EFJ80809.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           69-1] 
          Length = 427 
 
 Score =  431 bits (1107), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_05722256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio mimicus VM603] 
 gb|EEW05249.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio mimicus VM603] 
          Length = 456 
 
 Score =  431 bits (1107), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/440 (52%), Positives = 293/440 (66%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ISG V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 32  ESLTLQPINLISGEVNLPGSKSVSNRALLLAALASGTTRLTNLLDSDDIRHMLNALTQLG 91 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G G  F      + ++LFLGNAG AMR L AA+    G   YVL  
Sbjct: 92  VKYRLSADKTTCEVEGLGQAF---QTTQPLELFLGNAGTAMRPLAAALCL--GQGEYVLT 146 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPIG LV  L+Q GA ++     + PP+R+ G G L  G V + GSISSQ+L+ 
Sbjct: 147 GEARMKERPIGHLVDALRQAGAQIEYLEQENFPPLRIQGTG-LQAGTVTIDGSISSQFLT 205 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  + D +  F I  GQ Y S 
Sbjct: 206 AFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINHD-YQEFVIPTGQSYVS 264 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 265 PGNFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAQIEWGDDY 324 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ 
Sbjct: 325 VISR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAIRNVYNWRVKETDRL 376 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 377 AAMATELRKVGATVEEGEDFIVITPPAKLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 436 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+  +   + 
Sbjct: 437 PKCTSKTFPDYFEKFAQLSR 456 
 
 
>ref|ZP_07103774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           119-7] 
 ref|ZP_07521497.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           TA271] 
 ref|ZP_07612706.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           H591] 
 gb|EFK44916.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           119-7] 
          Length = 427 
 
 Score =  431 bits (1107), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIASVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|NP_706826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella flexneri 2a 
           str. 301] 
 ref|NP_836613.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella flexneri 2a 
           str. 2457T] 
 ref|YP_688435.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella flexneri 5 
           str. 8401] 
 sp|Q83RY8.1|AROA_SHIFL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q0SX08.1|AROA_SHIF8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAN42533.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Shigella flexneri 2a 
           str. 301] 
 gb|AAP16419.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Shigella flexneri 2a 
           str. 2457T] 
 gb|ABF03130.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Shigella flexneri 5 
           str. 8401] 
 gb|ADA73251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella flexneri 
           2002017] 
 gb|EFS12887.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shigella flexneri 2a 
           str. 2457T] 
          Length = 427 
 
 Score =  431 bits (1107), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           LS        R  ++G GG    E A   ++LFLGNAG AMR L AA+     +   VL  
Sbjct: 62  LSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCLDSND--IVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_08038910.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Serratia symbiotica 
           str. Tucson] 
 gb|EFW12641.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Serratia symbiotica 
           str. Tucson] 
          Length = 428 
 
 Score =  430 bits (1106), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 303/436 (69%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQP+  ++GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+DV +ML ALR LG 
Sbjct: 3   DSLTLQPVALVNGTVNLPGSKSVSNRALLLAALAEGTTRLTNLLDSDDVRHMLNALRALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++     +A R V    G   P+  A + ++LFLGNAG AMR L AA+  + G+A  VL  
Sbjct: 63  VNYRL--SADRTVCQVDGAAGPLA-ADQPLELFLGNAGTAMRPLAAALCLSHGDA--VLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     D PPVR+ G  G  GG + + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQPDYPPVRLRG--GFLGGDITVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D +I I  +L+S PY+++TL LM  FGV+  H D +  F+++G Q Y+S 
Sbjct: 176 ALLMTAPLAPQDTQIHIKGELVSKPYIDITLHLMRSFGVEVSH-DHYRVFHVQGRQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD +FA VLE MGA++TW +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVSGIGRKSVQGDTQFANVLEKMGARITWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +      +G   L+ ID++MN +PD AMT+A  ALFA GPT +R+V +WRVKET+R+ 
Sbjct: 295 IECS------YGE--LRGIDMDMNSIPDAAMTIATTALFAKGPTTLRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG D   + PP KL   AIDTY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVDEGKDSIHVVPPAKLKFAAIDTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PQCTAKTFPDYFEQLA 422 
 
 
>sp|Q9ZFF7.1|AROA_SHISO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAC72854.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Shigella sonnei] 
          Length = 427 
 
 Score =  430 bits (1106), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
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Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMNAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_07506865.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           M718] 
          Length = 427 
 
 Score =  430 bits (1106), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPKDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTGKTFPDYFEQLA 421 
 
 
>pdb|2QFQ|A Chain A, E. Coli Epsp Synthase Pro101leu Liganded With S3p 
 pdb|2QFU|A Chain A, E.Coli Epsp Synthase Pro101leu Liganded With S3p And 
           Glyphosate 
          Length = 427 
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 Score =  430 bits (1106), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRLLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003942408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter cloacae 
           SCF1] 
 gb|ADO49124.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterobacter cloacae 
           SCF1] 
          Length = 427 
 
 Score =  430 bits (1106), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   EFLTLQPIARVDGTINLPGSKSVSNRALLLAALARGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG     DA E   LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VHYTLSADRTRCEVTGNGGPLQAGDALE---LFLGNAGTAMRPLAAALCL--GHNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIEYLEQENYPPLRLKG--GFTGGSVAVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV  ++  S+ RF +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAEQDTVIAIKGDLVSKPYIDITLHLMKTFGVTVDNQ-SYQRFVVKGGQHYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G +S+QGD++FA+VLE MGA + W     
Sbjct: 234 PGSYLVEGDASSASYFLAAAAIKGGTVKVTGIGRSSVQGDIRFADVLEKMGATIVWGADF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATTALFAKGTTTMRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
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            A+ TEL K+GA VEEG D+  +TPP +LN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDFIRVTPPARLNTAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_07501418.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           M605] 
          Length = 427 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A+E   LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAESARE---LFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKINYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENH-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>gb|AAA27028.1| 5-enolpyruvylshikimate-3-phosphate synthase, EC 2.5.1.19 
           [Salmonella enterica subsp. enterica serovar 
           Typhimurium] 
 emb|CAA71382.1| aroA [Salmonella enterica subsp. enterica serovar Typhimurium] 
          Length = 427 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 291/437 (66%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL  G T + NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALPCGKTALTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
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Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|NP_992569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Microtus str. 91001] 
 ref|YP_650594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Antiqua] 
 ref|YP_648515.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 ref|YP_001163653.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides F] 
 ref|ZP_01888681.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           CA88-4125] 
 ref|YP_001606427.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Angola] 
 ref|ZP_02220274.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. F1991016] 
 ref|ZP_02227497.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. IP275] 
 ref|ZP_02230741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. E1979001] 
 ref|ZP_02237787.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. B42003004] 
 ref|ZP_02305362.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. UG05-0454] 
 ref|ZP_02311658.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. MG05-1020] 
 ref|ZP_02316119.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Mediaevalis str. K1973002] 
 ref|ZP_02334360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis FV-1] 
 ref|YP_002346413.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis CO92] 
 ref|ZP_04461519.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. PEXU2] 
 ref|ZP_04463611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. India 195] 
 ref|ZP_04511008.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides A] 
 ref|ZP_04518269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 ref|ZP_06204025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis KIM 
           D27] 
 ref|YP_003567442.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Z176003] 
 sp|Q60112.2|AROA_YERPE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q1CA73.1|AROA_YERPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q1CGG5.1|AROA_YERPN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A4TN18.1|AROA_YERPP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 sp|A9R7I2.1|AROA_YERPG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAS61446.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Microtus str. 91001] 
 gb|ABG18915.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 gb|ABG12649.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Antiqua] 
 emb|CAL20042.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis CO92] 
 gb|ABP40680.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides F] 
 gb|EDM41096.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           CA88-4125] 
 gb|ABX84965.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Angola] 
 gb|EDR31715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. IP275] 
 gb|EDR40634.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. F1991016] 
 gb|EDR43540.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. E1979001] 
 gb|EDR52003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. B42003004] 
 gb|EDR58667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. MG05-1020] 
 gb|EDR61960.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. UG05-0454] 
 gb|EDR66978.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Mediaevalis str. K1973002] 
 gb|EEO75029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 gb|EEO81873.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. India 195] 
 gb|EEO87773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. PEXU2] 
 gb|EEO88790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides A] 
 gb|ACY58142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           D106004] 
 gb|ACY61600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           D182038] 
 gb|EFA46232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis KIM 
           D27] 
 gb|ADE64180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           Z176003] 
 gb|ADV99322.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Medievalis str. Harbin 35] 
          Length = 428 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/433 (53%), Positives = 295/433 (68%), Gaps = 16/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ++GTV LPGSKS+SNR LLLAAL+EGTT ++N+L+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALVNGTVNLPGSKSVSNRALLLAALAEGTTQLNNVLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G GGK   E   + + LFLGNAG AMR L A +    GN+  VL  
Sbjct: 63  VDFRLSADRTCCEVDGLGGKLVAE---QPLSLFLGNAGTAMRPLAAVLCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + G +SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGELTVDGRVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I+  L+S PY+++TL LM+ FG+   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTTIRIMGDLVSKPYIDITLHLMKAFGIDVGH-ENYQIFHIKGGQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKVTW +   

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 176



 

 

Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVTWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFATGPTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 TAMATELRKVGAEVEEGEDYIRVVPPLQLTAADIGTYDDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYF+ 
Sbjct: 407 PKCTAKTFPDYFE 419 
 
 
>gb|AAB48057.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Yersinia pestis] 
          Length = 424 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/433 (53%), Positives = 295/433 (68%), Gaps = 16/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ++GTV LPGSKS+SNR LLLAAL+EGTT ++N+L+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLQPIALVNGTVNLPGSKSVSNRALLLAALAEGTTQLNNVLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G GGK   E   + + LFLGNAG AMR L A +    GN+  VL  
Sbjct: 63  VDFRLSADRTCCEVDGLGGKLVAE---QPLSLFLGNAGTAMRPLAAVLCL--GNSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + G +SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGELTVDGRVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I+  L+S PY+++TL LM+ FG+   H +++  F+IKGGQ Y+S 
Sbjct: 176 ALLMTAPLAEQDTTIRIMGDLVSKPYIDITLHLMKAFGIDVGH-ENYQIFHIKGGQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKVTW +   
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVTWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
Sbjct: 295 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFATGPTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 TAMATELRKVGAEVEEGEDYIRVVPPLQLTAADIGTYDDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYF+ 
Sbjct: 407 PKCTAKTFPDYFE 419 
 
 
>ref|ZP_06656837.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B185] 
 gb|EFF07219.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B185] 
          Length = 427 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQPYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001457748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli HS] 
 ref|YP_001725644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli ATCC 
           8739] 
 ref|ZP_03001521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           53638] 
 ref|ZP_03070810.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           101-1] 
 ref|YP_003036894.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           BL21-Gold(DE3)pLysS AG] 
 ref|YP_003044130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli B 
           str. REL606] 
 ref|ZP_07145064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           187-1] 
 ref|ZP_07785215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           1827-70] 
 sp|A7ZYL1.1|AROA_ECOHS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B1IW23.1|AROA_ECOLC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV05365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli HS] 
 gb|ACA78317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli ATCC 
           8739] 
 gb|EDU64553.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           53638] 
 gb|EDX38355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           101-1] 
 emb|CAQ31436.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Escherichia coli 
           BL21(DE3)] 
 gb|ACT29709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           'BL21-Gold(DE3)pLysS AG'] 
 gb|ACT38594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli B 
           str. REL606] 
 gb|ACT42807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           BL21(DE3)] 
 gb|EFK25932.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           187-1] 
 gb|EFQ01964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           1827-70] 
 gb|EGB58474.1| EPSP synthase [Escherichia coli H489] 
          Length = 427 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTGLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|NP_670084.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia pestis KIM 
           10] 
 gb|AAM86335.1|AE013881_5 5-enolpyruvylshikimate-3-phosphate synthetase [Yersinia pestis KIM 
           10] 
          Length = 443 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/433 (53%), Positives = 296/433 (68%), Gaps = 16/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ++GTV LPGSKS+SNR LLLAAL+EGTT ++N+L+S+D+ +ML AL+ LG 
Sbjct: 18  ESLTLQPIALVNGTVNLPGSKSVSNRALLLAALAEGTTQLNNVLDSDDIRHMLNALQALG 77 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G GGK     A++ + LFLGNAG AMR L A +    GN+  VL  
Sbjct: 78  VDFRLSADRTCCEVDGLGGKLV---AEQPLSLFLGNAGTAMRPLAAVLCL--GNSDIVLT 132 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + G +SSQ+L+ 
Sbjct: 133 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFRGGELTVDGRVSSQFLT 190 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I+  L+S PY+++TL LM+ FG+   H +++  F+IKGGQ Y+S 
Sbjct: 191 ALLMTAPLAEQDTTIRIMGDLVSKPYIDITLHLMKAFGIDVGH-ENYQIFHIKGGQTYRS 249 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAKVTW +   
Sbjct: 250 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVTWGDDY 309 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
Sbjct: 310 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFATGPTTIRNIYNWRVKETDRL 361 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TYDDHRMAM FSL A ++ PVTI D 
Sbjct: 362 TAMATELRKVGAEVEEGEDYIRVVPPLQLTAADIGTYDDHRMAMCFSLVALSDTPVTILD 421 
 
Query: 425 PGCTRKTFPDYFD 437 
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           P CT KTFPDYF+ 
Sbjct: 422 PKCTAKTFPDYFE 434 
 
 
>ref|YP_001453724.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citrobacter koseri 
           ATCC BAA-895] 
 sp|A8AIH5.1|AROA_CITK8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV13288.1| hypothetical protein CKO_02164 [Citrobacter koseri ATCC BAA-895] 
          Length = 427 
 
 Score =  430 bits (1105), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALASGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  + G GG    E A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  VSYTLSADRTRCEITGQGGVLHAEGA---LELFLGNAGTAMRPLAAALCL--GANDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLRG--GFSGGHVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+ + + RF +KG Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTTIAIKGDLVSKPYIDITLNLMKTFGVEVENQN-YQRFVVKGEQQYRS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 234 PGQYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATITWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L A+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELNAVDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPAQLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002918699.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           NTUH-K2044] 
 dbj|BAH62632.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           subsp. pneumoniae NTUH-K2044] 
          Length = 427 
 
 Score =  429 bits (1104), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 234/436 (53%), Positives = 298/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GTV LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVEGTVNLPGSKSVSNRALLLAALARGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V+G GG  P+  A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VQYTLSADRTRCEVIGNGG--PLRSAAA-LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFQGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF ++G Q+Y+S 
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Sbjct: 175 ALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVVRGKQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGATVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           LKA+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELKAVDMDMNHIPDAAMTIATAALFAQGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRITPPAKLKYAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_725310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia eutropha 
           H16] 
 sp|Q0KDH9.1|AROA_RALEH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAJ91942.1| 3-Enolpyruvylshikimate-5-phosphate synthetase [Ralstonia eutropha 
           H16] 
          Length = 434 
 
 Score =  429 bits (1104), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/441 (52%), Positives = 296/441 (67%), Gaps = 17/441 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P+   +GTV+LPGSKS+SNR+LLLAAL+ G T V +LL+S+D   ML ALRTLG 
Sbjct: 2   EHLTLGPLTRANGTVRLPGSKSISNRVLLLAALATGETRVRDLLDSDDTRVMLQALRTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +     +V G GG FP + A    +LF+GNAG A+R LTAA+   GGN  Y L  
Sbjct: 62  VAWR--QEGDDYIVTGAGGNFPNKSA----ELFMGNAGTAIRPLTAALALQGGN--YKLS 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ +   G      +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQVGAVIDYLGNEGFPPLHIQPAGIRIDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM+ P+A  D   +EIE++ +LIS PY+E+TL L+ RFG++ E    W+RF +  G   
Sbjct: 174 ALLMSLPMAQSDSGRIEIEVVGELISKPYIEITLNLLARFGIEIERQ-GWERFVLPAGAA 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP   +VEGDASSASYFLA  AI GG V VEG G  S+QGDV+FAE L  MGA V    
Sbjct: 233 YRSPGEIFVEGDASSASYFLAAGAIGGGPVRVEGVGMASIQGDVRFAEALNRMGANVMAG 292 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V G  R+  GR H   I+++ N +PD AMTLAV ALFA+G T + ++ASWRVKET 
Sbjct: 293 DNWIEVRGTERDD-GRLH--GIELDCNHIPDAAMTLAVAALFAEGTTTLTNIASWRVKET 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL KLGA VEEG DY  +TPP+     A  I TYDDHRMAM FSLAA   +P 
Sbjct: 350 DRIAAMATELRKLGAVVEEGADYLRVTPPQPWQTPADGIGTYDDHRMAMCFSLAAFGPLP 409 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLS 440 
           V I DPGC  KTFPDYF V + 
Sbjct: 410 VRINDPGCVAKTFPDYFSVFA 430 
 
 
>sp|P24497.1|AROA_KLEPN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAA57812.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 427 
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 Score =  429 bits (1104), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 298/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GTV LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTVNLPGSKSVSNRALLLAALARGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG  P++ A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VHYVLSSDRTRCEVTGTGG--PLQ-AGSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFTGGDVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA+PLA  D  I I  +L+S PY+++TL LM+ FGV+ E+  ++ RF ++G Q+Y+S 
Sbjct: 175 ALLMASPLAPQDTVIAIKGELVSRPYIDITLHLMKTFGVEVENQ-AYQRFIVRGNQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW E   
Sbjct: 234 PGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGATVTWGEDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELNAIDMDMNHIPDAAMTIATAALFARGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRITPPLTLQFAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF  L+ 
Sbjct: 406 PKCTAKTFPDYFGQLA 421 
 
 
>pdb|1EPS|A Chain A, Structure And Topological Symmetry Of The Glyphosphate 5- 
           Enol-Pyruvylshikimate-3-Phosphate Synthase: A 
           Distinctive Protein Fold 
 emb|CAA25223.1| unnamed protein product [Escherichia coli] 
 prf||1006223A synthase,enolpyruvylshikimate 
          Length = 427 
 
 Score =  429 bits (1104), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSK++SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKTVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTRLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
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            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001908068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia tasmaniensis 
           Et1/99] 
 sp|B2VC79.1|AROA_ERWT9 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAO97190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia tasmaniensis 
           Et1/99] 
          Length = 428 
 
 Score =  429 bits (1103), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 236/438 (53%), Positives = 304/438 (69%), Gaps = 20/438 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+DV +ML AL+ +G 
Sbjct: 3   DSLTLQPIALVDGTVNLPGSKSVSNRALLLAALAEGTTRLTNLLDSDDVRHMLDALKAIG 62 
 
Query: 65  L--SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +  S+ AD+      +VG GG     +AKE ++LFLGNAG AMR L AA+    GN   V 
Sbjct: 63  VKYSLSADRTCCE--IVGQGGPL---NAKEPLELFLGNAGTAMRPLAAALCI--GNGDVV 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G PRM+ERPIG LV  L+Q GA+V+     + PP+RV G  G  GG+V ++GS+SSQ+ 
Sbjct: 116 LTGEPRMKERPIGHLVDALRQGGAEVEYLEQENYPPLRVKG--GFSGGEVTVNGSVSSQF 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPLA  D  I I   L+S PY+++TL+LM  FGV  E++D +D F+I G Q+Y 
Sbjct: 174 LTALLMAAPLAPNDTRIVIKGDLVSKPYIDITLKLMATFGVVVENND-YDTFHISGQQQY 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++ +   VEGDASSASYFLA AAI GGTV V G G  S+QGD+ FA+VLE MGA V W + 
Sbjct: 233 QATREYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIHFADVLEKMGASVEWGD 292 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +  T        R  L A+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+ 
Sbjct: 293 DYIACT--------RGDLNAVDLDMNHIPDAAMTIATTALFAQGTTVMRNIYNWRVKETD 344 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+ TEL K+GA VEEG D+  ITPP K+    I TY+DHRMAM FSL A +  PVTI 
Sbjct: 345 RLTAMATELRKVGAEVEEGHDFISITPPAKIVFAEIGTYNDHRMAMCFSLVALSSSPVTI 404 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            DP CT KTFPDYF+ L+ 
Sbjct: 405 LDPKCTAKTFPDYFEQLA 422 
 
 
>ref|ZP_04561353.1| 5-enolpyruvylshikimate-3-phosphate synthase [Citrobacter sp. 30_2] 
 gb|EEH92329.1| 5-enolpyruvylshikimate-3-phosphate synthase [Citrobacter sp. 30_2] 
          Length = 427 
 
 Score =  429 bits (1103), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALNALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  +VG GG    E A   V+LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  ISYTLSADRTRCEIVGNGGVLHAEGA---VELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG+V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLRG--GFTGGQVEVDGSVSSQFLT 174 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV  E+ + + RF +KG Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTTIAIKGDLVSKPYIDITLNLMKTFGVVIENQN-YQRFVVKGQQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 234 PGAYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATITWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L A+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELNAVDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPATLQFADIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002004817.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cupriavidus 
           taiwanensis LMG 19424] 
 sp|B3R368.1|AROA_CUPTR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAQ68748.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Cupriavidus 
           taiwanensis LMG 19424] 
          Length = 434 
 
 Score =  429 bits (1103), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 231/445 (51%), Positives = 297/445 (66%), Gaps = 17/445 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P+   +GTV+LPGSKS+SNR+LLLAAL+ G T V +LL+S+D   ML ALRTLG 
Sbjct: 2   EHLTLGPLTRATGTVRLPGSKSISNRVLLLAALANGETRVRDLLDSDDTRVMLQALRTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++   D      +V G GG FPV+ A    +LF+GNAG A+R LTAA+   GG  +Y L  
Sbjct: 62  VAWRQD--GPDYIVTGAGGNFPVKSA----ELFMGNAGTAIRPLTAALALQGG--SYKLS 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ +          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQVGAVIDYLGNEGFPPLHIQPASLRIDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM+ PLA    G +EIE++ +LIS PY+E+TL L+ RFG++ E    W+RF +  G   
Sbjct: 174 ALLMSLPLAQSASGRIEIEVVGELISKPYIEITLNLLARFGIEVERQ-GWERFILPAGTA 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP   +VEGDASSASYFLA  AI GG V VEG G  S+QGDV+FA+ L  MGA V    
Sbjct: 233 YRSPGEIFVEGDASSASYFLAAGAIGGGPVRVEGVGMASIQGDVRFADALNRMGANVMAG 292 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V G  R+  GR H   I+++ N +PD AMTLAV ALFA+G T + ++ASWRVKET 
Sbjct: 293 DNWIEVRGTERDD-GRLH--GIELDCNHIPDAAMTLAVAALFAEGTTTLTNIASWRVKET 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL KLGA VEEG DY  +TPP+     A  I TYDDHRMAM FSLAA   +P 
Sbjct: 350 DRIAAMATELRKLGAVVEEGADYLRVTPPQPWQTPADGIGTYDDHRMAMCFSLAAFGPLP 409 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
           V I DPGC  KTFPDYF V +   + 
Sbjct: 410 VRINDPGCVAKTFPDYFSVFAGVTR 434 
 
 
>ref|ZP_07617960.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           TA280] 
          Length = 427 
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 Score =  429 bits (1102), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G     GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--SFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELQKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_01988160.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio harveyi HY01] 
 gb|EDL67151.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio harveyi HY01] 
          Length = 426 
 
 Score =  429 bits (1102), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/435 (53%), Positives = 295/435 (67%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +     VV G G  F V    E V+LFLGNAG AMR L AA+    G+  YVL  
Sbjct: 62  VQYQLSEDKTECVVEGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCL--GDGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GADV      + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALKAAGADVTYLENENYPPLKIVGTG-LKSGSVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA GD+ I I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ+Y + 
Sbjct: 176 AFLMSAPLAEGDIRINIEGELVSKPYIDITLHIMKQFGVDVINND-YQEFVIPAGQQYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGQLKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVPQLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
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Query: 425 PGCTRKTFPDYFDVL 439 
           P CT KTFPDYFD L 
Sbjct: 407 PKCTSKTFPDYFDKL 421 
 
 
>pdb|1MI4|A Chain A, Glyphosate Insensitive G96a Mutant Epsp Synthase Liganded 
           With Shikimate-3-Phosphate 
          Length = 427 
 
 Score =  429 bits (1102), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNA  AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAATAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001474037.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sediminis 
           HAW-EB3] 
 sp|A8FVN6.1|AROA_SHESH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV36909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sediminis 
           HAW-EB3] 
          Length = 426 
 
 Score =  429 bits (1102), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 222/440 (50%), Positives = 296/440 (67%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+PI ++ GT+ +PGSKS+SNR LLLA L++GTT + NLL+S+D+ YML +L+ LG 
Sbjct: 2   KQLRLEPINKVQGTINIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           + G G     E A+    LFLGNAG AMR L AA+T   G+  + L  
Sbjct: 62  VNYRLSNDNTVCELEGIGAPLNSEQAQ---TLFLGNAGTAMRPLCAALTL--GHGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L  G+V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANVTYLKNDGFPPLTINATG-LDAGEVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA GDV I+I  +L+S PY+++T+ LM +FGV+  +  S++RF IK GQ Y S 
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Sbjct: 176 ALLMVAPLATGDVNIKIKGELVSKPYIDITIALMAQFGVQVVNH-SYERFEIKAGQGYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRMSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          LKA+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IISRG--------STLKAVDLDMNHIPDAAMTIATAALFATGTTHIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  ITPP K +   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAIVDEGHDYISITPPTKPHTADIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF+  +   + 
Sbjct: 407 PDCTSKTFPDYFNQFAALAQ 426 
 
 
>ref|YP_004068549.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Pseudoalteromonas sp. SM9913] 
 gb|ADT68398.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Pseudoalteromonas sp. SM9913] 
          Length = 425 
 
 Score =  429 bits (1102), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 230/442 (52%), Positives = 305/442 (69%), Gaps = 20/442 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI +++G+V LPGSKSLSNRILLLAALS GTTVV+NLL+S+D+ +MLGAL+ LG 
Sbjct: 2   EQLFLAPISQVNGSVTLPGSKSLSNRILLLAALSNGTTVVENLLDSDDIRHMLGALKHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           ++V  +     A V G  G F  P E       LFLGNAG A R LTA ++A  G   Y  
Sbjct: 62  VNVTLNTERTVATVEGVSGVFNTPTE------PLFLGNAGTAYRPLTAVLSAIAGE--YE 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G PRM ERPIG LV  L+ LG +V      D PP+++ G G + GG+V++ GSISSQ+ 
Sbjct: 114 LIGEPRMEERPIGHLVDALQALGGNVSYLKNKDYPPLKIIG-GQIAGGEVEIDGSISSQF 172 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPL  GD  I+I   L+S PY+++TL +M RFGV  EH D++  F++KG Q+Y 
Sbjct: 173 LTALLMAAPLFKGDTHIKIKGTLVSKPYIDITLDVMARFGVTVEH-DNYTTFFVKGAQQY 231 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++ +   VEGDASSASYF+A AAI GG + ++G G  S+QGD+ FA V+E +GAK+ W + 
Sbjct: 232 QAVERIMVEGDASSASYFIAAAAIAGGEIEIKGVGAKSVQGDIGFANVMEQVGAKIDWYD 291 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V         +  L  ID++ N +PD AMTLA VALFA GPTAIR++ +WRVKET+ 
Sbjct: 292 ERLVVR--------KGELNGIDIDANAIPDAAMTLATVALFAKGPTAIRNIYNWRVKETD 343 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+ TEL K+GA V EG D+  ITPP+  N  A+DTYDDHR+AM F++ A    P+TI 
Sbjct: 344 RLHAMATELKKVGADVVEGHDFIEITPPKHFNNVAVDTYDDHRIAMCFAMVAVGGKPITI 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP CT KTFP +F+VL++  K 
Sbjct: 404 NDPACTYKTFPTFFNVLASVSK 425 
 
 
>ref|ZP_06353542.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citrobacter youngae 
           ATCC 29220] 
 gb|EFE08576.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citrobacter youngae 
           ATCC 29220] 
          Length = 427 
 
 Score =  429 bits (1102), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 298/436 (68%), Gaps = 16/436 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALANGTTVLTNLLDSDDVRHMLNALNALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  ++G GG    E A   V+LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  IRYTLSADRTRCEIIGNGGALHAEGA---VELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA+++     + PP+R+ G  G  GG+V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGANIEYLEQENYPPLRLRG--GFTGGQVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL LM+ FGV+ E+ + + RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTTIAIKGELVSKPYIDITLNLMKTFGVEIENQN-YQRFVVQGQQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 234 PGAYLVEGDASSASYFLAAGAIKGGTVKVTGIGRYSMQGDIRFADVLEKMGATITWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L A+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELNAVDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPAKLQFADIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_04716871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alteromonas macleodii 
           ATCC 27126] 
          Length = 427 
 
 Score =  428 bits (1101), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 230/438 (52%), Positives = 297/438 (67%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI ++SG V +PGSKSLSNR LLLAAL+EG T + NLL+SED+ +ML AL  LG 
Sbjct: 2   EQLTLDPIAKVSGEVNVPGSKSLSNRALLLAALAEGETELTNLLDSEDIEHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +   + VV G GG F V    E ++LFLGNAG AMR L AA+ A+  N   VL  
Sbjct: 62  INYRLSEDKTQCVVQGNGGAFNV---AEPLELFLGNAGTAMRPLCAALAAS--NVDTVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L++  A+V        PP+++ G   L GG++ + GS+SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALREADAEVTYLKNEGFPPLQIKG-KTLNGGEMSVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL  GDV I I  +L+S PY+++TL  M +FGV  E+ D++  F + G  KY + 
Sbjct: 176 ALLMAAPLFSGDVTIRIKGELVSKPYIDITLDTMAKFGVTVEN-DNYQTFTVSGDAKYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA V W +   
Sbjct: 235 PGKFMVEGDASSASYFLAAGAIKGGTVRVTGIGQNSIQGDIRFADVLEAMGATVVWNDEY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V +TG P        LK ++++MN +PD AMT+A  ALFA+GPT + ++ +WRVKET+R+ 
Sbjct: 295 VEITGAP--------LKGVNMDMNHIPDAAMTIATTALFAEGPTTMTNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL KLGA VEEG DY  + P + L    IDTY+DHR+AM FSL A ++ PVTI D 
Sbjct: 347 AAMATELQKLGAKVEEGHDYIKVWPTDSLKHAEIDTYNDHRIAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           PGCTRKTFPDYF    T  

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 188



 

 

Sbjct: 407 PGCTRKTFPDYFTRFKTL 424 
 
 
>sp|O87006.1|AROA_SHIDY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAC32745.1| EPSP synthase AroA [Shigella dysenteriae] 
          Length = 427 
 
 Score =  428 bits (1101), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGSLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+   A +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGRAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003746355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia 
           solanacearum CFBP2957] 
 emb|CBJ43761.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia 
           solanacearum CFBP2957] 
          Length = 435 
 
 Score =  428 bits (1101), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 235/436 (53%), Positives = 294/436 (67%), Gaps = 14/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLDVGPLKAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E   AA    VVG GG+FPV+ A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VRCEPLGAANAYRVVGTGGRFPVKSA----DLFMGNAGTAIRPLTAALALQGG--AYTLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ +          +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYAGNAGFPPLAIRAAPVKIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL  + G V IE+I +LIS PY+E+TL LM RFGV+    D W  F +  G +Y 
Sbjct: 176 ALLMALPLVESAGQVTIEVIGELISKPYIEITLNLMARFGVQVVR-DGWASFTVPTGVRY 234 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
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           ++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V   + 
Sbjct: 235 RAPGEMFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAGD 294 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET+ 
Sbjct: 295 NWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKETD 351 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VPV 
Sbjct: 352 RLTAMATELRKLGAAVEEGADYIRVTPPSHWTAPAGGIDTYDDHRMAMAFSLAAFGPVPV 411 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I DP C  KTFPDYF 
Sbjct: 412 RINDPRCVAKTFPDYF 427 
 
 
>ref|YP_002255766.1| 3-phosphoshikimate 1-carboxyvinyltransferase (epsp synthase) 
           protein [Ralstonia solanacearum MolK2] 
 emb|CAQ37568.1| 3-phosphoshikimate 1-carboxyvinyltransferase (epsp synthase) 
           protein [Ralstonia solanacearum MolK2] 
          Length = 435 
 
 Score =  428 bits (1101), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 14/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLDVGPLKAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E    A    VVG GG+FPV+ A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VRCEPLGTANAYRVVGTGGRFPVKSA----DLFMGNAGTAIRPLTAALALQGG--AYTLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYAGNAGFPPLAIHAAPVKIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL  ++G V IE++ +LIS PY+E+TL LM RFGV+    D W  F +  G +Y 
Sbjct: 176 ALLMALPLVESVGQVTIEVVGELISKPYIEITLNLMARFGVQVAR-DGWASFTVPTGVRY 234 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V   + 
Sbjct: 235 RAPGEMFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAGD 294 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET+ 
Sbjct: 295 NWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKETD 351 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VPV 
Sbjct: 352 RLTAMATELRKLGAAVEEGTDYIRVTPPSHWTAPAGGIDTYDDHRMAMAFSLAAFGPVPV 411 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I DP C  KTFPDYF 
Sbjct: 412 RINDPRCVAKTFPDYF 427 
 
 
>ref|ZP_07949892.1| EPSP synthase [Enterobacteriaceae bacterium 9_2_54FAA] 
 gb|EFV42326.1| EPSP synthase [Enterobacteriaceae bacterium 9_2_54FAA] 
          Length = 426 
 
 Score =  428 bits (1100), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 230/432 (53%), Positives = 293/432 (67%), Gaps = 16/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI+  SG + LPGSKS+SNR LLLAAL+ GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPIEHFSGEINLPGSKSVSNRALLLAALASGTTCLHNLLDSDDVRHMLTALKQLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +      R  + G GG   V  AK  ++LFLGNAG AMR L AA+    G++  +L  
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Sbjct: 63  IHFQLSDNHTRCEITGNGG---VLQAKSPLELFLGNAGTAMRPLAAALCL--GDSDIILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GYIGGDIEVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM  FGV  E ++++  F I GGQ Y S 
Sbjct: 176 ALLMMAPLAQHDTVISIKGDLVSKPYIDITLALMHTFGVNVE-NENYQTFRIAGGQGYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGAK+TW +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSVQGDIRFADVLEKMGAKITWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L  ID++MN +PD AMT+A  ALFAD PT IR++ +WRVKET+R+ 
Sbjct: 295 IECT--------RGELHGIDMDMNHIPDAAMTIATTALFADAPTTIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP  L V  I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIRVVPPVHLKVAEIGTYNDHRMAMCFSLIALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PKCTAKTFPDYF 418 
 
 
>ref|ZP_07623317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           H299] 
          Length = 427 
 
 Score =  428 bits (1100), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG      AK  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPL---HAKSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>gb|AAT45240.1| 5-enol-pyruvylshikimate-phosphate synthase [Sarracenia purpurea] 
          Length = 265 
 
 Score =  428 bits (1100), Expect = e-118,   Method: Compositional matrix adjust. 
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 Identities = 220/265 (83%), Positives = 242/265 (91%), Gaps = 1/265 (0%) 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           LRTLGLSVE D   KRA+V GCGG FPV +++++E+ LFLGNAG AMR LTAAVTAAGGN 
Sbjct: 1   LRTLGLSVEEDSVIKRAIVEGCGGVFPVGKESRDEIPLFLGNAGTAMRPLTAAVTAAGGN 60 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           ++Y+LDGVPRMRERPIGDLV GLKQLGADVDCFLGT+CPPVRV G GGLPGGKVKLSGSI 
Sbjct: 61  SSYILDGVPRMRERPIGDLVTGLKQLGADVDCFLGTNCPPVRVIGKGGLPGGKVKLSGSI 120 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQYL+ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LM+RFGV  EH+DSWD+F I+G 
Sbjct: 121 SSQYLTALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMKRFGVSVEHTDSWDKFLIRG 180 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           GQKYKSP +AYVEGDASSASYFLAGAA+TGGT+TVEGCGT+SLQGDVKFAEVLE MGAKV 
Sbjct: 181 GQKYKSPGSAYVEGDASSASYFLAGAAVTGGTITVEGCGTSSLQGDVKFAEVLEKMGAKV 240 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAI 323 
           TWTE SVTV GPPR   GRKHL+AI 
Sbjct: 241 TWTENSVTVRGPPRSSSGRKHLRAI 265 
 
 
>gb|AAA27666.1| 5-enolpyruvylshikimate 3-phosphate synthase (aroA) [Yersinia 
           enterocolitica] 
          Length = 427 
 
 Score =  428 bits (1100), Expect = e-118,   Method: Compositional matrix adjust. 
 Identities = 234/436 (53%), Positives = 297/436 (68%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLHPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK   E   + ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 63  VKYRLSADRTRCEVDGLGGKLVAE---QPLELFLGNAGTAMRPLAAALCL--GKNDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     +    R    GG  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYL---EQENYRRCIAGGFRGGKLTVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D EI+I  +L+S PY+++TL LM+ FGV   H +++  F+IKGGQ Y+S 
Sbjct: 175 ALLMTAPLAEQDTEIQIQGELVSKPYIDITLHLMKAFGVDVVH-ENYQIFHIKGGQTYRS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGAK++W +   
Sbjct: 234 PGIYLVEGDASSASYFLAAAAIKGGTVRVTGIGKQSVQGDTKFADVLEKMGAKISWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ 
Sbjct: 294 IECS--------RGELQGIDMDMNHIPDAAMTIATTALFADGPTVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP +L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 SAMATELRKVGAEVEEGQDYIRVVPPAQLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002411854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           UMN026] 
 ref|ZP_06648207.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Escherichia coli FVEC1412] 
 ref|ZP_07119723.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           198-1] 
 ref|ZP_07516778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           TA143] 
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 sp|B7NAQ7.1|AROA_ECOLU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAR12310.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           UMN026] 
 gb|EFF01824.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Escherichia coli FVEC1412] 
 gb|EFJ70826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           198-1] 
          Length = 427 
 
 Score =  427 bits (1099), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002260329.1| 3-phosphoshikimate 1-carboxyvinyltransferase (epsp synthase) 
           protein [Ralstonia solanacearum IPO1609] 
 emb|CAQ62266.1| 3-phosphoshikimate 1-carboxyvinyltransferase (epsp synthase) 
           protein [Ralstonia solanacearum IPO1609] 
          Length = 435 
 
 Score =  427 bits (1099), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 14/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLDVGPLKAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E    A    VVG GG+FPV+ A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VRCEPLGTANAYRVVGTGGRFPVKSA----DLFMGNAGTAIRPLTAALALQGG--AYTLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYAGNAGFPPLAIHAAPVKIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL  ++G V IE++ +LIS PY+E+TL LM RFGV+    D W  F +  G +Y 
Sbjct: 176 ALLMALPLVESVGQVTIEVVGELISKPYIEITLNLMARFGVQVAR-DGWASFAVPTGVRY 234 
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Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V   + 
Sbjct: 235 RAPGEMFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAGD 294 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET+ 
Sbjct: 295 NWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKETD 351 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VPV 
Sbjct: 352 RLTAMATELRKLGAAVEEGIDYIRVTPPSHWTAPAGGIDTYDDHRMAMAFSLAAFGPVPV 411 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I DP C  KTFPDYF 
Sbjct: 412 RINDPRCVAKTFPDYF 427 
 
 
>gb|ADP12127.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia sp. Ejp617] 
          Length = 428 
 
 Score =  427 bits (1099), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPIALVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLAALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  + G GG    E A E   LFLGNAG AMR L AA+    G+   +L  
Sbjct: 63  VQHTLSADRTRCEITGQGGALQAEGALE---LFLGNAGTAMRPLAAALCI--GSNDIILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADV+     D PP+R+ G  G  GG+V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGADVEYLEQDDYPPLRIKG--GFNGGEVTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I I   L+S PY+++TL+LM  FGV  +++D +  F I+G Q+Y++ 
Sbjct: 176 ALLMAAPLAQNDSQIIIKGDLVSKPYIDITLKLMATFGVVVDNND-YHTFRIRGQQQYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA V W +   
Sbjct: 235 TSEYLVEGDASSASYFLAAAAIRGGTVRVTGIGRNSMQGDIRFADVLEKMGASVEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  LKAID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 IACT--------RGELKAIDLDMNHIPDAAMTIATTALFAQGTTVMRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP K+    I TY+DHRMAM FSL A +  PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGHDYIRITPPAKIACAQIGTYNDHRMAMCFSLVALSSTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>gb|EGB34276.1| PSP synthase [Escherichia coli E1520] 
          Length = 427 
 
 Score =  427 bits (1098), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  IT PEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITSPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003519646.1| AroA [Pantoea ananatis LMG 20103] 
 gb|ADD76518.1| AroA [Pantoea ananatis LMG 20103] 
          Length = 434 
 
 Score =  427 bits (1098), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/441 (52%), Positives = 298/441 (67%), Gaps = 16/441 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  ++GTV LPGSKS+SNR LLLAAL+ G T + NLL+S+DV +ML AL+ LG 
Sbjct: 9   DSLTLQPIARVNGTVNLPGSKSVSNRALLLAALANGKTRLTNLLDSDDVKHMLNALKALG 68 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G GG  P++ A + V+LFLGNAG AMR L AA+    G    VL  
Sbjct: 69  VDFTLSSDRTVCDVTGKGG--PLQ-ASQPVELFLGNAGTAMRPLAAALCL--GEQDVVLT 123 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    TD PPVR+  +GG  GG+V + GS+SSQ+L+ 
Sbjct: 124 GEPRMKERPIGHLVDALRQGGAQIDYLENTDYPPVRL--LGGFTGGEVTVDGSVSSQFLT 181 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM  FGV+ E+   +  F I+G Q+Y+S 
Sbjct: 182 ALLMTAPLAQEDTRITIKGDLVSKPYIDITLHLMRCFGVEVENQ-HYQHFLIQGKQQYQS 240 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 241 PGEYLVEGDASSASYFLAAAAIKGGTVRVTGIGRHSVQGDIRFADVLEKMGATIEWGDDF 300 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L+AID++MN +PD AMT+A  ALFA+G T +R++ +WRVKET+R+ 
Sbjct: 301 IACTA--------GKLQAIDMDMNHIPDAAMTIATAALFAEGTTQLRNIYNWRVKETDRL 352 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  +TPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 353 TAMATELRKVGAEVEEGHDFIRVTPPAKLMHADIGTYNDHRMAMCFSLVALSDTPVTILD 412 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCT KTFPDYF+ L+    N 
Sbjct: 413 PGCTAKTFPDYFEQLAKISHN 433 
 
 
>ref|YP_001744263.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           SMS-3-5] 
 ref|YP_002408203.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           IAI39] 
 sp|B7NM67.1|AROA_ECO7I RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B1LJV6.1|AROA_ECOSM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACB19813.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           SMS-3-5] 
 emb|CAR18367.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           IAI39] 
          Length = 427 
 
 Score =  427 bits (1098), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV YML AL+ LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRYMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG      AK  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPL---HAKSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGNTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>gb|ACA49855.1| enoylpyrovyl-shikimate 3 phosphate synthase [synthetic construct] 
          Length = 427 
 
 Score =  427 bits (1098), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSK++SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIAHVDGTINLPGSKTVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AI ++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIHMDMNHIPDAAMTIATAALFAKGTTRLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_06014214.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           subsp. rhinoscleromatis ATCC 13884] 
 gb|EEW42735.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella pneumoniae 
           subsp. rhinoscleromatis ATCC 13884] 
          Length = 427 
 
 Score =  427 bits (1098), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GTV LPGSKS+SNR LLLAAL+ GTTV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVEGTVNLPGSKSVSNRALLLAALARGTTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GG  P+  A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VQYTLSADRTRCEVTGNGG--PLRSAAA-LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLRG--GFQGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ F V+ ++  S+ RF ++G Q+Y+S 
Sbjct: 175 ALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFSVEVDNQ-SYQRFVVRGKQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA VTW +   
Sbjct: 234 PGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGATVTWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           LKA+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------HGELKAVDMDMNHIPDAAMTIATAALFAQGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGEDYIRITPPAKLKYAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_07390463.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS183] 
 ref|ZP_07582600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           BA175] 
 gb|EFM17060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS183] 
 gb|EFN43627.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           BA175] 
          Length = 426 
 
 Score =  427 bits (1097), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 221/438 (50%), Positives = 292/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
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Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG    E A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTVCELDGLGGVISSESAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLM 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANVVYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVTVINHD-YARFEIVAGQRYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SQLTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY IITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIIITPPVVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>ref|YP_003711824.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Xenorhabdus 
           nematophila ATCC 19061] 
 sp|Q8RLV9.1|AROA_XENNA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAL79610.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xenorhabdus 
           nematophila] 
 emb|CBJ89626.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Xenorhabdus 
           nematophila ATCC 19061] 
          Length = 428 
 
 Score =  427 bits (1097), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 228/435 (52%), Positives = 285/435 (65%), Gaps = 16/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  I+GT+ LPGSKS+SNR LLLAA ++GTT + NLL+S+D+ YML AL  L  
Sbjct: 2   QSLTLQPISRINGTINLPGSKSVSNRALLLAAFAKGTTRLTNLLDSDDIRYMLNALTALD 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            V G  G       K  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  IPYRLSADRTVCEVEGRSGNIT---GKSGLELFLGNAGTAMRPLAAALCL--GDNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+ + G  G  GGKV + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKIDYIEQENYPPLHIKG--GFSGGKVTVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA+ + EI I   L+S PY+++TL LM+ FGV  E+   +  FYI+G Q+Y S 
Sbjct: 175 ALLMAAPLAVNNTEIHIQGDLVSKPYIDITLALMKSFGVTVENH-QYQVFYIRGRQQYLS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  SLQGD KFA VLE MGA + W +   
Sbjct: 234 PGQYLVEGDASSASYFLAAAAIKGGIVRVTGIGKNSLQGDTKFANVLEQMGATIRWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L  ID++MN +PD AMT+A  ALFA G T IR++ +WRVKET+R+ 
Sbjct: 294 VECE--------RGTLTGIDMDMNAIPDAAMTIATTALFAQGETVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PPEK+    I+TY+DHR+AM FSL A +  PVTI D 
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Sbjct: 346 NAMATELRKVGAEVEEGLDYIRVIPPEKIQHAEIETYNDHRVAMCFSLVALSNTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYF+ L 
Sbjct: 406 PGCTAKTFPDYFNQL 420 
 
 
>ref|ZP_02195975.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio sp. AND4] 
 gb|EDP59028.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio sp. AND4] 
          Length = 426 
 
 Score =  427 bits (1097), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/439 (53%), Positives = 296/439 (67%), Gaps = 17/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +           VV G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VQYHLSGDKTECVVEGLGRPFSV---SESVELFLGNAGTAMRPLAAALCL--GEGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GADV      + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVAALKAAGADVTYLENENYPPLKIVGTG-LKSGSVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G++ I I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ+Y + 
Sbjct: 176 AFLMSAPLAEGELRINIEGELVSKPYIDITLHIMKQFGVDVINND-YQEFVIPAGQQYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TET 303 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W  +  
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIRFADALEKMGAEIEWGNDY 294 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            ++  G          LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R 
Sbjct: 295 VISRVG---------QLKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDR 345 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI  
Sbjct: 346 LSAMATELRKVGAEVEEGEDYIIVKPVPQLEHAAIDTYDDHRMAMCFSLVALSDTPVTIN 405 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           DP CT KTFPDYFD LS+  
Sbjct: 406 DPKCTSKTFPDYFDKLSSL 424 
 
 
>ref|ZP_00946822.1| Hypothetical Protein RRSL_00205 [Ralstonia solanacearum UW551] 
 gb|EAP70677.1| Hypothetical Protein RRSL_00205 [Ralstonia solanacearum UW551] 
          Length = 435 
 
 Score =  427 bits (1097), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/436 (53%), Positives = 295/436 (67%), Gaps = 14/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EPLDVGPLKAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E    A    VVG GG+FPV+ A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VRCEPLGTANAYRVVGTGGRFPVKSA----DLFMGNAGTAIRPLTAALALQGG--AYTLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYAGNAGFPPLAIHAAPVKIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL  ++G V IE++ +LIS PY+E+TL LM RFGV+    D W  F +  G +Y 
Sbjct: 176 ALLMALPLVESVGQVTIEVVGELISKPYIEITLNLMARFGVQVAR-DGWASFAVPTGVRY 234 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
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           ++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V   + 
Sbjct: 235 RAPGEMFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAGD 294 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET+ 
Sbjct: 295 NWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKETD 351 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VPV 
Sbjct: 352 RLTAMATELRKLGAAVEEGIDYIRVTPPSHWTAPAGGIDTYDDHRMAMAFSLAAFGPVPV 411 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I DP C  KTFPDYF 
Sbjct: 412 RINDPRCVAKTFPDYF 427 
 
 
>ref|YP_003498727.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. CB9615] 
 gb|ACI85764.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli] 
 gb|ADD55743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. CB9615] 
 gb|EFX27375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. USDA 5905] 
          Length = 427 
 
 Score =  426 bits (1096), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GELRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_06652861.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B354] 
 gb|EFF12237.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           B354] 
          Length = 427 
 
 Score =  426 bits (1096), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 293/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GCNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G     GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--SFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_04614864.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia ruckeri ATCC 
           29473] 
 gb|EEQ00809.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia ruckeri ATCC 
           29473] 
          Length = 438 
 
 Score =  426 bits (1095), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+D+ +ML AL++LG 
Sbjct: 13  ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTRLHNLLDSDDIRHMLNALKSLG 72 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        +  V G GG      A + ++LFLGNAG AMR L AA+    GN+  VL  
Sbjct: 73  VNYRLSADRTQCDVDGLGGPLV---ADKTLELFLGNAGTAMRPLAAALCL--GNSDIVLT 127 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + GS+SSQ+L+ 
Sbjct: 128 GEERMKERPIGHLVDALRQGGAQIDYLEQENYPPLRIRG--GFRGGELTVDGSVSSQFLT 185 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D  I I   L+S PY+++TL LM  FGV+  H + +  F+I+GGQ Y S 
Sbjct: 186 ALLMAAPLATQDTHIRIQGDLVSRPYIDITLHLMRSFGVEVTHQN-YQVFHIQGGQTYHS 244 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGA + W +   
Sbjct: 245 PGEYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAIIHWGDDY 304 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
Sbjct: 305 IECS--------RGELRGIDMDMNHIPDAAMTIATAALFAKGPTIIRNIYNWRVKETDRL 356 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 357 SAMATELRKVGAEVEEGQDYIRVVPPAHLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 416 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
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Sbjct: 417 PKCTAKTFPDYFEQLA 432 
 
 
>ref|YP_339941.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Pseudoalteromonas haloplanktis 
           TAC125] 
 sp|Q3ILA2.1|AROA_PSEHT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAI86498.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Pseudoalteromonas haloplanktis 
           TAC125] 
          Length = 425 
 
 Score =  426 bits (1095), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 230/439 (52%), Positives = 306/439 (69%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L+PI  ++G+V LPGSKSLSNRILLLAAL+ GTTVV+NLL+S+D+ +MLGAL+ LG 
Sbjct: 2   EQLRLEPISRVNGSVTLPGSKSLSNRILLLAALANGTTVVENLLDSDDIRHMLGALQLLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           ++V  ++    A V G GG F  P E       LFLGNAG A R LTA + A  G   Y  
Sbjct: 62  VNVSLNQERTVATVQGVGGVFKTPRE------PLFLGNAGTAYRPLTAVLAAVAGE--YE 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G PRM ERPIG LV  L+ LG D+      D PP+++ G G + GG+V + GSISSQ+ 
Sbjct: 114 LIGEPRMEERPIGHLVDALQALGGDITYSKNKDYPPLKIIG-GQINGGEVAIDGSISSQF 172 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMAAPL  GD +I I   L+S PY+++TL +M RFG++ EHS+ +  F +KGGQ+Y 
Sbjct: 173 LTALLMAAPLFNGDTKITIKGTLVSKPYIDITLDVMARFGIEVEHSN-YATFTVKGGQQY 231 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +S +   VEGDASSASYF+A AAI GG + ++G G  S+QGD+ FA+V+E +GAK+ W + 
Sbjct: 232 QSLERIMVEGDASSASYFVAAAAIAGGEIEIKGVGAKSVQGDIGFAKVMEQVGAKIDWYD 291 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V         +  L  +D++ N +PD AMTLA VALFA GPTAIR++ +WRVKET+ 
Sbjct: 292 ERLVVR--------KGQLNGVDIDANAIPDAAMTLATVALFAKGPTAIRNIYNWRVKETD 343 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+ TEL K+GA V EG D+  ITPP+  N  AIDTYDDHR+AM F++ A    P+TI 
Sbjct: 344 RLHAMATELRKVGAEVVEGHDFIEITPPKHFNDVAIDTYDDHRIAMCFAMVAVGGKPITI 403 
 
Query: 423 RDPGCTRKTFPDYFDVLST 441 
            DP CT KTFP +F+VL++ 
Sbjct: 404 NDPKCTYKTFPTFFNVLAS 422 
 
 
>ref|ZP_03560897.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Glaciecola sp. 
           HTCC2999] 
          Length = 426 
 
 Score =  426 bits (1095), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 228/432 (52%), Positives = 295/432 (68%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ LQPI  +SGTV +PGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL  LG 
Sbjct: 2   EQLTLQPISAVSGTVNVPGSKSLSNRALLLAALAKGTTTVTNLLDSDDIRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S    +     VV G G  F  +    E +LFLGNAG AMR L   +  +  N   VL  
Sbjct: 62  VSYTLSENNTVCVVEGLGDVFTTQ---PESELFLGNAGTAMRPLCGVLATSPINT--VLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIGDLV  L  + AD+        P + + G   L GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGDLVAALADVNADIRYLDEVGYPALDIRG-QRLTGGHIEVDGSVSSQFLT 175 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+LMAAPL   D EI I   L+SIPY+++TL +M++FGV   H + +  F++KG Q Y + 
Sbjct: 176 AILMAAPLFTSDSEIHIQGDLVSIPYIDITLDIMQKFGVSVTH-NQYKVFHVKGNQSYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P+   VEGDASSASYFLA  AI GGTV V G G+ S+QGD++FAEVLE MGAKV++   S 
Sbjct: 235 PETYMVEGDASSASYFLAAGAIKGGTVEVTGVGSASVQGDIRFAEVLEAMGAKVSYQPNS 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +T+TG P        L A+D++MN +PD AMT+A  ALFA G TAIR++ +WRVKET+R+ 
Sbjct: 295 ITITGAP--------LTAVDMDMNHIPDAAMTIATTALFAKGTTAIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA+V EG D+  +TPPE L  + IDTYDDHR+AM FSL A +   VTI D 
Sbjct: 347 HAMATELRKVGATVVEGDDFIEVTPPETLLHSDIDTYDDHRVAMCFSLVALSNTAVTIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PKCTAKTFPDYF 418 
 
 
>ref|YP_738101.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. MR-7] 
 sp|Q0HV11.1|AROA_SHESR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI43044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. MR-7] 
          Length = 426 
 
 Score =  426 bits (1095), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 220/432 (50%), Positives = 289/432 (66%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     +      + G GG    + A+    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VGYRLSQNNTVCELTGLGGAISADTAQ---TLFLGNAGTAMRPLCAALTL--GRGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  LKQLGA++        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALKQLGANIMYLKNEGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV+  + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVQVINHD-YARFEILAGQQYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGAP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTTIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  LN   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGALVEEGHDYIQITPPAVLNTAEIDTYNDHRMAMCFSMMAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PDCTSKTFPDYF 418 
 
 
>ref|YP_003530703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia amylovora 
           CFBP1430] 
 ref|YP_003538424.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia amylovora 
           ATCC 49946] 
 emb|CBJ46013.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia amylovora 
           ATCC 49946] 
 emb|CBA20295.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia amylovora 
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           CFBP1430] 
          Length = 428 
 
 Score =  426 bits (1094), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPIALVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLDALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  + G GG      A   ++LFLGNAG AMR L AA+   G +   +L  
Sbjct: 63  VQYSLSADRTRCEITGQGGAL---QADRSLELFLGNAGTAMRPLAAALCIGGND--IILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADVD     D PP+RV G  G  GG++ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGADVDYLEQVDYPPLRVKG--GFSGGEITVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I I   L+S PY+++TL+LM  FGV  ++++ +  F I+G Q+Y++ 
Sbjct: 176 ALLMAAPLAKNDSQIIIKGDLVSKPYIDITLKLMAAFGVVVDNNN-YHTFRIRGQQQYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA V W +   
Sbjct: 235 TSEYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGASVEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  LKA+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 IACT--------RGELKAVDLDMNHIPDAAMTIATTALFAQGTTVMRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP K+    I TY+DHRMAM FSL A +  PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGYDFIRITPPAKIACAQIATYNDHRMAMCFSLVALSSTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF  L+ 
Sbjct: 407 PNCTAKTFPDYFTQLA 422 
 
 
>ref|YP_001366482.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS185] 
 sp|A6WNN0.1|AROA_SHEB8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS08419.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS185] 
          Length = 426 
 
 Score =  426 bits (1094), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 220/438 (50%), Positives = 291/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG    E A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTECELDGLGGVISSESAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANVVYLKNDGFPPLTINATG-LSGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVTVINHD-YARFEIVAGQQYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SQLTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPVVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>ref|ZP_06715241.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Edwardsiella tarda 
           ATCC 23685] 
 gb|EFE22428.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Edwardsiella tarda 
           ATCC 23685] 
          Length = 429 
 
 Score =  426 bits (1094), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 219/430 (50%), Positives = 285/430 (66%), Gaps = 16/430 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L PI+  +G + LPGSKS+SNR LLLAA + G T + NLL+S+DV YML AL+ LG+  
Sbjct: 5   LTLNPIRRFAGEINLPGSKSVSNRALLLAAQARGVTRLHNLLDSDDVRYMLDALKALGVR 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +      R  V G  G  PV      + LFLGNAG AMR L AA++   G    +L G  
Sbjct: 65  YQLSDCRTRCEVQGVDGALPVAGV---LSLFLGNAGTAMRPLAAALSL--GRREVILTGE 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM+ERPI  LV  L+Q GA +D       PP+R+ G  G  GG++ + GS+SSQ+L+AL 
Sbjct: 120 PRMKERPIAHLVTALRQGGAQIDYLEAEGYPPLRLRG--GFVGGQIAVDGSVSSQFLTAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAPLA  D  I I+  L+S PY+++TL +M  FGV  E+  ++ RF ++G Q Y++   
Sbjct: 178 LMAAPLAEQDTVITILGDLVSKPYIDITLAMMRAFGVTVENQ-AYQRFVVRGRQSYQAAG 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLAGAAI GGTV V G G  S+QGD+ FA+VLE MGA + W +  +  
Sbjct: 237 DYLVEGDASSASYFLAGAAIAGGTVRVTGIGRHSMQGDIHFADVLERMGAHIEWGDDYIA 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            +        R  L  ID++MN +PD AMT+A  ALFA+GPT +R++A+WRVKET+R+ A 
Sbjct: 297 CS--------RDRLHGIDMDMNTIPDAAMTIATTALFAEGPTTLRNIANWRVKETDRLAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  EL K+GA VEEG D+  I PP +L    I TY+DHRMAM FSL A ++ PVTI DPG 
Sbjct: 349 MACELRKVGAQVEEGADFLRIEPPAQLQAAQIATYNDHRMAMCFSLVALSDTPVTICDPG 408 
 
Query: 427 CTRKTFPDYF 436 
           CT KTFPDYF 
Sbjct: 409 CTAKTFPDYF 418 
 
 
>ref|ZP_06177435.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio harveyi 1DA3] 
 gb|EEZ86188.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio harveyi 1DA3] 
          Length = 426 
 
 Score =  426 bits (1094), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/435 (53%), Positives = 294/435 (67%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIHGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +     VV G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VQYQLSEDKTECVVEGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCL--GEGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
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           G PRM+ERPIG LV  L+  GADV      + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALQAAGADVTYLENENYPPLKIVGTG-LKSGSVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G++ I I  +L+S PY+++TL +M++FGV+  ++D +  F I  GQ Y + 
Sbjct: 176 AFLMSAPLAEGEIRINIEGELVSKPYIDITLHIMKQFGVEVVNND-YQEFVIPAGQHYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGQLKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVPQLTHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P CT KTFPDYFD L 
Sbjct: 407 PKCTSKTFPDYFDKL 421 
 
 
>ref|YP_296777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia eutropha 
           JMP134] 
 sp|Q46Y50.1|AROA_RALEJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAZ61933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia eutropha 
           JMP134] 
          Length = 434 
 
 Score =  426 bits (1094), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 230/440 (52%), Positives = 294/440 (66%), Gaps = 17/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P+   +GTV+LPGSKS+SNR+LLLAAL+ G T V +LL+S+D   ML AL+TLG 
Sbjct: 2   EHLTLGPLTRAAGTVRLPGSKSISNRVLLLAALAGGETRVRDLLDSDDTRVMLQALKTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +     +V G GG FPV+ A    +LF+GNAG A+R LTAA+   GG+  Y L  
Sbjct: 62  VAWR--QEGSDYIVTGSGGNFPVKAA----ELFMGNAGTAIRPLTAALALQGGD--YKLS 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GAD+        PP+ +          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQVGADIGYLANEGFPPLHIRPAQIRIDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  P+A    G +EIE++ +LIS PY+E+TL L+ RFG+  E    W+RF +  G   
Sbjct: 174 ALLMTLPMAQAANGKIEIEVVGELISKPYIEITLNLLARFGINVERQ-GWERFIVPAGAV 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP   YVEGDASSASYFLA  AI GG V VEG G +S+QGDV+FAE L  MGA V    
Sbjct: 233 YRSPGEIYVEGDASSASYFLAAGAIGGGPVRVEGVGMSSIQGDVRFAEALNRMGANVMAG 292 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V G  R+  GR H   I+++ N +PD AMTLAV ALFA G T + ++ASWRVKET 
Sbjct: 293 DNWIEVRGTERDD-GRLH--GIELDCNHIPDAAMTLAVAALFAGGTTTLTNIASWRVKET 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL KLGA+VEEG DY  +TPP +    A  I TYDDHRMAM FSLAA   +P 
Sbjct: 350 DRISAMATELRKLGATVEEGADYLKVTPPAQWQTPADGIGTYDDHRMAMCFSLAAFGPLP 409 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           V I DPGC  KTFPDYF V  
Sbjct: 410 VRINDPGCVAKTFPDYFAVF 429 
 
 
>ref|XP_003083034.1| 5-enolpyruvylshikimate-3-phosphate (ISS) [Ostreococcus tauri] 
 emb|CAL56989.1| 5-enolpyruvylshikimate-3-phosphate (ISS) [Ostreococcus tauri] 
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          Length = 316 
 
 Score =  426 bits (1094), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 216/323 (66%), Positives = 243/323 (75%), Gaps = 14/323 (4%) 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           MRERPI DLV GL QLG   +C +GT CPPV++    GLPGG+V+LSGS+SSQYL+ALLM 
Sbjct: 1   MRERPIADLVDGLVQLGVKAECTMGTGCPPVKIEA-DGLPGGRVELSGSVSSQYLTALLM 59 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAPL  G +EI I+D+LIS PYVEMT+ LMERFGVK E S     F I+GGQKY SP +A 
Sbjct: 60  AAPLCQGSIEIVIVDELISKPYVEMTITLMERFGVKVEKSADLQSFKIQGGQKYVSPGSA 119 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +VEGDASSASYFLAGA ITGGTVTV GCG+ S+QGD  FA  +E MGA + W   SV  T 
Sbjct: 120 FVEGDASSASYFLAGATITGGTVTVIGCGSESIQGDTNFAYTMEQMGATLEWGPNSVKCT 179 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           GP      +  LKAIDVNMN MPD AMTLAV ALFADG T IRDVASWRVKETERM+AI  
Sbjct: 180 GP------QGPLKAIDVNMNAMPDAAMTLAVAALFADGVTTIRDVASWRVKETERMIAIC 233 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTA-------IDTYDDHRMAMAFSLAACAEVPVT 421 
           TEL KLG  V EG DYC+ITPP KLN  A       IDTYDDHRMAMAF+LAAC +V V  
Sbjct: 234 TELRKLGCDVFEGSDYCVITPPHKLNPPAKMRANVDIDTYDDHRMAMAFALAACGDVDVI 293 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I DP CT+KTFP YFDVL + V+ 
Sbjct: 294 INDPTCTKKTFPTYFDVLKSVVQ 316 
 
 
>ref|YP_368399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 383] 
 sp|Q39IG1.1|AROA_BURS3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB07755.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 383] 
          Length = 434 
 
 Score =  425 bits (1093), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/442 (52%), Positives = 291/442 (65%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL TLG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGTLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D  L    PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYELNEGYPPLRIKPANISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G + +E+  +LIS PY+++T+RLMERFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGKIVVEVDGELISKPYIDITIRLMERFGVTVER-DGWQRFVVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 297 DVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA +EEGPDY ++TPPEKL    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGAIIEEGPDYLVVTPPEKLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
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>dbj|BAE20403.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lactuca sativa] 
          Length = 231 
 
 Score =  425 bits (1093), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 201/231 (87%), Positives = 217/231 (93%) 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           LSGSISSQYL+ALLMA+PLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  EH+DSWDR 
Sbjct: 1   LSGSISSQYLTALLMASPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVEHTDSWDR 60 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F+++GGQKYKSP NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL   
Sbjct: 61  FFVRGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQ 120 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MGA+VTWTE SVTV GPPR P GRKHL+A+DVNMNKMPDVAMTLAVVAL+ADGPT IRDV 
Sbjct: 121 MGAEVTWTENSVTVKGPPRNPSGRKHLRAVDVNMNKMPDVAMTLAVVALYADGPTTIRDV 180 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           ASWRVKETERM+AI TEL KLGA+VEEG DYC+ITPPEKLNV AIDTYDDH 
Sbjct: 181 ASWRVKETERMIAICTELRKLGATVEEGADYCVITPPEKLNVAAIDTYDDH 231 
 
 
>ref|YP_001050438.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS155] 
 sp|A3D4A6.1|AROA_SHEB5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABN61569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS155] 
          Length = 426 
 
 Score =  425 bits (1093), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 220/438 (50%), Positives = 291/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG    E A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTVCELDGLGGVISSESAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANVVYLKNDGFPPLTINATG-LSGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVTVINHD-YARFEIVAGQRYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SQLTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>gb|EGC94707.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia 
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           fergusonii ECD227] 
          Length = 425 
 
 Score =  425 bits (1093), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL+ LG 
Sbjct: 2   ESLTLHPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYSLSTDRTRCEIIGNGGPLHAESA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAGITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEVENQ-RYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD+ FA+VLE MGA ++W +   
Sbjct: 234 PGSYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIHFADVLEKMGATISWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L  ID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNGIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITP EKL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPLEKLKFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_02378918.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ubonensis Bu] 
          Length = 434 
 
 Score =  425 bits (1093), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 233/444 (52%), Positives = 290/444 (65%), Gaps = 20/444 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EYLDLGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLARD--GDTCVVAGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          + + G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIKPASIKVDAPIVVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G + +E+  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 174 ALLMTLPLVKAPDGRIVVEVDGELISKPYIEITIKLMARFGVSVER-DGWQRFVVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           YKSP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YKSPGRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L+AID++ N +PD AMT+AV ALFADGP+ +R++ASWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGKLEAIDMDFNLIPDAAMTIAVAALFADGPSTLRNIASWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEV 418 
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           ET+R+ A+ TEL K+GA+VEEGPDY ++TPPEKL    AIDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGATVEEGPDYLVVTPPEKLTPNAAIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           PV I DP C  KTFPDYFD  +   
Sbjct: 408 PVRINDPKCVGKTFPDYFDRFTAL 431 
 
 
>emb|CAY74833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia pyrifoliae 
           DSM 12163] 
          Length = 434 
 
 Score =  425 bits (1093), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 9   DSLTLQPIALVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLDALQALG 68 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  + G GG    E A E   LFLGNAG  MR L AA+    G+   +L  
Sbjct: 69  VQHTLSAGRTRCEITGQGGALQAEGALE---LFLGNAGTVMRPLAAALCI--GSNDIILT 123 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADV+     D PP+R+ G  G  GG+V + GS+SSQ+L+ 
Sbjct: 124 GEPRMKERPIGHLVDALRQGGADVEYLEQDDYPPLRIKG--GFNGGEVTVDGSVSSQFLT 181 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I I   L+S PY+++TL+LM  FGV  +++D +  F I+G Q+Y++ 
Sbjct: 182 ALLMAAPLAQNDSQIIIKGDLVSKPYIDITLKLMATFGVVVDNND-YHTFRIRGQQQYQA 240 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA V W +   
Sbjct: 241 TSEYLVEGDASSASYFLAAAAIRGGTVRVTGIGRNSMQGDIRFADVLEKMGASVEWGDDY 300 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L+AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 301 IACT--------RGELRAIDLDMNHIPDAAMTIATTALFAQGTTVMRNIYNWRVKETDRL 352 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP K+    I TY+DHRMAM FSL A +  PVTI D 
Sbjct: 353 AAMATELRKVGAEVEEGHDYIRITPPAKIACAQIGTYNDHRMAMCFSLVALSSTPVTILD 412 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 413 PKCTAKTFPDYFEQLA 428 
 
 
>ref|ZP_01133915.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) 
           [Pseudoalteromonas tunicata D2] 
 gb|EAR28107.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) 
           [Pseudoalteromonas tunicata D2] 
          Length = 425 
 
 Score =  425 bits (1092), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 221/437 (50%), Positives = 295/437 (67%), Gaps = 16/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E ++L+ I +++G+V LPGSKSLSNRILLLAAL EG T VDNLL+S+D+  ML AL  LG 
Sbjct: 2   ESLLLKAINKVNGSVTLPGSKSLSNRILLLAALCEGVTQVDNLLDSDDIQRMLEALALLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + VE ++    A+V G GGKF     + E  LFLGNAG A R LTA + A+  N    L  
Sbjct: 62  IKVELNETKTTALVYGTGGKF----IQPEQALFLGNAGTAFRPLTAVLAAS--NIDTKLT 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIG LV  L  LGA++      D PP+++ G  G+ GG+V++ GSISSQ+L+ 
Sbjct: 116 GEPRMNERPIGHLVDALDALGANITYLENKDYPPLKIQG-QGIEGGEVEIDGSISSQFLT 174 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL      I+I  +L+S PY+++TL +M+RFGV   + D++  F I+ GQ Y+S 
Sbjct: 175 ALLMAAPLFTNTTTIKIKGELVSKPYIDITLNVMKRFGVVVTN-DNYQTFIIEKGQCYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P+   VEGDASSASYF+A AAI GG + + G G +S+QGD+ FA+V+E  GAK+TW +   
Sbjct: 234 PRQIMVEGDASSASYFIAAAAINGGCIEINGVGKSSVQGDIAFADVIEQAGAKITWFDNK 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V         +  L  +D + N +PD AMT+A VALFA G TAIR++ +WRVKET+R+ 
Sbjct: 294 IVVE--------KGQLYGVDFDANAIPDAAMTMATVALFAKGKTAIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V EG D+  ITPP+ +    IDTY+DHR+AM FS+ A     + I D 
Sbjct: 346 NAMATELRKVGAIVVEGHDFIEITPPDVIEFATIDTYNDHRIAMCFSMVAVGGHDIVIND 405 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
           P CT KTFP YF+ L+T 
Sbjct: 406 PKCTHKTFPTYFETLAT 422 
 
 
>gb|AAP94212.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli] 
          Length = 427 
 
 Score =  425 bits (1092), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 293/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG A R L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTATRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G    S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIVRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>gb|AAT45238.1| 5-enol-pyruvylshikimate-phosphate synthase [Helianthus 
           salicifolius] 
          Length = 264 
 
 Score =  424 bits (1091), Expect = e-117,   Method: Compositional matrix adjust. 
 Identities = 221/264 (83%), Positives = 241/264 (91%), Gaps = 1/264 (0%) 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           RTLGL VE D A KRA+V GCGG FPV ++AK+E+QLFLGNAG +MR LTAAVTAAGGN+ 
Sbjct: 1   RTLGLRVEEDGAIKRAIVEGCGGVFPVGKEAKDEIQLFLGNAGTSMRPLTAAVTAAGGNS 60 
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Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           +Y+LDGVPRMRERPIGDLV GLKQLGADVDCFLGT+CPPVRV G GGLPGGKVKLSGSIS 
Sbjct: 61  SYILDGVPRMRERPIGDLVTGLKQLGADVDCFLGTNCPPVRVVGGGGLPGGKVKLSGSIS 120 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQYL+ALLMA+PLALGDVEIEIIDKLISIPYV+MT++LMERFGV  EHSDSWDRF+IKGG 
Sbjct: 121 SQYLTALLMASPLALGDVEIEIIDKLISIPYVDMTIKLMERFGVSVEHSDSWDRFFIKGG 180 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           QKYKSP NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL  MGA+VT 
Sbjct: 181 QKYKSPGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQMGAEVT 240 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAI 323 
           WTE SVTV GPPR   GRKHL A+ 
Sbjct: 241 WTENSVTVRGPPRNASGRKHLHAV 264 
 
 
>ref|YP_002649277.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia pyrifoliae 
           Ep1/96] 
 emb|CAX56053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia pyrifoliae 
           Ep1/96] 
          Length = 428 
 
 Score =  424 bits (1091), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPIALVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLDALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  + G GG    E A E   LFLGNAG  MR L AA+    G+   +L  
Sbjct: 63  VQHTLSAGRTRCEITGQGGALQAEGALE---LFLGNAGTVMRPLAAALCI--GSNDIILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADV+     D PP+R+ G  G  GG+V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGADVEYLEQDDYPPLRIKG--GFNGGEVTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I I   L+S PY+++TL+LM  FGV  +++D +  F I+G Q+Y++ 
Sbjct: 176 ALLMAAPLAQNDSQIIIKGDLVSKPYIDITLKLMATFGVVVDNND-YHTFRIRGQQQYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA V W +   
Sbjct: 235 TSEYLVEGDASSASYFLAAAAIRGGTVRVTGIGRNSMQGDIRFADVLEKMGASVEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L+AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 IACT--------RGELRAIDLDMNHIPDAAMTIATTALFAQGTTVMRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP K+    I TY+DHRMAM FSL A +  PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGHDYIRITPPAKIACAQIGTYNDHRMAMCFSLVALSSTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 407 PKCTAKTFPDYFEQLA 422 
 
 
>emb|CBJ38069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia 
           solanacearum CMR15] 
          Length = 436 
 
 Score =  424 bits (1091), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 232/437 (53%), Positives = 293/437 (67%), Gaps = 15/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL TLG 
Sbjct: 2   EHLDVGPLKAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
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           +  E    A    V G GG+FPV+ A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VPCEPLGTANAYRVTGTGGRFPVKSA----DLFMGNAGTAIRPLTAALALQGGE--YTLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ +          +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYTGNEGFPPLAIRAAAIRIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLMA PL  G+   V IE++ +LIS PY+E+TL LM RFGV+ E +  W  F +  G   
Sbjct: 176 ALLMALPLVEGNGRPVTIEVVGELISKPYIEITLNLMARFGVQVERT-GWASFSVPTGVA 234 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V    
Sbjct: 235 YRAPGEIFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAG 294 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET 
Sbjct: 295 DNWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKET 351 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VP 
Sbjct: 352 DRLTAMATELRKLGAAVEEGTDYIRVTPPSHWTAPAGGIDTYDDHRMAMAFSLAAFGPVP 411 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           V I DP C  KTFP+YF 
Sbjct: 412 VRINDPRCVAKTFPEYF 428 
 
 
>ref|YP_562758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           denitrificans OS217] 
 sp|Q12NE1.1|AROA_SHEDO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABE55035.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           denitrificans OS217] 
          Length = 428 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 223/432 (51%), Positives = 284/432 (65%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+PI  I G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ YML +L  LG 
Sbjct: 2   KQLHLEPIACIDGEINIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRYMLASLEQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E      R  V G GG      A+    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VQFELSDDKTRCTVQGMGGAVSASTAQ---TLFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA V        PP+ +N  G L GG V ++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGASVTYLKNDGFPPLTINATG-LNGGDVDIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I I  +L+S PY+++TL LM +FGV  ++ D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGKVNINIKGELVSKPYIDITLALMAQFGVDVQNHD-YARFEINPGQQYLS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG+V V G G  S+QGDVKFA+ LE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIAGGSVKVTGVGRLSIQGDVKFADALEKMGADIEWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +              L  ID++MN +PD AMT+A  ALFA+G T +R++ +WR+KET+R+ 
Sbjct: 295 IIARS--------AKLSGIDMDMNHIPDAAMTIATAALFAEGETCLRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP K+N  AIDTY+DHRMAM FSL A A+  +TI D 
Sbjct: 347 HAMATELRKVGAVVEEGHDFIRITPPVKMNTAAIDTYNDHRMAMCFSLLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFP YF 
Sbjct: 407 PDCTSKTFPSYF 418 
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>ref|ZP_06052274.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Grimontia hollisae CIP 
           101886] 
 gb|EEY72340.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Grimontia hollisae CIP 
           101886] 
          Length = 427 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 231/438 (52%), Positives = 291/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   EQLTLQPISKIHGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALGKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S +  +     VV G G  F      E ++LFLGNAG AMR L AA+    GN  YVL  
Sbjct: 62  VSYQLSEDKTECVVEGLGSPFKT---SEPMELFLGNAGTAMRPLAAALCLGEGN--YVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG L+  ++ +GADV        PP+++     + GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLIDAMRTVGADVTYLENEHYPPLKIAS-KAIQGGDVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APL  GD  I I   L+S PY+++TL +M +FGV+  ++D +  F +KG Q Y + 
Sbjct: 176 ALLMTAPLFSGDTHIRIKGDLVSKPYIDITLHIMAQFGVQVVNND-YKTFDVKGNQTYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGDVKFA+ L  MGA + W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSVQGDVKFADALAAMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  LKA+D++ N +PD AMT+A  ALFA G T IR+V +WRVKET+R+ 
Sbjct: 295 VIAR--------RGELKAVDMDFNHIPDAAMTIATTALFAQGTTVIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITP   L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGADVEEGEDYIKITPTANLKHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD LS   
Sbjct: 407 PTCTSKTFPDYFDKLSAL 424 
 
 
>ref|YP_869612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. ANA-3] 
 sp|A0KWN7.1|AROA_SHESA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK48206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. ANA-3] 
          Length = 426 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 220/432 (50%), Positives = 289/432 (66%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     +      + G GG    + A+    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VEYRLSQNNTVCELTGLGGVISSDTAQ---TLFLGNAGTAMRPLCAALTL--GRGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  LKQLGA++        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALKQLGANIVYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV+  + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVQVINHD-YARFEIPAGQQYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
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           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGAP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTTIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  LN   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGALVEEGHDYIQITPPVVLNTAEIDTYNDHRMAMCFSMMAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PDCTSKTFPDYF 418 
 
 
>ref|YP_734053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. MR-4] 
 sp|Q0HIX1.1|AROA_SHESM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI38996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. MR-4] 
          Length = 426 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 219/432 (50%), Positives = 288/432 (66%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     +      ++G GG    + A+    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VEYRLSQNNTVCELIGLGGAISADTAQ---TLFLGNAGTAMRPLCAALTL--GRGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  LKQLGA++        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALKQLGANIVYLKNEGFPPLAINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA   V I +  +L+S PY+++TL LM +FGV+  + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKDSVNIHVKGELVSKPYIDITLALMAQFGVQVINHD-YARFEIPAGQQYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGAP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTTIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  LN   IDTY+DHRMAM FS+ A A   +TI D 
Sbjct: 347 AAMATELRKVGALVEEGHDYIQITPPAVLNTAEIDTYNDHRMAMCFSMMAFANCGITIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PDCTSKTFPDYF 418 
 
 
>ref|YP_003524676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sideroxydans 
           lithotrophicus ES-1] 
 gb|ADE12289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sideroxydans 
           lithotrophicus ES-1] 
          Length = 647 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 233/438 (53%), Positives = 295/438 (67%), Gaps = 18/438 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+  E + L P+    GTV+LPGSKS+SNR+LLLAAL++G T V +LL+S+D   ML AL 
Sbjct: 1   MSQQEFLELPPLMSARGTVRLPGSKSISNRVLLLAALAQGATTVRDLLHSDDTERMLDAL 60 
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Query: 61  RTLGLSVE--ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           RTLG+ VE   D A +   + GCGG FP ++AK    LFLGNAG A R LTAA+  +GG  
Sbjct: 61  RTLGVEVEQLGDNAYR---ITGCGGNFPNKNAK----LFLGNAGTAFRPLTAALALSGG- 112 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            +Y L GVPRM ERPIGDLV  L+QLGAD+        PP++++    L G  V++ G + 
Sbjct: 113 -SYELSGVPRMHERPIGDLVDALRQLGADIRYLGNEGFPPLQISP-AKLAGDTVQVRGDV 170 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQ+L+ LLMA PL    V++E++ +LIS PY+ +TL +M RF V  E  D W  F ++  
Sbjct: 171 SSQFLTGLLMALPLLNRTVKVEVLGELISQPYIAITLTMMARFLVVVERED-WHSFTVRA 229 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           G  Y  P   YVEGDASSASYFLA  AI  G V VEG G+ S+QGDV FA  L+ MGA+V 
Sbjct: 230 GSCYVPPNEIYVEGDASSASYFLAAGAIGKGPVRVEGVGSNSVQGDVHFAHELKKMGAEV 289 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W + S+   GP         LKA+D++ N +PD AMTLAV ALFADG T +R++ASWRV 
Sbjct: 290 EWGDNSLVAKGP-----ASGKLKAVDLDCNHIPDAAMTLAVAALFADGTTTLRNIASWRV 344 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           KET+R+ A+ TEL K+GA+VEEG D+  ITPP ++   AIDTYDDHRMAM FSLAA     
Sbjct: 345 KETDRIAAMATELRKVGATVEEGADFIRITPPAQIKHAAIDTYDDHRMAMCFSLAAFGGA 404 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
            V I DP C  KTFP+YF 
Sbjct: 405 GVRINDPKCVAKTFPEYF 422 
 
 
>ref|ZP_07152402.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           21-1] 
 gb|EFK20872.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli MS 
           21-1] 
          Length = 427 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 230/436 (52%), Positives = 293/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG      AK  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPL---HAKSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLASEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
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>ref|YP_002382216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia 
           fergusonii ATCC 35469] 
 emb|CAQ88582.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia 
           fergusonii ATCC 35469] 
          Length = 434 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL+ LG 
Sbjct: 11  ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALKALG 70 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 71  VSYSLSTDRTRCEIIGNGGPLHAESA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 125 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 126 GEPRMKERPIGHLVDALRQGGAGITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 183 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 184 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEVENQ-RYQQFVVKGGQSYQS 242 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD+ FA+VLE MGA ++W +   
Sbjct: 243 PGSYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIHFADVLEKMGATISWGDDY 302 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L  ID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 303 ISCT--------RGELNGIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 354 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITP EKL    I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 355 FAMATELRKVGAEVEEGHDFIRITPLEKLKFAEIATYNDHRMAMCFSLVALSDTAVTILD 414 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 415 PKCTAKTFPDYFEQLA 430 
 
 
>ref|YP_001183564.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           putrefaciens CN-32] 
 sp|A4Y732.1|AROA_SHEPC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABP75765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           putrefaciens CN-32] 
          Length = 426 
 
 Score =  424 bits (1090), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 218/438 (49%), Positives = 291/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG      A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTVCELDGIGGVISSASAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA++        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANIVYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++T+ LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITIALMAQFGVNVINHD-YARFEIVAGQRYIS 234 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGSP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>ref|NP_717994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella oneidensis 
           MR-1] 
 sp|Q8EEH8.1|AROA_SHEON RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAN55438.1|AE015681_2 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella oneidensis 
           MR-1] 
          Length = 426 
 
 Score =  424 bits (1089), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 220/432 (50%), Positives = 286/432 (66%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            + G GG   V  +K+   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VEYRLSHNNTVCELAGLGG---VMSSKQAQTLFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA++        PP+ +N  G L GG V++ G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANIVYLKNDGFPPLTINATG-LNGGDVEIVGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGVK  +   + RF I  GQ Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVKVINH-HYARFEIPAGQHYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGAP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  LN   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVLNTAQIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PDCTSKTFPDYF 418 
 
 
>ref|YP_205144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio fischeri 
           ES114] 
 sp|Q5E3Z0.1|AROA_VIBF1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW86256.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Vibrio fischeri 
           ES114] 
          Length = 426 
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 Score =  424 bits (1089), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 228/436 (52%), Positives = 292/436 (66%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I+G + LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   ESLTLQPISKINGQINLPGSKSVSNRALLLAALASGTTKLTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G G  F   +  E ++LFLGNAG AMR L AA+    G   +VL  
Sbjct: 62  VEYKLSANKTECEVTGLGRAF---EPNEALELFLGNAGTAMRPLAAALCL--GQGEFVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GADV+     + PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALKAAGADVEYLENENYPPLKIKGTG-LHGGTVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPL+  +  I+I+  L+S PY+++TL +M  FGVK E+ + +  F +   Q Y + 
Sbjct: 176 AFLMAAPLSTQETTIKIVGDLVSKPYIDITLDIMATFGVKIENQN-YQTFVVPANQTYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGDV+FA+ L  MG ++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSIQGDVQFADALAAMGTEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRK-HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           V           RK  L AID++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R 
Sbjct: 295 V---------IARKGELNAIDMDFNHIPDAAMTIATAALFAKGTTSIRNVYNWRVKETDR 345 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP  L   +IDTYDDHRMAM FSL A ++ PVTI  
Sbjct: 346 LAAMATELRKVGAVVEEGEDYITITPPASLQHASIDTYDDHRMAMCFSLVALSDTPVTIN 405 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DPGCT KTFPDYFD L 
Sbjct: 406 DPGCTSKTFPDYFDKL 421 
 
 
>emb|CBX80205.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia amylovora 
           ATCC BAA-2158] 
          Length = 428 
 
 Score =  423 bits (1088), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 228/436 (52%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
             + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   HSLTLQPIALVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLDALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  + G GG      A   ++LFLGNAG AMR L AA+   G +   +L  
Sbjct: 63  VQYSLSADRTRCEITGQGGAL---QADRSLELFLGNAGTAMRPLAAALCIGGND--IILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GADVD     D PP+RV G  G  GG++ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGADVDYLEQVDYPPLRVKG--GFSGGEITVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I I   L+S PY+++TL+LM  FGV  ++++ +  F I+G Q+Y++ 
Sbjct: 176 ALLMAAPLAKNDSQIIIKGDLVSKPYIDITLKLMAAFGVVVDNNN-YHTFRIRGQQQYQA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA V W +   
Sbjct: 235 TSEYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGASVEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  LKA+D++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 IACT--------RGELKAVDLDMNHIPDAAMTIATTALFAQGTTVMRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP K+    I TY+DHR+AM FSL A +  PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGYDFIRITPPAKIACAQIATYNDHRIAMCFSLVALSSTPVTILD 406 
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Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF  L+ 
Sbjct: 407 PNCTAKTFPDYFTQLA 422 
 
 
>ref|YP_157512.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Aromatoleum aromaticum EbN1] 
 emb|CAI06611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aromatoleum 
           aromaticum EbN1] 
          Length = 646 
 
 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/443 (51%), Positives = 295/443 (66%), Gaps = 22/443 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L P+ + +G V+LPGSKS+SNR LLLAAL+EG T + +LL S+DV  ML ALRTLG+S 
Sbjct: 6   IDLPPMLDATGQVRLPGSKSISNRTLLLAALAEGRTEIRDLLASDDVERMLDALRTLGVS 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
              +  +    V G  G FPV+ A     LFLGNAG A R LTAA+  +GG   Y L GV 
Sbjct: 66  WAREGDSDHYRVDGVAGPFPVKAA----DLFLGNAGTAFRPLTAALALSGGE--YRLTGV 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
            RM ERPIGDLV GL+Q+GA+V  +LG +  PP+ +      PGG +++ G +SSQ+L+A 
Sbjct: 120 ARMHERPIGDLVDGLRQVGANVR-YLGVEGFPPLHILPAAIRPGGMLRVRGDVSSQFLTA 178 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLMA PL      IE++ +LIS PY+ +TL LM RFGV+ +  + W RF + GG +Y+SP 
Sbjct: 179 LLMALPLTGTQTTIEVVGELISKPYISITLDLMARFGVEVQR-EGWTRFTVPGGARYRSP 237 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV----TWT 301 
              +VEGDASSASYFLA  AI GG V VEG G +S+QGDV+FAE L  +GA+V     W  
Sbjct: 238 GTLFVEGDASSASYFLAAGAIGGGPVRVEGVGRSSIQGDVRFAEALAELGARVDIGDNWI 297 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E     +G          LKA D+++N +PD AMTLAV ALFADGP  +R++ASWRVKET 
Sbjct: 298 EARAPESG---------RLKAFDLDLNHIPDAAMTLAVAALFADGPCTLRNIASWRVKET 348 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  EL K+GA+VEEG D+  +TPP KL   AIDTYDDHRMAM FSL +     V  
Sbjct: 349 DRIAAMAKELRKVGAAVEEGADFLRVTPPAKLVPAAIDTYDDHRMAMCFSLVSLGGCRVR 408 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +P C  KTFP YF+  ++  + 
Sbjct: 409 INEPKCVNKTFPTYFECFASITR 431 
 
 
>ref|ZP_01077391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinomonas sp. 
           MED121] 
 gb|EAQ64621.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinomonas sp. 
           MED121] 
          Length = 430 
 
 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 221/436 (50%), Positives = 296/436 (67%), Gaps = 17/436 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L P+   +G +++PGSKSLSNRILLLAAL++G T + NLL+S+D+ +ML AL +LG+S 
Sbjct: 4   LTLGPLSNANGEIQIPGSKSLSNRILLLAALAKGETKITNLLDSDDIRHMLDALTSLGVS 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEV---QLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            +         V G  G  P+ +A +      LFLGNAG AMR LTAA+    G   Y+L 
Sbjct: 64  YQLSDNGTSCTVQGVAG--PLSNATDNTISADLFLGNAGTAMRPLTAALCL--GKGEYLL 119 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM ERPIGDLV+ L+QLGADV+     + PP+++    G+ GG+V + G+ISSQ+L 
Sbjct: 120 HGEPRMHERPIGDLVIALRQLGADVEYQGEENYPPLKIRA-NGIQGGEVSIKGNISSQFL 178 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +A+LM+APLA  D+ I +  +L+S PY+++TL +M++FGV  E+ + +  F +KG Q Y  
Sbjct: 179 TAILMSAPLAQNDLTIHVDGELVSKPYIDITLHVMKQFGVDVENQN-YQSFVVKGNQTYV 237 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA AAI GGT+ V G GT S+QGDVKFAEVL  MGA +++    
Sbjct: 238 SPGEIMVEGDASSASYFLAAAAIAGGTIKVHGIGTDSVQGDVKFAEVLAAMGANISY--- 294 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                GP      +  L  +D++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R 
Sbjct: 295 -----GPTWVKASKGELNGVDLDMNHIPDAAMTIATTALFAKGPTRIRNIYNWRVKETDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL KLGA+V+EG DY  + P   +   AIDTY+DHR+AM FSL A +   VTI  
Sbjct: 350 LNAMATELRKLGATVDEGEDYIYVEPLADVQHAAIDTYNDHRIAMCFSLVAFSNSQVTIN 409 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DPGCT KTFP YFD+  
Sbjct: 410 DPGCTSKTFPTYFDLF 425 
 
 
>ref|YP_002311816.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           piezotolerans WP3] 
 sp|B8CMH2.1|AROA_SHEPW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACJ29229.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           piezotolerans WP3] 
          Length = 426 
 
 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 220/432 (50%), Positives = 290/432 (67%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            ++ L+PI++++GT+ +PGSKS+SNR LLLA L+EGTT + NLL+S+D+ YML +L+ LG 
Sbjct: 2   NQLRLEPIEKVNGTINIPGSKSISNRALLLATLAEGTTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           V G  G    + A+    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLTNNNTVCEVDGIAGVLNADTAQ---TLFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGADV        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDSLRQLGADVSYLKNDGFPPLTINATG-LSGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA GDV I+I  +L+S PY+++TL LM +FGV   +++ +  F IK GQ+Y S 
Sbjct: 176 ALLMVAPLAKGDVNIKIKGELVSKPYIDITLALMAQFGVNVTNNN-YVSFEIKTGQRYIS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VL  MGA + W +   
Sbjct: 235 PGKLLVEGDASSASYFLAAGAIKGGEVKVTGVGKLSIQGDVKFADVLAQMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SKLNAVDLDMNHIPDAAMTIATAALFATGTTHIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  +TPP K +   IDTY+DHRMAM FS+ A A+  +TI + 
Sbjct: 347 AAMATELRKVGAIVDEGHDYISVTPPVKPHTANIDTYNDHRMAMCFSMLAFADCGITINE 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PECTSKTFPDYF 418 
 
 
>ref|YP_002357991.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS223] 
 sp|B8EA95.1|AROA_SHEB2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACK46568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS223] 
          Length = 426 
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 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 219/438 (50%), Positives = 290/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++G T + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGKTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG    E A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQDNTVCELDGLGGVISSESAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANVVYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVTVINHD-YARFEIVAGQRYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SQLTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>ref|YP_001554826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS195] 
 sp|A9L2X7.1|AROA_SHEB9 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABX49566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS195] 
 gb|ADT94550.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella baltica 
           OS678] 
          Length = 426 
 
 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 219/438 (50%), Positives = 291/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG    E A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTVCELDGLGGVISSESAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 CEPRMEERPIGDLVDALRQLGANVVYLKNDGFPPLTINATG-LSGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITLALMAQFGVTVINHD-YARFEIVAGQRYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA++ W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGAEIEWGDDY 294 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SQLTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>gb|ADV54422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           putrefaciens 200] 
          Length = 426 
 
 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 217/438 (49%), Positives = 290/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG      A+E    FLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTVCELDGLGGVISSASAQE---FFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA++        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGANIVYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++T+ LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITIALMAQFGVNVINHD-YARFEIVAGQRYIS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGSP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>ref|YP_004115204.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pantoea sp. At-9b] 
 gb|ADU68648.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pantoea sp. At-9b] 
          Length = 428 
 
 Score =  423 bits (1087), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 299/436 (68%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   DSLTLQPIARVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVKHMLNALKALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S     +A R V    G   P+  +++ ++LFLGNAG AMR L AA+    G  + VL  
Sbjct: 63  VSYTL--SADRTVCEVIGNAGPLH-SEQPLELFLGNAGTAMRPLAAALCL--GQQSIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++    TD PP+ + G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAKIEYLEQTDYPPLLLKG--GFNGGDVTVDGSVSSQFLT 175 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM  FGV  ++ + + RF +KG Q+Y+S 
Sbjct: 176 ALLMTAPLAQQDTTISIKGDLVSKPYIDITLHLMRCFGVDVDNQN-YQRFVVKGKQQYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGRNSVQGDIRFADVLEKMGASIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L AID++MN +PD AMT+A  ALFA+G T +R++ +WRVKET+R+ 
Sbjct: 295 IACT--------RGSLNAIDMDMNHIPDAAMTIATTALFANGTTLMRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP +L    I TY+DHRMAM F+L A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGHDFIRITPPAQLQHADIGTYNDHRMAMCFALVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           PGCT KTFPDYF  L+ 
Sbjct: 407 PGCTAKTFPDYFQQLA 422 
 
 
>ref|NP_519028.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia 
           solanacearum GMI1000] 
 sp|Q8Y0Y6.1|AROA_RALSO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD14609.1| probable 3-phosphoshikimate 1-carboxyvinyltransferase (epsp 
           synthase) protein [Ralstonia solanacearum GMI1000] 
          Length = 436 
 
 Score =  422 bits (1086), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 231/437 (52%), Positives = 291/437 (66%), Gaps = 15/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL TLG 
Sbjct: 2   EHLDVGPLKAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E    A    V G GG+FP + A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VRCEPLGTANAYRVTGTGGRFPAKSA----DLFMGNAGTAIRPLTAALALQGGE--YTLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ +          +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYTGNEGFPPLAIRAASIRIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLMA PL  G    V IE++ +LIS PY+E+TL LM RFGV+ E  + W  F +  G   
Sbjct: 176 ALLMALPLVEGSGRPVTIEVVGELISKPYIEITLNLMARFGVQVER-NGWASFSVPTGVA 234 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V    
Sbjct: 235 YRAPGEIFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAG 294 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET 
Sbjct: 295 DNWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKET 351 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VP 
Sbjct: 352 DRLTAMATELRKLGAAVEEGTDYIRVTPPSHWTAPAGGIDTYDDHRMAMAFSLAAFGPVP 411 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           V I DP C  KTFP+YF 
Sbjct: 412 VRINDPRCVAKTFPEYF 428 
 
 
>ref|YP_662038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudoalteromonas 
           atlantica T6c] 
 sp|Q15T04.1|AROA_PSEA6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG40984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudoalteromonas 
           atlantica T6c] 
          Length = 429 
 
 Score =  422 bits (1086), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 222/439 (50%), Positives = 294/439 (66%), Gaps = 15/439 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+ +  ++L PI  ISGTV +PGSKSLSNR LLLAA++ G T + NLL+SED+ +ML AL 
Sbjct: 1   MSRSAPLLLNPISAISGTVNVPGSKSLSNRALLLAAVANGETHLTNLLDSEDIRHMLKAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             LG++           V G G  F V++ +    LFLGNAG AMR L A +  + G    
Sbjct: 61  TQLGVNYRLSDDKTECWVQGLGRGFSVDNLE---TLFLGNAGTAMRPLCAVLATSIGE-- 115 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           + L G PRM ERPIG LV  L+Q GA +        PP+++ G+  L GG + + G++SS 
Sbjct: 116 FELTGEPRMEERPIGALVDSLRQAGAQITYLKNEGYPPLKMKGMA-LKGGNISVEGAVSS 174 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+L+ALLMAAPL   D  I I+ +L+S PY+++TL  M +FG+  E+++ +  F +KG Q 
Sbjct: 175 QFLTALLMAAPLFEHDSVINIVGELVSKPYIDITLNTMAQFGITVENNN-YQSFTVKGNQ 233 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y++  +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGAK+TW 
Sbjct: 234 QYQAAGDFLVEGDASSASYFLAAGAIKGGTVRVTGVGKKSIQGDIRFADVLEKMGAKITW 293 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            +  + VTG P        L A+D++MN +PD AMT+A  ALFA+G T+IR++ +WRVKE 
Sbjct: 294 GDDYIEVTGAP--------LTAVDMDMNHIPDAAMTIATTALFAEGTTSIRNIYNWRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T+R+ A+  EL K+GA V EG DY  ITPP  L  T IDTYDDHR+AM FSL A ++ PV 
Sbjct: 346 TDRLAAMACELRKVGAEVIEGQDYITITPPNTLIQTDIDTYDDHRVAMCFSLVALSDTPV 405 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
           TI DP CT KTFPDYF  L 
Sbjct: 406 TINDPDCTAKTFPDYFTRL 424 
 
 
>ref|ZP_06181709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio alginolyticus 
           40B] 
 gb|EEZ82030.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio alginolyticus 
           40B] 
          Length = 426 
 
 Score =  422 bits (1086), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/438 (52%), Positives = 293/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++G T + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLAALAKGRTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +     +V G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VQYQLSEDKTECLVEGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCL--GEGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GA+V+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALKDAGANVEYMENENFPPLKIIGTG-LKAGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G++ I I   L+S PY+++TL +M++FGV   ++D +  F I  GQ+Y + 
Sbjct: 176 AFLMSAPLAEGEIRINIEGDLVSKPYIDITLHIMKQFGVDVINND-YQEFVIPAGQQYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
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           V              LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGQLKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVSQLKHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L    
Sbjct: 407 PKCTSKTFPDYFDKLKAL 424 
 
 
>ref|YP_003740883.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia billingiae 
           Eb661] 
 emb|CAX59032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erwinia billingiae 
           Eb661] 
          Length = 428 
 
 Score =  422 bits (1086), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 231/436 (52%), Positives = 295/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQP+  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL+ L  
Sbjct: 3   ESLTLQPVALVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLTALKALN 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           V G GG      A+  V+LFLGNAG AMR L AA+    G+   VL  
Sbjct: 63  VSYSLSDDRTVCEVTGQGGPL---HAEGPVELFLGNAGTAMRPLAAALCL--GSNDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA+V     TD PP+ + G  G  GG+V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAEVSYLEQTDYPPLHLKG--GFSGGEVSVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D +I I   L+S PY+++TL LM  FGV+ ++ D++  F+I G Q+Y S 
Sbjct: 176 ALLMTAPLAPNDTKIVIKGDLVSKPYIDITLNLMRTFGVEVKN-DNYREFHIAGNQQYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 235 PGEYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEQMGAVIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 295 ISCT--------RGDLNAIDLDMNHIPDAAMTIATAALFAKGTTVMRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  +TPP+ L    I TY+DHRMAM FSL A +  PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGHDYIRVTPPQTLKFAEIGTYNDHRMAMCFSLVALSSTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           PGCT KTFPDYF+ L+ 
Sbjct: 407 PGCTAKTFPDYFEQLA 422 
 
 
>ref|YP_002156583.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio fischeri MJ11] 
 sp|B5FG60.1|AROA_VIBFM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACH66919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio fischeri MJ11] 
          Length = 426 
 
 Score =  422 bits (1086), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 228/436 (52%), Positives = 291/436 (66%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G + LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   ESLTLQPISKIDGQINLPGSKSVSNRALLLAALASGTTKLTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G G  F   +  E ++LFLGNAG AMR L AA+    G   +VL  
Sbjct: 62  VEYKLSADKTECEVTGLGRAF---EPNEALELFLGNAGTAMRPLAAALCL--GQGEFVLT 116 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GADV+     + PP+++ G G L GG V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALKAAGADVEYLENENYPPLKIKGTG-LHGGTVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPL+  +  I+I+  L+S PY+++TL +M  FGVK E+ + +  F +   Q Y + 
Sbjct: 176 AFLMAAPLSTQETTIKIVGDLVSKPYIDITLDIMATFGVKIENQN-YQTFVVPANQTYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGDV+FA+ L  MG ++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSIQGDVQFADALAAMGTEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRK-HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           V           RK  L AID++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R 
Sbjct: 295 V---------IARKGELNAIDMDFNHIPDAAMTIATAALFAKGTTSIRNVYNWRVKETDR 345 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP  L   +IDTYDDHRMAM FSL A ++ PVTI  
Sbjct: 346 LAAMATELRKVGAVVEEGEDYITITPPASLQHASIDTYDDHRMAMCFSLVALSDTPVTIN 405 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DPGCT KTFPDYFD L 
Sbjct: 406 DPGCTSKTFPDYFDKL 421 
 
 
>ref|YP_856510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeromonas hydrophila 
           subsp. hydrophila ATCC 7966] 
 gb|ABK38353.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeromonas hydrophila 
           subsp. hydrophila ATCC 7966] 
          Length = 455 
 
 Score =  422 bits (1086), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/433 (52%), Positives = 292/433 (67%), Gaps = 16/433 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG+  + 
Sbjct: 34  LEPISRVAGEVNLPGSKSVSNRALLLAALARGTTRLTNLLDSDDIRHMLAALTQLGVKYK 93 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    V G G  F V   KE V LFLGNAG AMR L AA+    G+  Y L G PR 
Sbjct: 94  LSADKTECTVHGLGRSFAV---KEPVNLFLGNAGTAMRPLCAALCL--GSGEYTLGGEPR 148 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIG LV  L++ GA +        PP+ V+   GL GG V + GS+SSQ+L+A LM 
Sbjct: 149 MEERPIGHLVDALREAGAHIQYLKKDGYPPLVVDA-KGLWGGDVHVDGSVSSQFLTAFLM 207 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAP+A GD  I I  +L+S PY+++TL +M++FGV  EH D++  FYIKG Q Y SP +  
Sbjct: 208 AAPMAAGDTRIHIKGELVSKPYIDITLHIMKQFGVVIEH-DNYKLFYIKGNQSYVSPGDF 266 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGDASSASYFLA  AI G  V V G G  S+QGD+ FA+VLE MGA++TW +  +    
Sbjct: 267 LVEGDASSASYFLAAGAIKG-KVRVTGIGKHSIQGDIHFADVLEKMGARITWGDDFIEAE 325 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
             P        L  ID++MN +PD AMT+AV ALFA+GPT+IR++ +WRVKET+R+ A+  
Sbjct: 326 QAP--------LHGIDMDMNHIPDAAMTIAVAALFAEGPTSIRNIYNWRVKETDRLHAMA 377 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           TEL KLG  VEEG D+  +TPP +L   AIDTY+DHR+AM FSL A ++  VTI DPGCT 
Sbjct: 378 TELRKLGVEVEEGRDFITVTPPAQLKHAAIDTYNDHRIAMCFSLVALSDTAVTINDPGCT 437 
 
Query: 429 RKTFPDYFDVLST 441 
            KTFPDYFD L++ 
Sbjct: 438 SKTFPDYFDKLAS 450 
 
 
>ref|YP_002892566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tolumonas auensis DSM 
           9187] 
 sp|C4LEG3.1|AROA_TOLAT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACQ92980.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tolumonas auensis DSM 
           9187] 
          Length = 427 
 
 Score =  422 bits (1085), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/430 (53%), Positives = 292/430 (67%), Gaps = 15/430 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L+PI  + GTV LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL+TLG+S 
Sbjct: 4   LTLEPIARVEGTVNLPGSKSVSNRALLLAALARGTTRLTNLLDSDDIRHMLNALKTLGVS 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E         V G G  F    + E V LFLGNAG AMR L AA+  + G   + L G  
Sbjct: 64  YELSANKTECTVHGLGRAF---SSSEPVNLFLGNAGTAMRPLCAALCLSNGE--FTLTGE 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM ERPI  LV  L+Q GA V        PP+ + G  GL GG+V + GS+SSQ+L+A  
Sbjct: 119 PRMEERPIAHLVDALRQAGAHVHYLKKDGYPPLTIEG-KGLWGGEVVIDGSVSSQFLTAF 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAPLA GDV I I  +L+S PY+++TL +M++FGV  EH D +  FY++G Q Y SP  
Sbjct: 178 LMAAPLASGDVRIRIRGELVSKPYIDITLHIMKQFGVTVEHDD-YQVFYVRGNQTYVSPG 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              VEGDASSASYFLA  AI G  V V G G  S+QGD++FA+VLE MGAK+TW +  +  
Sbjct: 237 TFLVEGDASSASYFLAAGAIKG-KVRVTGIGKNSIQGDIRFADVLEKMGAKITWGDDFI- 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 E      L+A+D++MN++PD AMT+A  ALFA+G TAIR++ +WRVKET+R+ A 
Sbjct: 295 ------EAENVGELQAVDLDMNQIPDAAMTIATAALFANGKTAIRNIYNWRVKETDRLTA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           + TEL K+GA V EG D+  ITPP +L   AIDTY+DHR+AM FSL A ++  VTI DPG 
Sbjct: 349 MATELRKVGAEVVEGHDFIEITPPAQLKHAAIDTYNDHRIAMCFSLVALSDTKVTINDPG 408 
 
Query: 427 CTRKTFPDYF 436 
           CT KTFPDYF 
Sbjct: 409 CTSKTFPDYF 418 
 
 
>emb|CBG33822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 042] 
          Length = 427 
 
 Score =  422 bits (1085), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 230/436 (52%), Positives = 292/436 (66%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTCCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+ + G     GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLHLQG--SFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIRGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001444769.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio harveyi ATCC 
           BAA-1116] 
 sp|A7N1K3.1|AROA_VIBHB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABU70542.1| hypothetical protein VIBHAR_01572 [Vibrio harveyi ATCC BAA-1116] 
          Length = 426 
 
 Score =  422 bits (1085), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 232/438 (52%), Positives = 293/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +     VV G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VQYQLSEDKTECVVEGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCL--GEGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GADV      + PP+++ G G  PG  V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVKALKAAGADVTYLENENYPPLKIVGTGLKPG-SVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA GD+ I I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ+Y + 
Sbjct: 176 AFLMSAPLAEGDIRINIEGELVSKPYIDITLHIMKQFGVDVINND-YQEFVIPVGQQYVA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA + W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA+G T+IR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGQLKGIDMDYNHIPDAAMTIATTALFAEGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVPQLTHAAIDTYDDHRMAMCFSLVALSDKPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L    
Sbjct: 407 PKCTSKTFPDYFDKLKAL 424 
 
 
>ref|ZP_04578078.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Oxalobacter formigenes 
           OXCC13] 
 gb|EEO29051.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Oxalobacter formigenes 
           OXCC13] 
          Length = 440 
 
 Score =  422 bits (1085), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 223/438 (50%), Positives = 292/438 (66%), Gaps = 21/438 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+K +SGTV+LPGSKS+SNR LLL+AL++G T++ +LL S+D   ML AL++LG+    
Sbjct: 11  LLPVKHVSGTVRLPGSKSISNRTLLLSALADGKTLIKDLLFSDDTQVMLEALKSLGIQWN 70 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               A    V G  G+ P    ++E  LFLGNAG A+R LTAA+ A GG   ++L GV R 
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Sbjct: 71  ETGVANEYEVNGANGRLP----RQEADLFLGNAGTAIRPLTAALAALGG-GDFLLHGVKR 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L   GA+++       PP+R++  G +    + + G++SSQ+L+ALLM 
Sbjct: 126 MHERPIGDLVDALNDAGAEIEYTENQGYPPIRIHA-GNIDRHDLHVKGNVSSQFLTALLM 184 
 
Query: 189 AAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           AAPL     DV I +I +LIS PY+E+TL LM  FGV+ E  D W  F ++ GQ Y+SP  
Sbjct: 185 AAPLMARSHDVTIHVIGELISKPYIEITLNLMRSFGVEIEQ-DGWKSFTLRKGQVYRSPG 243 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            A+VEGDASSASYFLA AAI GG V VEG G  S+QGD++FA+VLE MGA V + +  +  
Sbjct: 244 VAHVEGDASSASYFLAAAAIAGGPVRVEGVGKYSIQGDIRFADVLEKMGANVVYGDNYIE 303 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V+           LKAID + N +PD AMT+A++AL+ADG + +R++ SWRVKET+R+ A 
Sbjct: 304 VSHSGA-------LKAIDEDFNLIPDAAMTVAILALYADGTSVLRNIGSWRVKETDRIAA 356 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-----VT 421 
           + TEL KLGASVE G D+  ITPPE +N  AIDTYDDHRMAM FSLA+          +  
Sbjct: 357 METELKKLGASVESGEDWLKITPPEHINDAAIDTYDDHRMAMCFSLASLCSTEKRGATIR 416 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           I DP C  KTFP+YF    
Sbjct: 417 INDPQCVSKTFPEYFQAF 434 
 
 
>ref|YP_050684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           atrosepticum SCRI1043] 
 sp|Q6D401.1|AROA_ERWCT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAG75492.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           atrosepticum SCRI1043] 
          Length = 429 
 
 Score =  422 bits (1085), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 232/439 (52%), Positives = 300/439 (68%), Gaps = 21/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PIK I+GT+ LPGSKS+SNR LLLAALSEG T + NLL+S+DV +ML AL  LG 
Sbjct: 3   ESLTLHPIKLINGTLNLPGSKSVSNRALLLAALSEGKTRLTNLLDSDDVRHMLTALTALG 62 
 
Query: 65  LSVEADKAAKRAV--VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             VE   ++ R V  ++G GG F    A + ++LFLGNAG AMR L AA+    G+   V 
Sbjct: 63  --VEYHLSSDRTVCEIIGLGGAFA---ASQPLELFLGNAGTAMRPLAAALCLTDGD--IV 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G PRM+ERPIG LV  L+Q GA +D     + PP+R++G  G  GG++ + GS+SSQ+ 
Sbjct: 116 LTGEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLHG--GFQGGEISVDGSVSSQF 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLM APLA  D +I I   L+S PY+++TL +M+ FG+   H +++ RF++ G Q+Y 
Sbjct: 174 LTALLMTAPLAAQDTQISIQGDLVSKPYIDITLHMMKAFGIDVRH-ENYQRFFVAGRQQY 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +SP +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+VLE MGA V W E 
Sbjct: 233 RSPGDYLVEGDASSASYFLAAAAIKGGVVRVTGVGRNSVQGDIRFADVLEKMGAIVRWGE 292 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKET 361 
             +           R  L AID++MN +PD AMT+A  ALFA G  T +R++ +WRVKET 
Sbjct: 293 DYIECE--------RGELHAIDMDMNHIPDAAMTIATAALFAQGGTTTLRNIYNWRVKET 344 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  EL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVT 
Sbjct: 345 DRLAAMAIELRKVGAEVEEGNDYIRITPPAKLKAAEIGTYNDHRMAMCFSLVALSDTPVT 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I DP CT KTFPDYF+ L+ 
Sbjct: 405 ILDPKCTAKTFPDYFEQLA 423 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 230



 

 

 
>gb|AAT45239.1| 5-enol-pyruvylshikimate-phosphate synthase [Helianthus 
           salicifolius] 
          Length = 264 
 
 Score =  422 bits (1084), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 217/264 (82%), Positives = 237/264 (89%), Gaps = 1/264 (0%) 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           R LGL+VE +   KRA V GCGG FPV ++AK+E+QLFLGNAG AMR LTAAVTAAGGN+ 
Sbjct: 1   RALGLNVEENGEIKRATVEGCGGVFPVGKEAKDEIQLFLGNAGTAMRPLTAAVTAAGGNS 60 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           +Y+LDGVPRMRERPIGDLV GLKQLGADVDCFLGT+CPPVRV   GGLPGGKVKLSGSIS 
Sbjct: 61  SYILDGVPRMRERPIGDLVTGLKQLGADVDCFLGTNCPPVRVAANGGLPGGKVKLSGSIS 120 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQYL+ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EHSDSWD+FY++GG 
Sbjct: 121 SQYLTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSVEHSDSWDKFYVRGG 180 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           QKYKSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVL  MGA+VT 
Sbjct: 181 QKYKSPGNAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLGQMGAEVT 240 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAI 323 
           WTE SVTV GPPR   GR HL+ + 
Sbjct: 241 WTENSVTVRGPPRNASGRGHLRPV 264 
 
 
>ref|YP_963357.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. 
           W3-18-1] 
 sp|A1RJF8.1|AROA_SHESW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM24803.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella sp. 
           W3-18-1] 
          Length = 426 
 
 Score =  422 bits (1084), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 218/438 (49%), Positives = 291/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+ ++ G + +PGSKS+SNR LLLA L++GTT + NLL+S+D+ +ML +L+ LG 
Sbjct: 2   KQLRLEPVVQVRGEINIPGSKSISNRALLLATLAQGTTTLTNLLDSDDIRHMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G GG      A+E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSQNNTVCELDGLGGVISSASAQE---LFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L++LGA+V        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRKLGANVVYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++T+ LM +FGV   + D + RF I  GQ+Y S 
Sbjct: 176 ALLMVAPLAKGSVNIHVKGELVSKPYIDITIALMAQFGVNVINHD-YARFEIVAGQRYIS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PCKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G P        L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IIARGSP--------LTAVDLDMNHIPDAAMTIATAALFAKGTTVIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  +N   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGNDYIKITPPAVINTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYF   ++  
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Sbjct: 407 PDCTSKTFPDYFKQFASL 424 
 
 
>ref|YP_003286576.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio sp. Ex25] 
 gb|ACY52111.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio sp. Ex25] 
          Length = 426 
 
 Score =  422 bits (1084), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/438 (52%), Positives = 293/438 (66%), Gaps = 15/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++G T + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLAALAKGRTRLTNLLDSDDIRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +     +V G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VQYQLSEDKTECLVEGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCL--GEGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GA V+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALKDAGAKVEYMENENFPPLKIVGTG-LKAGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G++ I I  +L+S PY+++TL +M++FGV   ++D +  F I  GQ+Y + 
Sbjct: 176 AFLMSAPLAEGEIRINIEGELVSKPYIDITLHIMKQFGVDVINND-YQEFVIPAGQQYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGQLKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVSQLKHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P CT KTFPDYFD L    
Sbjct: 407 PKCTSKTFPDYFDKLKAL 424 
 
 
>ref|YP_002114029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Schwarzengrund str. CVM19633] 
 sp|B4TRT9.1|AROA_SALSV RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF92120.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Schwarzengrund str. CVM19633] 
          Length = 427 
 
 Score =  422 bits (1084), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 295/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG++++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGEIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTTIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL+   I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLHHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002328464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O127:H6 str. E2348/69] 
 ref|ZP_07783233.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           2362-75] 
 sp|B7UMZ4.1|AROA_ECO27 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAS08449.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Escherichia coli 
           O127:H6 str. E2348/69] 
 gb|EFR14341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           2362-75] 
 gb|EFW71221.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Escherichia coli 
           WV_060327] 
          Length = 427 
 
 Score =  422 bits (1084), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 292/436 (66%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG      AK  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPL---HAKSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++          R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCM--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003333837.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya dadantii 
           Ech586] 
 gb|ACZ77132.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya dadantii 
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           Ech586] 
          Length = 429 
 
 Score =  422 bits (1084), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 226/442 (51%), Positives = 297/442 (67%), Gaps = 17/442 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I GT+ LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL  LG 
Sbjct: 3   ESLTLQPISLIDGTINLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVRHMLNALSALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +      +     +VG GG F    A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 63  VEYHLSASRTECDIVGLGGAFT---ASAPLELFLGNAGTAMRPLAAALCLTDGD--IVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGARIDYLEQENYPPLRLRG--GFQGGEISVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA+ D +I I   L+S PY+++TL +M+ FG+    ++++  F + G Q Y+S 
Sbjct: 176 ALLMTAPLAVQDTQITIKGDLVSKPYIDITLHMMQTFGITVT-NNNYQTFVVAGNQHYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA+V W +   
Sbjct: 235 PGHYLVEGDASSASYFLAAAAIRGGTVRVTGVGRNSVQGDIRFADVLEKMGAQVRWGDAY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETER 363 
           +           R  L AID++MN +PD AMT+A  ALFA+G  T +R++ +WRVKET+R 
Sbjct: 295 IECQ--------RGELHAIDMDMNHIPDAAMTIATAALFAEGGTTTLRNIYNWRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP++L    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 347 LAAMATELRKVGAEVEEGHDYIRITPPKQLKAAEIGTYNDHRMAMCFSLVALSDTPVTIL 406 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DP CT KTFPDYF  L    ++ 
Sbjct: 407 DPKCTAKTFPDYFQQLERLSQH 428 
 
 
>gb|AAT45235.1| 5-enol-pyruvylshikimate-phosphate synthase [Asimina triloba] 
          Length = 264 
 
 Score =  421 bits (1083), Expect = e-116,   Method: Compositional matrix adjust. 
 Identities = 204/264 (77%), Positives = 230/264 (87%) 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           L+TLGL+VE D AA +A V GCGG+FPV    +++QLFLGNAG AMR LTAAV AAGG + 
Sbjct: 1   LQTLGLNVEEDSAANKATVEGCGGQFPVGKDAKDIQLFLGNAGTAMRPLTAAVVAAGGKS 60 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
            YVLDGVPRMRERPIGDLV GLKQL ADVDC LGT+CPPV +N  GGL GGKVKLSG++S 
Sbjct: 61  RYVLDGVPRMRERPIGDLVSGLKQLDADVDCVLGTNCPPVSINANGGLRGGKVKLSGTLS 120 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+++LMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV AEHS SWDRF ++GG 
Sbjct: 121 SQFLTSILMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVSAEHSGSWDRFLVRGG 180 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           QKYKSP  A+VEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGAKV+ 
Sbjct: 181 QKYKSPGTAFVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAKVS 240 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAI 323 
           WTE SVTVTGPP +P  +K L  I 
Sbjct: 241 WTENSVTVTGPPLDPSRKKRLHGI 264 
 
 
>gb|EFZ75997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           RN587/1] 
          Length = 427 
 
 Score =  421 bits (1083), Expect = e-116,   Method: Compositional matrix adjust. 
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 Identities = 229/436 (52%), Positives = 291/436 (66%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG      AK  ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPL---HAKSALELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++          R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET R+ 
Sbjct: 294 ISCM--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETNRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPPEKL    I TY+DHRMAM FSL A ++  VTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDFIRITPPEKLKFAEIATYNDHRMAMCFSLVALSDTAVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001571007.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. arizonae serovar 62:z4,z23:-- str. RSK2980] 
 sp|A9MHX5.1|AROA_SALAR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABX21865.1| hypothetical protein SARI_01985 [Salmonella enterica subsp. 
           arizonae serovar 62:z4,z23:--] 
          Length = 427 
 
 Score =  421 bits (1083), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 296/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  ++G GG      A  +++LFLGNAG AMR L AA+   G N T VL  
Sbjct: 62  IDYTLSADRTRCDIIGNGGAL---RAPGDLELFLGNAGTAMRPLAAAL-CLGQNET-VLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+  +   + +F +KGGQ+Y S 
Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIMNH-HYQQFVVKGGQQYHS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 234 PGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 345 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL+   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGDDYIRITPPAKLHHADIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_01262195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio alginolyticus 
           12G01] 
 gb|EAS74503.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio alginolyticus 
           12G01] 
          Length = 426 
 
 Score =  421 bits (1082), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/435 (52%), Positives = 292/435 (67%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G V LPGSKS+SNR LLLAAL++G T + NLL+S+D  +ML AL  LG 
Sbjct: 2   ESLTLQPINKIQGEVNLPGSKSVSNRALLLAALAKGRTRLTNLLDSDDTRHMLNALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +     +V G G  F V    E V+LFLGNAG AMR L AA+    G   YVL  
Sbjct: 62  VQYQLSEDKTECLVDGLGRPFSV---SEPVELFLGNAGTAMRPLAAALCL--GEGEYVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GA+V+     + PP+++ G G L  G V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVTALKDAGANVEYMENENFPPLKIIGTG-LKAGTVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LM+APLA G++ I I   L+S PY+++TL +M++FGV   ++D +  F I  GQ+Y + 
Sbjct: 176 AFLMSAPLAEGEIRINIEGDLVSKPYIDITLHIMKQFGVDVINND-YQEFVIPAGQQYIA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ LE MGA++ W +   
Sbjct: 235 PGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADALEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              LK ID++ N +PD AMT+A  ALFA+G TAIR+V +WRVKET+R+ 
Sbjct: 295 VISR--------VGQLKGIDMDYNHIPDAAMTIATTALFAEGTTAIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY I+ P  +L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGEDYIIVKPVSQLKHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P CT KTFPDYFD L 
Sbjct: 407 PKCTSKTFPDYFDKL 421 
 
 
>ref|YP_003556821.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella violacea 
           DSS12] 
 dbj|BAJ02043.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella violacea 
           DSS12] 
          Length = 426 
 
 Score =  421 bits (1081), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 219/440 (49%), Positives = 290/440 (65%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+PI ++ GT+ +PGSKS+SNR LLLA L++GTT + NLL+S+D+ YML +L+ LG 
Sbjct: 2   KQLRLEPISKVQGTINIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G G     E A+    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSENNTVCELEGTGAPLNAELAQ---TLFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA V        PP+ +N  G L  G V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGASVTYLKNEGFPPLTINATG-LNAGDVEIAGDLSSQFLT 175 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G+V I+I  +L+S PY+++T+ LM +FGVK  + D +  F IK GQ Y S 
Sbjct: 176 ALLMVAPLAKGEVNIKIKGELVSKPYIDITIALMAQFGVKVINHD-YQAFEIKAGQTYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA++ W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +              L  +D++MN +PD AMT+A  ALFA GPT IR++ +WR+KET+R+ 
Sbjct: 295 IISR--------VAKLNGVDLDMNHIPDAAMTIATAALFATGPTTIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  ITPP K +   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAIVDEGHDYISITPPSKPHTAEIDTYNDHRMAMCFSMLALADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF   +   + 
Sbjct: 407 PDCTSKTFPDYFQQFAALAQ 426 
 
 
>ref|ZP_04939314.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia 
           cenocepacia PC184] 
 gb|EAY62485.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia 
           cenocepacia PC184] 
          Length = 479 
 
 Score =  421 bits (1081), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 231/442 (52%), Positives = 288/442 (65%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 51  LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLGVKLA 110 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 111 RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 162 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D  L    PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 163 MHERPIGDLVDGLRQIGAQIDYELNEGYPPLRIKPATISVDAPIRVRGDVSSQFLTALLM 222 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +E+  +LIS PY+++T+RLM RFGV  E  D W RF +  G +YKSP 
Sbjct: 223 TLPLVKAKDGRTVVEVDGELISKPYIDITIRLMARFGVTVER-DGWQRFVVPAGVRYKSP 281 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 282 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 341 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 342 DVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 396 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA VEEGPDY ++TPPEKL    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 397 IAAMATELRKVGAIVEEGPDYLVVTPPEKLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 456 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 457 NDPKCVGKTFPDYFDRFAALAK 478 
 
 
>ref|YP_002145896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Agona str. SL483] 
 sp|B5F161.1|AROA_SALA4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACH51017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Agona str. SL483] 
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          Length = 427 
 
 Score =  421 bits (1081), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 230/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLMNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALHAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQKY  
Sbjct: 175 ALLMTAPLAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQKYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_03841175.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Proteus mirabilis 
           ATCC 29906] 
 gb|EEI48015.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Proteus mirabilis 
           ATCC 29906] 
          Length = 428 
 
 Score =  421 bits (1081), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 226/438 (51%), Positives = 292/438 (66%), Gaps = 16/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I GT+ LPGSKS+SNR LLLAAL++G T + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIVHIEGTINLPGSKSVSNRALLLAALAKGKTRLTNLLDSDDIRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         + G  G F     ++ ++LFLGNAG AMR L AA++   G    VL  
Sbjct: 62  VQYQLSNNNTVCDIEGLAGSF---HPQQPLELFLGNAGTAMRPLAAALSL--GEHDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    TD PP+RV   GG  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKIDYLEQTDYPPLRV--CGGFSGGSVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL L+  FG + E+ + + RF IKGGQ+Y+S 
Sbjct: 175 ALLMMAPLAQQDTTITIKGELVSKPYIDITLALINTFGGEIENQN-YQRFMIKGGQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  SLQGD+ FA VLE MGA + W +   
Sbjct: 234 PGKYLVEGDASSASYFLAAAAIKGGIVRVTGIGKNSLQGDIHFASVLEKMGATIRWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           R  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R+ 
Sbjct: 294 IECE--------RGKLKGIDMDMNTIPDAAMTIATTALFAEGETTIRNIYNWRVKETDRL 345 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  + PP++L    I TY+DHR+AM FSL A +  P+TI D 
Sbjct: 346 SAMATELRKVGAMVDEGRDYLTVIPPKQLTTAEIKTYNDHRIAMCFSLVALSNTPITILD 405 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           PGCT KTFPDYF+ L++  
Sbjct: 406 PGCTAKTFPDYFEKLASI 423 
 
 
>gb|EFY13317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 315996572] 
 gb|EFY16533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 495297-1] 
 gb|EFY19491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 495297-3] 
 gb|EFY26570.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 495297-4] 
 gb|EFY29229.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 515920-1] 
 gb|EFY33725.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 515920-2] 
 gb|EFY38076.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 531954] 
 gb|EFY42612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 
           NC_MB110209-0054] 
 gb|EFY46033.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. OH_2009072675] 
 gb|EFY50419.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 
           CASC_09SCPH15965] 
 gb|EFY54890.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 19N] 
 gb|EFY59687.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 81038-01] 
 gb|EFY66361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. MD_MDA09249507] 
 gb|EFY67579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 414877] 
 gb|EFY72880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 366867] 
 gb|EFY78757.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 413180] 
 gb|EFY82399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 446600] 
 gb|EFZ81107.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 609458-1] 
 gb|EFZ84861.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 556150-1] 
 gb|EFZ87801.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 609460] 
 gb|EFZ93973.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 507440-20] 
 gb|EFZ96351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 556152] 
 gb|EGA02718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. MB101509-0077] 
 gb|EGA04400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. MB102109-0047] 
 gb|EGA10904.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. MB110209-0055] 
 gb|EGA13928.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. MB111609-0052] 
 gb|EGA17126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 2009083312] 
 gb|EGA24807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 2009085258] 
 gb|EGA27102.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. 315731156] 
 gb|EGA33658.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. IA_2009159199] 
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 gb|EGA36609.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. IA_2010008282] 
 gb|EGA38592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. IA_2010008283] 
 gb|EGA43636.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. IA_2010008284] 
 gb|EGA51470.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. IA_2010008285] 
 gb|EGA53287.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Montevideo str. IA_2010008287] 
          Length = 427 
 
 Score =  420 bits (1080), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 227/436 (52%), Positives = 293/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+  +   + +F +KGGQ+Y S 
Sbjct: 175 ALLMTAPLAPEDTTIRVKGELVSKPYIDITLNLMKTFGVEITNH-HYQQFVVKGGQQYHS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 234 PGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL+   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPAKLHHADIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_003017310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
 sp|C6DF65.1|AROA_PECCP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACT12774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
          Length = 429 
 
 Score =  420 bits (1080), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 232/439 (52%), Positives = 301/439 (68%), Gaps = 21/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPIK I+GT+ LPGSKS+SNR LLLAALSEG T + NLL+S+DV +ML AL  LG 
Sbjct: 3   ESLTLQPIKLINGTLNLPGSKSVSNRALLLAALSEGKTRLTNLLDSDDVRHMLTALAALG 62 
 
Query: 65  LSVEADKAAKRAV--VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             VE   ++ R V  + G GG F    A + ++LFLGNAG AMR L AA+    G+   V 
Sbjct: 63  --VEYHLSSDRTVCEITGLGGAFT---ASQPLELFLGNAGTAMRPLAAALCLTDGD--IV 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G PRM+ERPIG LV  L+Q GA +D     + PP+R++G  G  GG++ + GS+SSQ+ 
Sbjct: 116 LTGEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLHG--GFQGGEISVDGSVSSQF 173 
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Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLM APLA  D +I I   L+S PY+++TL +M+ FG++  + +++ RF++ G Q+Y 
Sbjct: 174 LTALLMTAPLAAQDTQISIQGDLVSKPYIDITLHMMKAFGIEVRN-ENYQRFFVAGRQQY 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +SP +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+VLE MGA V W E 
Sbjct: 233 RSPGDYLVEGDASSASYFLAAAAIKGGVVRVTGVGRNSVQGDIRFADVLERMGAIVRWGE 292 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKET 361 
             +           R  L AID++MN +PD AMT+A  ALFA G  T +R++ +WRVKET 
Sbjct: 293 DYIECE--------RGELHAIDMDMNHIPDAAMTIATAALFAQGGTTTLRNIYNWRVKET 344 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  EL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVT 
Sbjct: 345 DRLAAMAIELRKVGAEVEEGNDYIRITPPAKLKAAEIGTYNDHRMAMCFSLVALSDTPVT 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I DP CT KTFPDYF+ L+ 
Sbjct: 405 ILDPKCTAKTFPDYFEQLA 423 
 
 
>ref|ZP_02834918.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Weltevreden str. HI_N05-537] 
 gb|EDZ27500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Weltevreden str. HI_N05-537] 
          Length = 427 
 
 Score =  420 bits (1080), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG L+  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLIDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTTIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001118812.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           vietnamiensis G4] 
 sp|A4JCH4.1|AROA_BURVG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABO53977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           vietnamiensis G4] 
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          Length = 434 
 
 Score =  420 bits (1080), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/442 (51%), Positives = 287/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLGVRLT 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D  A   VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--ADTCVVAGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIKPAAITVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G + +E+  +LIS PY+++T+RLMERFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGKIVVEVDGELISKPYIDITIRLMERFGVTVER-DGWQRFVVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA V+  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVSMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L  ID++ N +PD AMT+AV ALFA G + +R++ASWRVKET+R 
Sbjct: 297 EVRG-----IGHDHGKLDPIDMDFNLIPDAAMTIAVAALFASGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL KLGA VEEGPDY ++TPP++L   A IDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKLGAVVEEGPDYLVVTPPQRLTPNATIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|ZP_03220991.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Javiana str. GA_MM04042433] 
 gb|EDZ06165.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Javiana str. GA_MM04042433] 
          Length = 427 
 
 Score =  420 bits (1080), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGPLRASGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_151047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi A str. ATCC 9150] 
 ref|YP_002142532.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi A str. AKU_12601] 
 sp|Q5PGG5.1|AROA_SALPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B5BBP9.1|AROA_SALPK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAV77735.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi A str. ATCC 9150] 
 emb|CAR59885.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi A str. AKU_12601] 
          Length = 427 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 294/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGPLRASGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL+   I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLHHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_620450.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia AU 1054] 
 sp|Q1BY28.1|AROA_BURCA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF75477.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia AU 1054] 
          Length = 434 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
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 Identities = 230/440 (52%), Positives = 288/440 (65%), Gaps = 16/440 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D  L    PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYELSEGYPPLRIKPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +E+  +LIS PYV++T+RLM RFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGQAVVEVDGELISKPYVDITIRLMARFGVTVER-DGWQRFVVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G   +   R  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R+  
Sbjct: 297 DVRGIGHD---RGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDRIA 353 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           A+ TEL K+GA VEEGPDY ++TPPEKL    AIDTYDDHRMAM FSL +   VPV I D 
Sbjct: 354 AMATELRKVGAIVEEGPDYLVVTPPEKLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRIND 413 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P C  KTFPDYFD  +   K 
Sbjct: 414 PKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_215919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Choleraesuis str. SC-B67] 
 ref|YP_001588751.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi B str. SPB7] 
 ref|ZP_02685504.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Hadar str. RI_05P066] 
 ref|YP_002636585.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi C strain RKS4594] 
 sp|Q57R23.1|AROA_SALCH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A9N7V6.1|AROA_SALPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C0PXU4.1|AROA_SALPC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAX64838.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Salmonella enterica 
           subsp. enterica serovar Choleraesuis str. SC-B67] 
 gb|ABX67918.1| hypothetical protein SPAB_02538 [Salmonella enterica subsp. 
           enterica serovar Paratyphi B str. SPB7] 
 gb|EDZ34457.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Hadar str. RI_05P066] 
 gb|ACN45144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Paratyphi C strain RKS4594] 
 gb|EFZ05542.1| 5-enolpyruvylshikimate-3-phosphate synthase [Salmonella enterica 
           subsp. enterica serovar Choleraesuis str. A50] 
          Length = 427 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_834691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia HI2424] 
 sp|A0K5M1.1|AROA_BURCH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK07798.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia HI2424] 
          Length = 434 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 231/442 (52%), Positives = 288/442 (65%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D  L    PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYELSEGYPPLRIKPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +E+  +LIS PYV++T+RLM RFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGQAVVEVDGELISKPYVDITIRLMARFGVTVER-DGWQRFVVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 297 DVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA VEEGPDY ++TPPEKL    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGAIVEEGPDYLVVTPPEKLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
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Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_003753110.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia 
           solanacearum PSI07] 
 emb|CBJ51843.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia 
           solanacearum PSI07] 
          Length = 436 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 230/437 (52%), Positives = 292/437 (66%), Gaps = 15/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P++   GTVKLPGSKS+SNR+LLLAAL+EG TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLEVGPLRAARGTVKLPGSKSISNRVLLLAALAEGETVVRDLLDSDDTRVMLAALDRLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  E    A    V G GG+FPV+ A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VRCEPLGTANAYRVAGTGGRFPVKSA----DLFMGNAGTAIRPLTAALALQGGE--YALH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDGLRQVGARIDYTGNEGFPPLAIHAGAIRIDAPIRVRGDVSSQFLT 175 
 
Query: 185 ALLMAAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLMA PL  G    V IE++ +LIS PY+E+TL LM RFGV+ E  + W  F +  G   
Sbjct: 176 ALLMALPLVEGGGRPVTIEVVGELISKPYIEITLNLMARFGVQVER-NGWASFSVPTGVA 234 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y++P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V    
Sbjct: 235 YRAPGEIFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAG 294 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ SWRVKET 
Sbjct: 295 DNWIEVRGVERDD-GKLH--ALELDCNHIPDAAMTLAVAALFADGTTTLTNIGSWRVKET 351 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL KLGA+VEEG DY  +TPP      A  IDTYDDHRMAMAFSLAA   VP 
Sbjct: 352 DRLTAMATELRKLGATVEEGADYIRVTPPSHWTAPADGIDTYDDHRMAMAFSLAAFGPVP 411 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           V I DP C  KTFP+YF 
Sbjct: 412 VRINDPRCVAKTFPEYF 428 
 
 
>ref|YP_002040176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Newport str. SL254] 
 sp|B4T142.1|AROA_SALNS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF65036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Newport str. SL254] 
          Length = 427 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
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Sbjct: 175 ALLMTAPLAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_001764303.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia MC0-3] 
 sp|B1JXR9.1|AROA_BURCC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACA90181.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia MC0-3] 
          Length = 434 
 
 Score =  420 bits (1079), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 231/442 (52%), Positives = 288/442 (65%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D  L    PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYELNEGYPPLRIKPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +E+  +LIS PY+++T+RLM RFGV  E  D W RF +  G +YKSP 
Sbjct: 178 TLPLVKAKDGRTVVEVDGELISKPYIDITIRLMARFGVTVER-DGWQRFVVPAGVRYKSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 297 DVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA VEEGPDY ++TPPEKL    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGAIVEEGPDYLVVTPPEKLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_002150479.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Proteus mirabilis 
           HI4320] 
 sp|B4ET25.1|AROA_PROMH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAR41667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Proteus mirabilis 
           HI4320] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 247



 

 

          Length = 428 
 
 Score =  419 bits (1078), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 225/438 (51%), Positives = 292/438 (66%), Gaps = 16/438 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I GT+ LPGSKS+SNR LLLAAL++G T + NLL+S+D+ +ML AL  LG 
Sbjct: 2   ESLTLQPIVHIEGTINLPGSKSVSNRALLLAALAKGKTRLTNLLDSDDIRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         + G  G F     ++ ++LFLGNAG AMR L AA++   G    VL  
Sbjct: 62  VQYQLSNNNTVCDIEGLAGSF---HPQQPLELFLGNAGTAMRPLAAALSL--GEHDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    TD PP+RV   GG  GG V + G++SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKIDYLEQTDYPPLRV--CGGFSGGSVDVDGTVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL L+  FG + E+ + + RF IKGGQ+Y+S 
Sbjct: 175 ALLMMAPLAQQDTTITIKGELVSKPYIDITLALINTFGGEIENQN-YQRFMIKGGQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  SLQGD+ FA VLE MGA + W +   
Sbjct: 234 PGKYLVEGDASSASYFLAAAAIKGGIVRVTGIGKNSLQGDIHFASVLEKMGATIRWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           R  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R+ 
Sbjct: 294 IECE--------RGKLKGIDMDMNTIPDAAMTIATTALFAEGETTIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  + PP++L    I TY+DHR+AM FSL A +  P+TI D 
Sbjct: 346 SAMATELRKVGAMVDEGRDYLTVIPPKQLTTAEIKTYNDHRIAMCFSLVALSNTPITILD 405 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           PGCT KTFPDYF+ L++  
Sbjct: 406 PGCTAKTFPDYFEKLASI 423 
 
 
>ref|ZP_03217375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Virchow str. SL491] 
 gb|EDZ01755.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Virchow str. SL491] 
          Length = 427 
 
 Score =  419 bits (1077), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_04657086.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Tennessee str. CDC07-0191] 
          Length = 427 
 
 Score =  419 bits (1077), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 292/437 (66%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGPLRASGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APL   D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLGPEDTTIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|NP_455465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. CT18] 
 ref|NP_805721.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. Ty2] 
 ref|ZP_03347320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E00-7866] 
 ref|ZP_03351734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E01-6750] 
 ref|ZP_03357378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E02-1180] 
 ref|ZP_03369581.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E98-2068] 
 ref|ZP_03379422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. J185] 
 ref|ZP_03381542.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. M223] 
 ref|ZP_06534828.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. AG3] 
 ref|ZP_06545027.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E98-3139] 
 sp|P19786.2|AROA_SALTI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 pir||AH0613 3-phosphoshikimate 1-carboxyvinyltransferase [imported] - 
           Salmonella enterica subsp. enterica serovar Typhi 
           (strain CT18) 
 emb|CAD05378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi] 
 gb|AAO69570.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. Ty2] 
          Length = 427 
 
 Score =  419 bits (1077), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 230/437 (52%), Positives = 295/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG  P+  A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGG--PLR-ASGTLELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002214902.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Dublin str. CT_02021853] 
 ref|YP_002225986.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Gallinarum str. 287/91] 
 ref|YP_002243020.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Enteritidis str. P125109] 
 sp|P22299.1|AROA_SALGL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B5FQ51.1|AROA_SALDC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B5QYQ8.1|AROA_SALEP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B5R8J5.1|AROA_SALG2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAA27223.1| 5-enolpyruvylshikimate 3-phosphate synthase [Salmonella enterica 
           subsp. enterica serovar Gallinarum] 
 gb|ACH77880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Dublin str. CT_02021853] 
 emb|CAR36810.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Gallinarum str. 287/91] 
 emb|CAR32465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
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           subsp. enterica serovar Enteritidis str. P125109] 
          Length = 427 
 
 Score =  419 bits (1077), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGPLRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_02156189.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella benthica 
           KT99] 
 gb|EDQ02202.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella benthica 
           KT99] 
          Length = 426 
 
 Score =  419 bits (1077), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 219/440 (49%), Positives = 290/440 (65%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+PI ++ GT+ +PGSKS+SNR LLLA L++GTT + NLL+++D+ YML +L+ LG 
Sbjct: 2   KQLRLEPISKVQGTINIPGSKSISNRALLLATLAKGTTTLTNLLDADDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           + G G      +AK    LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNYRLSDNNTVCELEGIGAPL---NAKLAQTLFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA V        PP+ +   G L  G V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGASVTYLKNEGFPPLTIKATG-LNAGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G+V I+I  +L+S PY+++T+ LM +FGV+  + D + RF IK GQ Y S 
Sbjct: 176 ALLMVAPLAKGEVNIKIKGELVSKPYIDITIALMAQFGVEVINHD-YRRFEIKAGQTYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          LK +D++MN +PD AMT+A VALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IISRGA--------KLKGVDLDMNHIPDAAMTIATVALFATGTTTIRNIYNWRIKETDRL 346 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP K +   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAIVEEGHDYISITPPSKPHTAEIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFP+YF   +   + 
Sbjct: 407 PDCTSKTFPNYFQQFAALAQ 426 
 
 
>ref|ZP_02665765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Heidelberg str. SL486] 
 ref|YP_002044970.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Heidelberg str. SL476] 
 sp|B4TD38.1|AROA_SALHS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF67954.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Heidelberg str. SL476] 
 gb|EDZ26886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Heidelberg str. SL486] 
          Length = 427 
 
 Score =  419 bits (1077), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 227/436 (52%), Positives = 292/436 (66%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGPLRASGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYQEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+  +   + +F +KGGQ+Y S 
Sbjct: 175 ALLMTAPLAPEDTTIRVKGELVSKPYIDITLNLMKTFGVEITNH-HYQQFVVKGGQQYHS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +   
Sbjct: 234 PGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 IACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_02655933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Kentucky str. CDC 191] 
 ref|ZP_03076807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Kentucky str. CVM29188] 
 gb|EDX46026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Kentucky str. CVM29188] 
 gb|EDZ21576.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Kentucky str. CDC 191] 
          Length = 427 
 
 Score =  419 bits (1076), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 294/437 (67%), Gaps = 18/437 (4%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG++++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYQEQENYPPLRLRG--GFIGGEIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_02344102.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Saintpaul str. SARA29] 
 gb|EDZ12498.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Saintpaul str. SARA29] 
          Length = 427 
 
 Score =  418 bits (1075), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 229/437 (52%), Positives = 292/437 (66%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQDEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG ++  GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEADGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTTIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
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Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_002980821.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia pickettii 
           12D] 
 gb|ACS62149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia pickettii 
           12D] 
          Length = 434 
 
 Score =  418 bits (1075), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 232/438 (52%), Positives = 295/438 (67%), Gaps = 19/438 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GT+KLPGSKS+SNR+LLLAAL++G TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLDVGPLKTARGTIKLPGSKSISNRVLLLAALAQGETVVRDLLDSDDTRVMLEALGKLG 61 
 
Query: 65  LSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +SVE   D A +   V G  G+FP + A     LF+GNAG A+R LTAA+   GG   Y  
Sbjct: 62  VSVEGLGDNAYR---VTGTAGRFPNKSA----DLFMGNAGTAIRPLTAALALQGGE--YT 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+ 
Sbjct: 113 LHGVPRMHERPIGDLVDGLRQVGARIDYTGNEGYPPLAIHAAPVKIDAPIRVRGDVSSQF 172 
 
Query: 183 LSALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           L+ALLMA PL  + G+V IE++ +LIS PY+E+TL LM RFGV+    D W  F +  G  
Sbjct: 173 LTALLMALPLVESAGNVTIEVVGELISKPYIEITLNLMARFGVQVAR-DGWASFTVPTGV 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V   
Sbjct: 232 AYKAPGEIFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMA 291 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ASWRVKE 
Sbjct: 292 GGNWIEVRGAERDD-GKLH--AVELDCNHIPDAAMTLAVAALFADGTTTLTNIASWRVKE 348 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEV 418 
           T+R+ A+ TEL KLGA VEEG DY  +TPP +    A  IDTYDDHRMAMAFSLAA   V 
Sbjct: 349 TDRLSAMATELRKLGAEVEEGADYIRVTPPSQWTPPAGGIDTYDDHRMAMAFSLAAFGPV 408 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
           PV I DP C  KTFP+YF 
Sbjct: 409 PVRINDPRCVAKTFPEYF 426 
 
 
>ref|NP_459953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. LT2] 
 ref|ZP_02575816.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar 4,[5],12:i:- str. CVM23701] 
 sp|P07637.2|AROA_SALTY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAL19912.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. LT2] 
 gb|EDZ14224.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar 4,[5],12:i:- str. CVM23701] 
 emb|CBG23998.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. D23580] 
 gb|ACY87600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. 14028S] 
 emb|CBW17011.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. SL1344] 
 dbj|BAJ35938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. T000240] 
 gb|EFX48370.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. TN061786] 
 gb|ADX16673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhimurium str. 4/74] 
          Length = 427 
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 Score =  418 bits (1075), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 292/437 (66%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G T + NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTALTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFTGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPKDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_03163351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Saintpaul str. SARA23] 
 gb|EDY24152.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Saintpaul str. SARA23] 
          Length = 427 
 
 Score =  418 bits (1075), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM AP+A  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPMAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
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           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_06155071.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Photobacterium 
           damselae subsp. damselae CIP 102761] 
 gb|EEZ40768.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Photobacterium 
           damselae subsp. damselae CIP 102761] 
          Length = 426 
 
 Score =  418 bits (1075), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 225/432 (52%), Positives = 286/432 (66%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   ESLTLQPINLINGEVNLPGSKSVSNRALLLAALAQGTTRLTNLLDSDDIRHMLNALQQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G G  F V+D      L+LGNAG AMR L AA+    G   + L  
Sbjct: 62  VQYQLSADKTECTVEGLGQPFSVKDF---TCLYLGNAGTAMRPLAAALCL--GQGEFELT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GAD+        PP+++ G G L GG+V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRSAGADITYLENEHYPPLKIKGTG-LDGGEVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA  D  I I   L+S PY+++TL +M +FGV+ E+ + + +F +  GQ Y+S 
Sbjct: 176 AFLMAAPLAKSDTTILIKGDLVSKPYIDITLNIMAQFGVQVENQN-YQKFIVPAGQVYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGD++FA+ LE MGA++ W E   
Sbjct: 235 PGEFLVEGDASSASYFLAAGAIKGGEVKVTGIGKNSIQGDIQFADALEAMGAEIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +            + L AID++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R+ 
Sbjct: 295 IIAR--------HRQLNAIDMDFNHIPDAAMTIATAALFAPGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL KLGA VEEG DY  ITPP +L   AIDTYDDHRMAM FSL A ++  VTI D 
Sbjct: 347 HAMATELRKLGADVEEGDDYITITPPTQLKHAAIDTYDDHRMAMCFSLVALSDTAVTIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PKCTSKTFPDYF 418 
 
 
>ref|YP_001094077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella loihica 
           PV-4] 
 sp|A3QEC0.1|AROA_SHELP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABO23818.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella loihica 
           PV-4] 
          Length = 426 
 
 Score =  418 bits (1074), Expect = e-115,   Method: Compositional matrix adjust. 
 Identities = 219/432 (50%), Positives = 285/432 (65%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L PI ++ GTV +PGSKS+SNR LLLA L+EG T + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   KQLRLNPISKVHGTVNIPGSKSISNRALLLATLAEGKTRLTNLLDSDDIRHMLTALKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +     +   V G  G    + A+    LFLGNAG AMR L AA+T   G+  + L  
Sbjct: 62  VNYQLSDNNRVCEVEGLSGVINSDTAQ---TLFLGNAGTAMRPLCAALTL--GSGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
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           G PRM ERPIGDLV  L  LGAD+        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALNALGADIRYLKQPGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM  PLA   V I+I  +L+S PY+++T+ LM +FGV   + D + RF I  GQKY S 
Sbjct: 176 ALLMVTPLAKAQVNIKIKGELVSKPYIDITIALMAQFGVTVINHD-YQRFEIPAGQKYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFAEVLE MGA++ W +   
Sbjct: 235 PGTVLVEGDASSASYFLAAGAIQGGEVKVTGVGLKSIQGDVKFAEVLEAMGAQIEWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +     P        L  +D++MN +PD AMT+A  ALFA G T +R++ +WR+KET+R+ 
Sbjct: 295 IIARSAP--------LHGVDLDMNHIPDAAMTIATAALFATGTTTLRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  +T P +LN   IDTY+DHRMAM FSL A A+  +TI D 
Sbjct: 347 AAMATELRKVGAEVEEGHDYIRVTAPAQLNTADIDTYNDHRMAMCFSLMAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYF 436 
           P CT KTFPDYF 
Sbjct: 407 PDCTSKTFPDYF 418 
 
 
>ref|ZP_04753511.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus minor 
           NM305] 
 gb|EER47103.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus minor 
           NM305] 
          Length = 432 
 
 Score =  418 bits (1074), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 231/439 (52%), Positives = 292/439 (66%), Gaps = 17/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLAPISRIEGEINLPGSKSLSNRALLLAALAQGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           +  E         V G GG F  ++    + LFLGNAG AMR LTAA+   G   A  VL 
Sbjct: 62  VKYELSADKTICTVEGVGGAFQWQNG---LSLFLGNAGTAMRPLTAALCLKGKEEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA +        PPV +   G L GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAQIQYLENEGYPPVAIRNTG-LTGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEII +L+S PY+++TL +M+ FGV   H + +  F++KG Q Y  
Sbjct: 178 TALLMSAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVTVSHQN-YQTFFVKGQQSYV 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPEKYMVEGDASSASYFLAAGAIKG-NVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           R  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------RGELKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I P   ++     I+TY+DHR+AM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIRIQPLALDQFQHAEIETYNDHRVAMCFSLVALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I DP CT KTFP YFD L+ 
Sbjct: 408 ILDPKCTAKTFPTYFDELA 426 
 
 
>ref|YP_001760683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella woodyi 
           ATCC 51908] 
 sp|B1KF47.1|AROA_SHEWM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ACA86588.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella woodyi 
           ATCC 51908] 
          Length = 426 
 
 Score =  417 bits (1073), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 219/433 (50%), Positives = 291/433 (67%), Gaps = 15/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+ I ++ GTV +PGSKS+SNR LLLA L++GTT + NLL+S+D+ YML +L+ LG 
Sbjct: 2   KQLRLETINKVQGTVNIPGSKSISNRALLLATLAKGTTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +      + G G       A+    LFLGNAG AMR L AA+T   G   ++L  
Sbjct: 62  VNYRLSEDKTVCELDGLGAPINSNVAQ---TLFLGNAGTAMRPLCAALTL--GEGEFILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGA+V        PP+ +N  G L  G V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGAEVTYLKSEGFPPLTINATG-LNAGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM +PLA GDV I+I  +L+S PY+++TL LM +FGVK  + D ++RF IK GQ Y S 
Sbjct: 176 ALLMVSPLAKGDVNIKIKGELVSKPYIDITLALMAQFGVKVINHD-YERFEIKSGQSYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+VLE MGA++ W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADVLEKMGAEIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +              L A+D++MN +PD AMT+A  ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IISR--------VAKLNAVDLDMNHIPDAAMTIATAALFATGTTHIRNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V+EG DY  +TPP K +   IDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAIVDEGHDYISVTPPTKPHTANIDTYNDHRMAMCFSMLAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFD 437 
           P CT KTFPDYF+ 
Sbjct: 407 PDCTSKTFPDYFE 419 
 
 
>ref|YP_001898360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia pickettii 
           12J] 
 sp|B2U886.1|AROA_RALPJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD25928.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia pickettii 
           12J] 
          Length = 434 
 
 Score =  417 bits (1073), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 230/436 (52%), Positives = 292/436 (66%), Gaps = 15/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GT+KLPGSKS+SNR+LLLAAL++G TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLDVGPLKTARGTIKLPGSKSISNRVLLLAALAQGETVVRDLLDSDDTRVMLDALGKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +SVE  +      V G GG+FP   A     LF+GNAG A+R LTAA+   GG   Y L  
Sbjct: 62  VSVEG-QGENAYRVTGTGGRFPNTSA----DLFMGNAGTAIRPLTAALALQGGE--YTLH 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+L+ 
Sbjct: 115 GVPRMHERPIGDLVDGLRQVGARIDYTGNEGYPPLAIHAAPVKIDAPIRVRGDVSSQFLT 174 
 
Query: 185 ALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL  + G+V IE++ +LIS PY+E+TL LM RFGV+    D W  F +  G  Y 
Sbjct: 175 ALLMALPLVESAGNVTIEVVGELISKPYIEITLNLMARFGVQVAR-DGWSSFTVPTGVAY 233 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            +P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V     
Sbjct: 234 TAPGEIFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMAGG 293 
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Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ASWRVKET+ 
Sbjct: 294 NWIEVRGAERDD-GKLH--AVELDCNHIPDAAMTLAVAALFADGTTTLTNIASWRVKETD 350 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL KLGA VEEG DY  +TPP +    A  IDTYDDHRMAMAFSLAA   VPV 
Sbjct: 351 RLSAMATELRKLGAEVEEGADYIRVTPPSQWTPPAGGIDTYDDHRMAMAFSLAAFGPVPV 410 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I DP C  KTFP+YF 
Sbjct: 411 RINDPRCVAKTFPEYF 426 
 
 
>ref|YP_750809.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           frigidimarina NCIMB 400] 
 sp|Q081U4.1|AROA_SHEFN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI71971.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           frigidimarina NCIMB 400] 
          Length = 426 
 
 Score =  417 bits (1073), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 219/440 (49%), Positives = 288/440 (65%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L PI  I+G + +PGSKS+SNR+LLLA L+ G+T + NLL+S+D+ YML +L+ LG 
Sbjct: 2   KQLRLNPINCINGEINIPGSKSISNRVLLLATLARGSTTLTNLLDSDDIRYMLASLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     +     VV G  G  P+  A  +  LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  IQYTLSEDKTECVVEGNEG--PISSASVQ-SLFLGNAGTAMRPLCAALTL--GQGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGADV        PP+ +N  G L GG V+++G +SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGADVTYLKNDGFPPLTINATG-LNGGDVEIAGDLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APL    V I+I  +L+S PY+++T+ LM++FGV+  +   + RF IK GQ Y S 
Sbjct: 176 ALLMVAPLTKDSVNIKIKGELVSKPYIDITIALMKQFGVEVINH-QYQRFEIKAGQHYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGDVKFA+ L  MGA + W +   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIKGGEVKVTGVGRLSIQGDVKFADALAQMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           +  L AI+++MN +PD AMT+A  ALFA G T + ++ +WR+KET+R+ 
Sbjct: 295 IIAR--------KSTLTAIEMDMNHIPDAAMTIATAALFATGTTKLTNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP +LN  AIDTY+DHRMAM FS+ A A+  +TI D 
Sbjct: 347 AAMATELRKVGAIVEEGHDYITITPPAELNTAAIDTYNDHRMAMCFSMMAFADCGITIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF   +   K 
Sbjct: 407 PDCTSKTFPDYFAQFTQLAK 426 
 
 
>ref|YP_002263584.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aliivibrio 
           salmonicida LFI1238] 
 sp|B6EIX8.1|AROA_ALISL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAQ79903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aliivibrio 
           salmonicida LFI1238] 
          Length = 427 
 
 Score =  417 bits (1073), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 224/435 (51%), Positives = 287/435 (65%), Gaps = 14/435 (3%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI +I G + LPGSKS+SNR LLLAAL+ G T + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   ESLTLQPISKIDGQINLPGSKSVSNRALLLAALASGKTTLTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +  +      V G G  F  +   E ++LFLGNAG AMR L AA+    G   ++L  
Sbjct: 62  VDYKLSEDKTVCEVNGLGQAF--KSTTEALELFLGNAGTAMRPLAAALCL--GEGEFILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  LK  GADV+     + PP+++ G G L GG V + GSISSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVTALKAAGADVEYLENENYPPLKIKGTG-LKGGNVDIDGSISSQFLT 176 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPL+  +  I I+  L+S PY+++TL +M  FGV  E+ + +  F +   Q Y + 
Sbjct: 177 AFLMAAPLSSQETTINIVGDLVSKPYIDITLDIMATFGVVIENKE-YKTFVVPANQSYIA 235 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG+V V G G  S+QGDV+FA+ L  MGA++ W +   
Sbjct: 236 PGEFLVEGDASSASYFLAAAAIKGGSVKVTGIGKKSIQGDVQFADALAAMGAEIEWGDDY 295 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           +  L AID++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R+ 
Sbjct: 296 VIAH--------KGELNAIDMDFNHIPDAAMTIATTALFAKGTTSIRNVYNWRVKETDRL 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  L    IDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 348 AAMATELRKVGAEVEEGEDYITITPPAMLRHATIDTYDDHRMAMCFSLVALSDTPVTIND 407 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYFD L 
Sbjct: 408 PGCTSKTFPDYFDKL 422 
 
 
>ref|YP_001141683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeromonas salmonicida 
           subsp. salmonicida A449] 
 sp|A4SM13.1|AROA_AERS4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABO89935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeromonas salmonicida 
           subsp. salmonicida A449] 
          Length = 427 
 
 Score =  417 bits (1072), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 225/433 (51%), Positives = 291/433 (67%), Gaps = 16/433 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG+  + 
Sbjct: 6   LEPISRVAGEVNLPGSKSVSNRALLLAALARGTTRLTNLLDSDDIRHMLAALTQLGVKYK 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    V G G  F V      V LFLGNAG AMR L AA+    G+  Y+L G PR 
Sbjct: 66  LSADKTECTVHGLGRSFAV---SAPVNLFLGNAGTAMRPLCAALCL--GSGEYMLGGEPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIG LV  L++ GA +        PP+ V+   GL GG V + GS+SSQ+L+A LM 
Sbjct: 121 MEERPIGHLVDALREAGAHIQYLKKDGYPPLVVDA-KGLWGGDVHVDGSVSSQFLTAFLM 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAP+A GD  I I  +L+S PY+++TL +M++FGV  EH D++  FYIKG Q Y SP +  
Sbjct: 180 AAPMAAGDTRIHIKGELVSKPYIDITLHIMKQFGVVIEH-DNYKLFYIKGNQSYVSPGDF 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGDASSASYFLA  AI G  V V G G  S+QGD+ FA+VLE MGA++TW +  +    
Sbjct: 239 LVEGDASSASYFLAAGAIKG-KVRVTGIGKHSIQGDIHFADVLERMGARITWGDDFIEAE 297 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
             P        L  +D++MN +PD AMT+AV ALFA+GPT+IR++ +WRVKET+R+ A+  
Sbjct: 298 QGP--------LHGVDMDMNHIPDAAMTIAVAALFAEGPTSIRNIYNWRVKETDRLHAMA 349 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           TEL KLG  VEEG D+  +TPP +L    IDTY+DHR+AM FSL A +++ VTI DPGCT 
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Sbjct: 350 TELRKLGVEVEEGHDFITVTPPTQLKHAEIDTYNDHRIAMCFSLVALSDIAVTINDPGCT 409 
 
Query: 429 RKTFPDYFDVLST 441 
            KTFPDYFD L++ 
Sbjct: 410 SKTFPDYFDKLAS 422 
 
 
>ref|YP_932575.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Azoarcus sp. BH72] 
 emb|CAL93688.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Azoarcus sp. BH72] 
          Length = 653 
 
 Score =  417 bits (1072), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 227/441 (51%), Positives = 283/441 (64%), Gaps = 20/441 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P+    G V+LPGSKS+SNR LLLAAL+EG T + +LL S+DV  ML AL+ LG 
Sbjct: 4   EFLDLPPMLAARGQVRLPGSKSISNRSLLLAALAEGETDIRDLLASDDVERMLEALQALG 63 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +    ++      V G GG FPV+       LFLGNAG A R LTAA+  +GG+  Y L  
Sbjct: 64  VRWSREEGTDNYRVHGVGGPFPVKKG----DLFLGNAGTAFRPLTAALALSGGD--YRLS 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RM ERPIGDLV  L+Q GAD++       PP+ +      PGG +K+ G +SSQ+L+ 
Sbjct: 118 GVARMHERPIGDLVDALRQAGADIEYVGNEGFPPLHIRPATIRPGGVLKVRGDVSSQFLT 177 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL   +  IE++ +LIS PY+ +TL LM RFGV     D W RF + GG +Y+S 
Sbjct: 178 ALLMALPLTGVETTIEVVGELISKPYIAITLDLMARFGVDVVRED-WQRFTVPGGARYRS 236 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----W 300 
           P   YVEGDASSASYFLA  AI GG V VEG G  S+QGDV+FA+ L  +GA +T    W 
Sbjct: 237 PGVLYVEGDASSASYFLAAGAIGGGPVRVEGVGRDSIQGDVRFADALAQLGAVITVGDNW 296 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E +    G          L+A D+++N +PD AMTLAV ALFADGP  +R++ASWRVKE 
Sbjct: 297 IEAAAPAGG---------RLRAFDLDLNHIPDAAMTLAVAALFADGPCTLRNIASWRVKE 347 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T+R+ A+ TEL K+GA VEEG DY  I PP  L   AIDTYDDHRMAM FSL +     V 
Sbjct: 348 TDRIAAMATELRKVGAEVEEGADYLRIMPPAVLRPAAIDTYDDHRMAMCFSLVSLGGCRV 407 
 
Query: 421 TIRDPGCTRKTFPDYFDVLST 441 
            I DP C  KTFP YF+  +T 
Sbjct: 408 RINDPRCVNKTFPSYFEAFAT 428 
 
 
>ref|ZP_07378948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pantoea sp. aB] 
 gb|EFM19586.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pantoea sp. aB] 
          Length = 428 
 
 Score =  417 bits (1072), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 229/432 (53%), Positives = 289/432 (66%), Gaps = 16/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL  LG 
Sbjct: 3   DSLTLQPISRVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVKHMLNALTALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           V G  G     +A + + LFLGNAG AMR L AA+    G     L  
Sbjct: 63  VSYTLSDDRTVCEVTGNAGPL---NASQPLSLFLGNAGTAMRPLAAALCL--GEHDIELT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA ++     + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGATIEYLENENYPPLRLRG--GFTGGDVSVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV  E+  S+ RF IKG Q+Y+S 
Sbjct: 176 ALLMTAPLAQQDTCITIKGDLVSKPYIDITLNLMQCFGVDVENQ-SYQRFLIKGQQQYQS 234 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGRQSMQGDIRFADVLEKMGAAIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L+AID++MN +PD AMT+A  ALFA+G T +R++ +WRVKET+R+ 
Sbjct: 295 IACTA--------GKLQAIDMDMNHIPDAAMTIATTALFAEGTTQLRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGHDYIRITPPATLKHADIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYF 436 
           PGCT KTFPDYF 
Sbjct: 407 PGCTAKTFPDYF 418 
 
 
>ref|YP_004028375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           rhizoxinica HKI 454] 
 emb|CBW74231.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           rhizoxinica HKI 454] 
          Length = 445 
 
 Score =  417 bits (1072), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 231/446 (51%), Positives = 291/446 (65%), Gaps = 16/446 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    +GTV+LPGSKS+SNR+LLLAAL+EG T +DNLL+S+D   ML AL  LG 
Sbjct: 9   EYLDLGPYTRATGTVRLPGSKSISNRVLLLAALAEGVTTIDNLLDSDDTRVMLAALEQLG 68 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++++ D A  R  V G G  FPV+ A     LFLGNAG A+R LTAA+   GG   Y L  
Sbjct: 69  VTLQHDAAQWRCTVTGAGSVFPVKRAA----LFLGNAGTAVRPLTAALAVMGGE--YRLH 122 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+QLGA +D       PP+ V+         +++ G +SSQ+L+ 
Sbjct: 123 GVPRMHERPIGDLVDGLRQLGARIDYEGNPGYPPLLVHPASLRANAPIRVRGDVSSQFLT 182 
 
Query: 185 ALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI--KGG 239 
           ALL+  PL   A G+  +E+  +LIS PYVE+T+RLMERFGV  +  D W RF +   G  
Sbjct: 183 ALLITLPLVETAGGEAVVEVEGELISKPYVEITIRLMERFGVHVQR-DGWRRFIVPAAGC 241 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            +Y+SP    VEGDASSASYFLA  A+  G V VEG G  S+QGDV+FA+ L  MGA V  
Sbjct: 242 ARYRSPGRIVVEGDASSASYFLAAGALAHGPVRVEGVGRASIQGDVQFADALVRMGANVM 301 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
             +  + V G   +  GR  L+ +D++ N +PD AMT+AV ALFA G T +R++ SWRVK 
Sbjct: 302 IGDDWIEVRGVESDD-GR--LQPLDMDCNLIPDAAMTIAVAALFASGMTTLRNIGSWRVK 358 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL KLGA VEEG DY  + PP  L    AIDTYDDHRMAM FSL +   V 
Sbjct: 359 ETDRIAAMATELRKLGAHVEEGADYLRVAPPAALTPNAAIDTYDDHRMAMCFSLVSLGHV 418 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP C  KTFPDYFD  +   + 
Sbjct: 419 PVRIHDPSCVGKTFPDYFDRFAAITR 444 
 
 
>gb|EGC99608.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           TJI49] 
          Length = 434 
 
 Score =  417 bits (1071), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 230/442 (52%), Positives = 286/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAALSEG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALSEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
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            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGYPPLRIKPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +EI  +LIS PY+++T+RLMERFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGRSVVEIDGELISKPYIDITIRLMERFGVNVER-DGWQRFVVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA G + +R++ASWRVKET+R 
Sbjct: 297 EVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFASGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA+VEEGPDY ++TPP  L    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGATVEEGPDYLVVTPPPALTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_003259387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           wasabiae WPP163] 
 gb|ACX87780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           wasabiae WPP163] 
          Length = 429 
 
 Score =  416 bits (1070), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 230/439 (52%), Positives = 299/439 (68%), Gaps = 21/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PIK I+GT+ LPGSKS+SNR LLLAALSEG T + NLL+S+DV +ML AL  LG 
Sbjct: 3   ESLTLHPIKLINGTLNLPGSKSVSNRALLLAALSEGKTRLTNLLDSDDVRHMLTALTALG 62 
 
Query: 65  LSVEADKAAKRAV--VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             VE   ++ R +  + G GG F    A + ++LFLGNAG AMR L AA+    G+   V 
Sbjct: 63  --VEYHLSSDRTICEITGLGGAFT---ATQPLELFLGNAGTAMRPLAAALCLTAGD--IV 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G PRM+ERPIG LV  L+Q GA +D     + PP+R++G  G  GG++ + GS+SSQ+ 
Sbjct: 116 LTGEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLHG--GFQGGEISVDGSVSSQF 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLM APLA  D  I I   L+S PY+++TL +M+ FG++   ++++ RF+I G Q+Y 
Sbjct: 174 LTALLMTAPLATQDTHISIQGDLVSKPYIDITLHMMKAFGIEVR-NENYQRFFIAGRQQY 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            SP +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+VLE MGA V W + 
Sbjct: 233 HSPGDYLVEGDASSASYFLAAAAIKGGVVRVTGVGRNSVQGDIRFADVLEKMGAIVRWGD 292 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKET 361 
             +           R  L+AID++MN +PD AMT+A  ALFA G  T +R++ +WRVKET 
Sbjct: 293 DYIECE--------RGELRAIDMDMNHIPDAAMTIATAALFAQGGTTTLRNIYNWRVKET 344 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  EL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVT 
Sbjct: 345 DRLAAMAIELRKVGAEVEEGNDYIRITPPVKLKAAEIGTYNDHRMAMCFSLVALSDTPVT 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I DP CT KTFPDYF+ L+ 
Sbjct: 405 ILDPKCTAKTFPDYFEQLA 423 
 
 
>ref|YP_002232052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
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           cenocepacia J2315] 
 sp|B4EB42.1|AROA_BURCJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAR53255.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia J2315] 
          Length = 434 
 
 Score =  416 bits (1070), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 229/442 (51%), Positives = 287/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D  L    PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYELNEGYPPLRIKPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +E+  +LIS PY+++T+RLM RFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGRTVVEVDGELISKPYIDITIRLMARFGVTVER-DGWQRFVVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 297 DVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA VEEGPDY ++TPP KL    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGAIVEEGPDYLVVTPPAKLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_003882820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya dadantii 
           3937] 
 gb|ADM98263.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya dadantii 
           3937] 
          Length = 435 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 225/433 (51%), Positives = 291/433 (67%), Gaps = 17/433 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GT+ LPGSKS+SNR LLLAAL+ GTT + NLL+S+DV +ML AL  LG 
Sbjct: 9   ESLTLQPISLINGTINLPGSKSVSNRALLLAALARGTTRLTNLLDSDDVRHMLNALSALG 68 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +      +     +VG GG      A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 69  VEYRLSDSRTECEIVGGGGALT---ASTPLELFLGNAGTAMRPLAAALCLTDGD--IVLT 123 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG + + GS+SSQ+L+ 
Sbjct: 124 GEPRMKERPIGHLVDALRQGGARIDYLEQENYPPLRLQG--GFTGGDISVDGSVSSQFLT 181 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA+ D  I I   L+S PY+++TL +ME FG+   ++D +  F + G Q Y+S 
Sbjct: 182 ALLMTAPLAVQDTRISIKGDLVSKPYIDITLHMMETFGITVINND-YQTFVVAGNQHYQS 240 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA++ W +   
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Sbjct: 241 PGHYLVEGDASSASYFLAAAAIRGGTVRVTGVGRHSVQGDIRFADVLEKMGAEIRWGDDY 300 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETER 363 
           +           R +L AID++MN +PD AMT+A  ALFA+G  T +R++ +WRVKET+R 
Sbjct: 301 IECQ--------RGNLHAIDMDMNHIPDAAMTIATAALFAEGGTTTLRNIYNWRVKETDR 352 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP +L    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 353 LAAMATELRKVGAEVEEGHDYIRITPPTQLKAAEIGTYNDHRMAMCFSLVALSDTPVTIL 412 
 
Query: 424 DPGCTRKTFPDYF 436 
           DP CT KTFPDYF 
Sbjct: 413 DPKCTAKTFPDYF 425 
 
 
>ref|YP_582874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cupriavidus 
           metallidurans CH34] 
 gb|ABF07605.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Cupriavidus 
           metallidurans CH34] 
          Length = 452 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 229/449 (51%), Positives = 299/449 (66%), Gaps = 22/449 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L P+   SGTV+LPGSKS+SNR+LLL+AL+ G T V +LL+S+D   ML AL+ LG 
Sbjct: 17  EQLTLGPLTRASGTVRLPGSKSISNRVLLLSALATGETRVRDLLDSDDTRVMLEALKVLG 76 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++    +     +V G GG FP + A     LF+GNAG A+R LTAA+   GG  TY L  
Sbjct: 77  VAWR--REGNDCIVSGVGGNFPSKAA----DLFMGNAGTAIRPLTAALALQGG--TYKLS 128 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           GV RM ERPIGDLV GL+Q+GA VD +LGT   PP+++N         +++ G +SSQ+L 
Sbjct: 129 GVQRMHERPIGDLVDGLRQVGASVD-YLGTPGYPPLQINPAQIRIDAPIRVRGDVSSQFL 187 
 
Query: 184 SALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +ALLM  P+A    G +EIE++ +LIS PY+E+TL L+ RFG+  E    W+RF +  G  
Sbjct: 188 TALLMTLPMAQAQSGRIEIEVVGELISKPYIEITLNLLSRFGIAVERQ-GWERFILPAGA 246 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y+SP   YVEGDAS+ASYFLA  AI GG V VEG G  S+QGDV+FA+ L  MGA V   
Sbjct: 247 RYRSPGEIYVEGDASTASYFLAAGAIGGGPVRVEGVGMASIQGDVRFADALNRMGANVMA 306 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            +  + V G  R+  GR  L  I+++ N +PD AMTLAV ALFA+G T + ++ASWRVKE 
Sbjct: 307 GDNWIEVRGTERDD-GR--LNGIELDCNHIPDAAMTLAVAALFAEGTTTLTNIASWRVKE 363 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPE-----KLNVTAIDTYDDHRMAMAFSLAAC 415 
           T+R+ A+ TEL KLGA VEEG DY  +TPP      +     I TYDDHRMAM FSLAA  
Sbjct: 364 TDRISAMATELRKLGAEVEEGADYLKVTPPTSPATWQTPDAGIGTYDDHRMAMCFSLAAF 423 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             +PV I DPGC  KTFP+YF+V +   + 
Sbjct: 424 GPLPVKINDPGCVAKTFPEYFEVFAGVAR 452 
 
 
>ref|YP_003296223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Edwardsiella tarda 
           EIB202] 
 gb|ACY85012.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Edwardsiella tarda 
           EIB202] 
 gb|ADM42075.1| 5-Enolpyruvylshikimate-3-phosphate synthase AroF [Edwardsiella 
           tarda FL6-60] 
          Length = 428 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 223/438 (50%), Positives = 285/438 (65%), Gaps = 16/438 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L P++  SG + LPGSKS+SNR LLLAA + G T + NLL+S+DV YML AL+ LG+  
Sbjct: 5   LTLHPVRRFSGEINLPGSKSVSNRALLLAAQARGVTRLHNLLDSDDVRYMLDALKALGVR 64 
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Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +      R  V G GG      A   + LFLGNAG AMR L AA++   G    +L G  
Sbjct: 65  YQLSDCRTRCEVQGLGGTLSAHGA---LTLFLGNAGTAMRPLAAALSL--GQRDMILTGE 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM+ERPI  LV  L+Q GA VD       PPVR+ G  G  GG + + GS+SSQ+L+AL 
Sbjct: 120 PRMKERPIAHLVTALRQGGAHVDYLESDGYPPVRLRG--GFNGGDISVDGSVSSQFLTAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAP+A  +  I I+ +L+S PY+ +TL +M  FGV+ EH  ++  F ++GGQ Y++P  
Sbjct: 178 LMAAPMAAEETRITILGELVSKPYIAITLAMMRTFGVEVEHH-AYRHFVVRGGQTYQAPG 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLAGAAI GGTV V G G  S+QGD+ FA+ LE MGA + W +  +  
Sbjct: 237 DYLVEGDASSASYFLAGAAIAGGTVRVTGIGRHSMQGDIHFADALEKMGAHIEWGDDYIA 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            T        R  L  ID++MN +PD AMTLA  ALFA GPT +R++ +WRVKET+R+ A 
Sbjct: 297 CT--------RDSLHGIDMDMNAIPDAAMTLATTALFATGPTTLRNIYNWRVKETDRLAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  EL K+GA VEEGPD+  I PP +L    I TY+DHRMAM FSL A ++ PVTI DPG 
Sbjct: 349 MACELQKVGAVVEEGPDFLRIEPPAQLRAAQIATYNDHRMAMCFSLVALSDTPVTICDPG 408 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           CT KTFPDYF   S     
Sbjct: 409 CTAKTFPDYFSQFSALCH 426 
 
 
>ref|ZP_04577990.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Oxalobacter formigenes 
           HOxBLS] 
 gb|EEO28952.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Oxalobacter formigenes 
           HOxBLS] 
          Length = 439 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 226/444 (50%), Positives = 296/444 (66%), Gaps = 24/444 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L P+K +SGTV+LPGSKS+SNR LLL+AL++G TV+ +LL S+D   ML AL+ LG+S 
Sbjct: 8   IDLSPVKNVSGTVRLPGSKSISNRTLLLSALADGKTVIKDLLASDDTTVMLQALQDLGIS 67 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
               +     VV G  G  PV++A     LFLGNAG A+R LTAA+   GGN  ++L G+ 
Sbjct: 68  WLQTETGDACVVTGTRGNLPVKEA----DLFLGNAGTAIRPLTAALAVLGGN--FLLHGI 121 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM ERPIGDLV  L + GA+++       PP+R+   G +    +K+ G++SSQ+L+AL 
Sbjct: 122 KRMHERPIGDLVDALNESGANIEYVENRGYPPIRIRD-GHIHSHDLKVRGNVSSQFLTAL 180 
 
Query: 187 LMAAPLA--LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LMA+PL     DV I ++ +LIS PY+E+TL LM  FGV+ E  D W+ F +K GQ YKS 
Sbjct: 181 LMASPLMARTHDVTIHVVGELISKPYIEITLNLMRVFGVEVER-DGWESFTLKKGQTYKS 239 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P   +VEGDASSASYFLA AAI GG V VEG G  S+QGDV+F +VLE MGAKV + +   
Sbjct: 240 PGTVHVEGDASSASYFLAAAAIAGGPVRVEGIGRNSIQGDVRFVDVLERMGAKVVYGDNF 299 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V+           LK ID + N +PD AMT+A++A++ADGP+ +R++ SWRVKET+R+ 
Sbjct: 300 IEVSSG-------GSLKHIDEDFNLIPDAAMTVAMLAVYADGPSVLRNIGSWRVKETDRI 352 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP----- 419 
           VA+ TEL KLGA VE G D+  ITP +++    IDTYDDHRMAM FSL AC   P      
Sbjct: 353 VAMATELKKLGAGVEAGEDWLKITPGKRIFDAEIDTYDDHRMAMCFSL-ACLCSPNRMGA 411 
 
Query: 420 -VTIRDPGCTRKTFPDYFDVLSTF 442 
            + I DP C  KTFP+YF V S   
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Sbjct: 412 KIRINDPRCVSKTFPEYFQVFSAL 435 
 
 
>pdb|1Q36|A Chain A, Epsp Synthase (Asp313ala) Liganded With Tetrahedral 
           Reaction Intermediate 
          Length = 427 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 232/436 (53%), Positives = 294/436 (67%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +P  AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPAAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|YP_927609.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           amazonensis SB2B] 
 sp|A1S6D3.1|AROA_SHEAM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABL99939.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Shewanella 
           amazonensis SB2B] 
          Length = 428 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 221/440 (50%), Positives = 286/440 (65%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ L+P+  ++G V +PGSKS+SNR LLLA L+ G T + NLL+S+D+ +ML AL++LG 
Sbjct: 2   DQLRLEPVSRVNGVVNIPGSKSISNRALLLATLASGETTLVNLLDSDDIRHMLNALKSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++           + G GG    + A E   LFLGNAG AMR L AA+T   G   + L  
Sbjct: 62  VNFTLSDDKTVCTLNGLGGPIQTDKAFE---LFLGNAGTAMRPLCAALTL--GTGEFTLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM ERPIGDLV  L+QLGAD+        PP+ +N  G L GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMEERPIGDLVDALRQLGADIRYLKNDGFPPLTINATG-LAGGVVEIDGSLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA G V I +  +L+S PY+++TL LM +FGV   + D++ RF I  GQ Y S 
Sbjct: 176 ALLMVAPLAKGAVTIAVKGELVSKPYIDITLDLMAKFGVTVVN-DNYQRFEIASGQHYVS 234 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  ++QGDVKFA+ L  MGA + W E   
Sbjct: 235 PGKVLVEGDASSASYFLAAGAIGGGEVKVTGVGRLAVQGDVKFADALAAMGADIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +   G          L  ID++MN +PD AMT+A  ALFA+G T + ++ +WR+KET+R+ 
Sbjct: 295 IIARG--------SKLHGIDMDMNHIPDAAMTIATAALFAEGTTRMSNIYNWRIKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  ITPP K     IDTY+DHRMAM FSL A A+  VTI D 
Sbjct: 347 AAMATELRKVGAKVEEGHDYIQITPPVKPVHAEIDTYNDHRMAMCFSLLAFADCGVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           PGCT KTFPDYF+  +   K 
Sbjct: 407 PGCTSKTFPDYFNRFANLAK 426 
 
 
>sp|Q8VP65.1|AROA_PASPI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAL47682.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Photobacterium 
           damselae subsp. piscicida] 
          Length = 426 
 
 Score =  416 bits (1069), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 225/440 (51%), Positives = 287/440 (65%), Gaps = 15/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+G V LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL+ LG 
Sbjct: 2   ESLTLQPINLINGEVNLPGSKSVSNRALLLAALAQGTTRLTNLLDSDDIRHMLNALQQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         V G G  F V+D      L+LGNAG AMR L AA+    G   + L  
Sbjct: 62  VQYQLSADKTECTVEGLGQPFSVKDF---TCLYLGNAGTAMRPLAAALCL--GQGEFELT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GAD+        PP+++ G G L GG+V + GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRSAGADITYLENEHYPPLKIKGTG-LDGGEVSIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA  D  I I   L+S PY+++TL +M +FGV+ E+ + + +F +  GQ Y+S 
Sbjct: 176 AFLMAAPLAKSDTTILIKGDLVSKPYIDITLNIMAQFGVQVENQN-YQKFIVPAGQVYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V G G  S+QGD++FA+ LE MGA++ W E   
Sbjct: 235 PGEFLVEGDASSASYFLAAGAIKGGEVKVTGIGKNSIQGDIQFADALEAMGAEIEWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +            + L AID++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R+ 
Sbjct: 295 IIAR--------HRQLNAIDMDFNHIPDAAMTIATAALFAPGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL KLGA VEEG DY  IT P +L   AIDTYDDHRMAM FSL A ++  VTI D 
Sbjct: 347 HAMATELRKLGAEVEEGDDYITITSPTQLKHVAIDTYDDHRMAMCFSLVALSDTAVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P CT KTFPDYF  L    + 
Sbjct: 407 PKCTSKTFPDYFTKLEQLSR 426 
 
 
>ref|YP_003004662.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya zeae Ech1591] 
 gb|ACT07183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya zeae Ech1591] 
          Length = 429 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 225/442 (50%), Positives = 295/442 (66%), Gaps = 17/442 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GT+ LPGSKS+SNR LLLAAL++GTT + NLL+S+D+ +ML AL  LG 
Sbjct: 3   ESLTLQPISLINGTINLPGSKSVSNRALLLAALAKGTTHLTNLLDSDDIRHMLNALSALG 62 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            +VG G       A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 63  VEYRLSANRTECEIVGLGTPLT---ASAPLELFLGNAGTAMRPLAAALCLTEGD--IVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R++G  G  GG++ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGARIDYLEQENYPPLRLSG--GFQGGEISVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA+ D  I I  +L+S PY+++TL +ME FG+    +D +  F + G Q+Y+S 
Sbjct: 176 ALLMAAPLAVQDTRISIKGELVSKPYIDITLHMMETFGITVL-NDDYQTFVVAGNQQYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD+ FA+VLE MGA++ W +   
Sbjct: 235 PGHYLVEGDASSASYFLAAAAIRGGTVRVTGVGRNSVQGDILFADVLEKMGARIGWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETER 363 
           +           R  L AID++MN +PD AMT+A  ALFA+G  T +R++ +WRVKET+R 
Sbjct: 295 IECQ--------RGELHAIDMDMNHIPDAAMTIATAALFAEGGTTTLRNIYNWRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP +L    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 347 LAAMATELRKVGAEVEEGHDYIRITPPTQLKAAEIGTYNDHRMAMCFSLVALSDTPVTIL 406 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DP CT KTFPDYF  L    ++ 
Sbjct: 407 DPKCTAKTFPDYFQQLERLSQH 428 
 
 
>ref|ZP_07675781.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia sp. 
           5_7_47FAA] 
 gb|EFP65768.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ralstonia sp. 
           5_7_47FAA] 
          Length = 434 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 231/438 (52%), Positives = 295/438 (67%), Gaps = 19/438 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+K   GT+KLPGSKS+SNR+LLLA L++G TVV +LL+S+D   ML AL  LG 
Sbjct: 2   EHLDVGPLKTARGTIKLPGSKSISNRVLLLAVLAQGETVVRDLLDSDDTRVMLEALGKLG 61 
 
Query: 65  LSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +SVE   D A +   V G GG+FP + A     LF+GNAG A+R LTAA+   GG   Y  
Sbjct: 62  VSVEGLGDNAYR---VTGTGGRFPNKSA----DLFMGNAGTAIRPLTAALALQGGE--YT 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L GVPRM ERPIGDLV GL+Q+GA +D       PP+ ++         +++ G +SSQ+ 
Sbjct: 113 LHGVPRMHERPIGDLVDGLRQVGARIDYTGNEGYPPLAIHAAPVKIDAPIRVRGDVSSQF 172 
 
Query: 183 LSALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           L+ALLMA PL  + G+V IE++ +LIS PY+E+TL LM RFGV+    D W  F +  G  
Sbjct: 173 LTALLMALPLVESAGNVTIEVVGELISKPYIEITLNLMARFGVQVVR-DGWSSFTVPTGV 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+P   +VEGDASSASYFLA  A+ GG V VEG G +S+QGDV+FA+ L  MGA V   
Sbjct: 232 VYKAPGEIFVEGDASSASYFLAAGALGGGPVRVEGVGMSSIQGDVRFADALNRMGANVMA 291 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               + V G  R+  G+ H  A++++ N +PD AMTLAV ALFADG T + ++ASWRVKE 
Sbjct: 292 GGNWIEVRGVERDD-GKLH--AVELDCNHIPDAAMTLAVAALFADGTTTLTNIASWRVKE 348 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEV 418 
           T+R+ A+ TEL KLGA VEEG DY  +TPP +  + A  IDTYDDHRMAMAFSLAA   V 
Sbjct: 349 TDRLTAMATELRKLGAEVEEGADYIRVTPPSQWTLPAGGIDTYDDHRMAMAFSLAAFGPV 408 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
            V I DP C  KTFP+YF 
Sbjct: 409 SVRINDPRCVGKTFPEYF 426 
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>emb|CAA38417.1| unnamed protein product [Salmonella enterica subsp. enterica 
           serovar Typhi] 
          Length = 427 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 293/437 (67%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG  P+  A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGG--PLR-ASGTLELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA++D     + PP+R+ G  G  GG +++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDSLRQGGANIDYLEQENYPPLRLRG--GFIGGDIEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y  
Sbjct: 175 ALLMTAPLAPEDTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYH 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA   I GGTV V G G  S+QGD++FA+VL  MGA +TW +  
Sbjct: 233 SPGRYLVEGDASSASYFLAAGGIKGGTVKVTGIGGKSMQGDIRFADVLHKMGATITWGDD 292 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R 
Sbjct: 293 FIACT--------RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 345 LFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTIL 404 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 405 DPKCTAKTFPDYFEQLA 421 
 
 
>sp|Q93ED4.1|AROA_YERRU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAK97382.1|AF360730_1 5-enolpyruvylshikimate-3-phosphate synthase [Yersinia ruckeri] 
          Length = 427 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 293/436 (67%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+D+ +ML AL++LG 
Sbjct: 3   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTRLHNLLDSDDIRHMLNALKSLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        +  V G GG      A + ++LFLGNAG AMR L AA+    G +  VL  
Sbjct: 63  VNYRLSADRTQCDVDGLGGPLV---ADKTLELFLGNAGTAMRPLAAALCL--GYSDIVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPIG LV  L+  GA +D     + PP+R+ G  G  GG++ + GS+SSQ+L+ 
Sbjct: 118 GEERMKERPIGHLVDALEG-GAQIDYLEQENYPPLRIRG--GFRGGELTVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D  I I   L+S PY+++TL LM  FGV+  H + +  F+I+GGQ Y S 
Sbjct: 175 ALLMAAPLATQDTHIRIQGDLVSRPYIDITLHLMRSFGVEVTHQN-YQVFHIQGGQTYHS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGA + W +   
Sbjct: 234 PGEYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAIIHWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L+ ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
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Sbjct: 294 IECS--------RGELRDIDMDMNHIPDAAMTIATAALFAKGPTIIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  + PP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 SAMATELRKVGAEVEEGQDYIRVVPPAHLIAAEIGTYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           P CT KTFPDYF+ L+ 
Sbjct: 406 PKCTAKTFPDYFEQLA 421 
 
 
>ref|ZP_01115017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Reinekea sp. MED297] 
 gb|EAR08948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Reinekea sp. MED297] 
          Length = 437 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 223/437 (51%), Positives = 286/437 (65%), Gaps = 14/437 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  +K   G V +PGSKSLSNRILLLAAL  GTT + NLL+S+DV +ML AL+ LG+S   
Sbjct: 15  LPKLKRAQGEVTIPGSKSLSNRILLLAALCRGTTTITNLLDSDDVRHMLTALKQLGVSYT 74 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    + G GG        +++ LFLGNAG AMR L AA+    G  T+ L G  R 
Sbjct: 75  LSDDRTYCTLEGKGGPLAT---GQDISLFLGNAGTAMRPLAAALCI--GQGTFHLTGEER 129 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDL+  ++ LG DV+       PP+ +     L   K+++ GSISSQ+L+ALLM 
Sbjct: 130 MFERPIGDLIEAMRPLGIDVNYDGEPGYPPLTIRA-QSLKAAKLQIDGSISSQFLTALLM 188 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAPL    ++IE+I +L+S PY+++TL +M RFGV  E+ + +  F +   Q+Y+SP    
Sbjct: 189 AAPLLKSRIDIEVIGELVSKPYIDITLDVMARFGVTVENHN-YQTFTVPADQQYQSPGRI 247 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGDASSASYFLA  AI  G V V G GT S+QGDV+FAEVLE MGA V W+E  + V+ 
Sbjct: 248 QVEGDASSASYFLAAGAIGQGPVRVHGTGTASVQGDVRFAEVLEQMGANVNWSEHWIEVS 307 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
              R       L+A+D+++N +PD AMT+AV ALFADG T IR++ +WRVKET+R+ A+  
Sbjct: 308 ASQR-------LQAVDLDLNHIPDAAMTIAVAALFADGTTRIRNIYNWRVKETDRIHAMA 360 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            EL KLGA VEEG DY  ITPPE L   AIDTY+DHR+AM FSLAA     + I DPGCT 
Sbjct: 361 AELRKLGAEVEEGDDYLQITPPETLTPAAIDTYNDHRIAMCFSLAAFGTDGLVINDPGCT 420 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
            KTFPDYFD  ++     
Sbjct: 421 AKTFPDYFDRFASITDQ 437 
 
 
>ref|ZP_01237049.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           angustum S14] 
 gb|EAS62815.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           angustum S14] 
          Length = 426 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 225/435 (51%), Positives = 289/435 (66%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I LQPI +I+G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML  L+ LG 
Sbjct: 2   ESITLQPIAKINGEVNLPGSKSVSNRALLLAALATGTTRLTNLLDSDDIRHMLNGLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +  +      V G G  F      E ++L+LGNAG AMR L AA+   GG   +VL  
Sbjct: 62  VNYQLSEDKTVCEVEGLGRAF---SPNEPLELYLGNAGTAMRPLAAALCLGGGE--FVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA++      + PP+++ G G L GG+V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRSAGANITYLENENYPPLKIMGTG-LKGGEVEIDGSISSQFLT 175 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA  D  I I   L+S PY+++TL +M +FGV+ E+ + +  F ++G Q Y S 
Sbjct: 176 AFLMAAPLAQSDTVIRIKGDLVSKPYIDITLHIMAQFGVEVENRN-YQEFVVRGNQTYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+ L  MGA + W +   
Sbjct: 235 PGELLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSIQGDIQFADALAAMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              L A+D++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R+ 
Sbjct: 295 VIARC--------GDLSAVDMDFNHIPDAAMTIATTALFAKGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  I PP  L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGEDYITIVPPTTLQHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P CT KTFPDYFD L 
Sbjct: 407 PKCTSKTFPDYFDKL 421 
 
 
>ref|ZP_04946247.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia dolosa 
           AUO158] 
 gb|EAY69418.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia dolosa 
           AUO158] 
          Length = 434 
 
 Score =  415 bits (1067), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 227/442 (51%), Positives = 287/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALAKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D+     VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RDR--DTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGARIDYEQNAGYPPLRIRPATIAVDASIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G + +E+  +LIS PY+++T+RLMERFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGKIVVEVDGELISKPYIDITIRLMERFGVVVER-DGWQRFTVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA G + +R++ASWRVKET+R 
Sbjct: 297 EVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFASGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA+VEEG DY ++TPP  L    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGATVEEGADYLVVTPPAALTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_002897748.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           MSHR346] 
 gb|ACQ95462.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           MSHR346] 
          Length = 749 
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 Score =  415 bits (1066), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 229/439 (52%), Positives = 284/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 317 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 376 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 377 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 428 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 429 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 488 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 489 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 547 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 548 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 607 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AVVALFADGP+ +R++ SWRVK 
Sbjct: 608 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVVALFADGPSTLRNIGSWRVK 662 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 663 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 722 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 723 PVRINDPKCVGKTFPDYFD 741 
 
 
>ref|YP_002987848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya dadantii 
           Ech703] 
 gb|ACS86026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dickeya dadantii 
           Ech703] 
          Length = 429 
 
 Score =  415 bits (1066), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 225/442 (50%), Positives = 294/442 (66%), Gaps = 17/442 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQP+  ++GT+ LPGSKS+SNR LLLAAL+EGTT + NLL+S+DV +ML AL+ LG 
Sbjct: 3   ESLTLQPVSLVNGTINLPGSKSVSNRALLLAALAEGTTRLTNLLDSDDVRHMLNALKALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S           + G G  F   +  E ++LFLGNAG AMR LTAA+    G+   VL  
Sbjct: 63  VSYTLSDDRTVCEITGLGHAF---ETSERLELFLGNAGTAMRPLTAALCLTAGD--IVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG + + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAGIDYLEQENYPPLRLRG--GFVGGDISVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL +M+ FGV   +++ +  F I G Q Y++ 
Sbjct: 176 ALLMTAPLAPQDTRITIQGDLVSKPYIDITLHMMKAFGVDVTNAE-YRTFAIAGNQHYRA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGDV+FA+VLE MGA++ W +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIRGGTVRVTGVGRKSVQGDVRFADVLEKMGAQIRWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETER 363 
           +           R  L AID++MN +PD AMT+A  ALFA G  T +R++ +WRVKET+R 
Sbjct: 295 IECQ--------RGELHAIDMDMNHIPDAAMTIATTALFAQGGTTTLRNIYNWRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
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           + A+  EL K+GA VEEG DY  ITPP++L    I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 347 LAAMAIELRKVGAEVEEGHDYICITPPKQLQAAEIGTYNDHRMAMCFSLVALSDTPVTIL 406 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DP CT KTFPDYF  L    ++ 
Sbjct: 407 DPKCTAKTFPDYFQQLERLSRH 428 
 
 
>ref|YP_001981148.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellvibrio japonicus 
           Ueda107] 
 sp|B3PJM0.1|AROA_CELJU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACE85131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellvibrio japonicus 
           Ueda107] 
          Length = 428 
 
 Score =  415 bits (1066), Expect = e-114,   Method: Compositional matrix adjust. 
 Identities = 231/445 (51%), Positives = 289/445 (64%), Gaps = 25/445 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I L P     G V+LPGSKS+SNR LLLAAL++G T + +LL S+D   ML AL +LG 
Sbjct: 2   EFIDLAPSAHARGAVQLPGSKSISNRTLLLAALAQGETQIRDLLKSDDTDRMLEALTSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +++          +VG GG FP     +E  LFLGNAG A R LTAA+  +GG  TY L  
Sbjct: 62  VTL-TRTGENDYHLVGTGGSFP----HKEADLFLGNAGTAFRPLTAALAFSGG--TYKLH 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           GVPRM ERPIGDLV  L+Q+GAD+  +LG +  PP+ +        G +K+ G +SSQ+L 
Sbjct: 115 GVPRMHERPIGDLVDALRQVGADI-TYLGQEGFPPLLIKPAHIAAQGSIKIRGDVSSQFL 173 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMA P+   +  IE++ +LIS PY+E+TLRLM +FGV+ +  D W+RF +     Y  
Sbjct: 174 TALLMALPMTGKETHIELVSELISKPYIEITLRLMAQFGVEVQR-DGWERFTVPAASGYV 232 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT---- 299 
           SP   YVEGDASSASYFLA  A+ GG V V+G G  S+QGDV FA+ LE +G  +T     
Sbjct: 233 SPGTVYVEGDASSASYFLAAGALGGGPVRVQGVGAKSIQGDVAFADALEAIGVTITKGDN 292 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W E S      P+ P     LKA + + N +PD AMTLAVVALF DGP+ + ++ASWRVK 
Sbjct: 293 WIEASA-----PQLP-----LKAFNRDFNHIPDAAMTLAVVALFCDGPSRLTNIASWRVK 342 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL KLGA VEEG D+  +TP   LN    IDTYDDHRMAM FSLA    V 
Sbjct: 343 ETDRIAAMATELRKLGAIVEEGEDWLQVTPVPTLNAQVPIDTYDDHRMAMCFSLATFGGV 402 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFV 443 
           PV I DP CT KTFP YFDV S  V 
Sbjct: 403 PVRINDPQCTAKTFPTYFDVFSQVV 427 
 
 
>ref|YP_718825.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus somnus 
           129PT] 
 sp|Q0I320.1|AROA_HAES1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI24890.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus somnus 
           129PT] 
          Length = 432 
 
 Score =  414 bits (1065), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 231/444 (52%), Positives = 292/444 (65%), Gaps = 17/444 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ YML AL+ LG 
Sbjct: 2   EKLTLSPISRIDGEINLPGSKSLSNRALLLAALAKGTTQVTNLLDSDDIRYMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           ++ +        VV G GG F  ++    + LFLGNAG AMR L AA+   G   + V L 
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Sbjct: 62  VNYQLSDDKTVCVVEGIGGAFQWQNG---LSLFLGNAGTAMRPLAAALCLKGDTESEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA++        PP+ +    G+ GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQTGANIQYLENEGYPPLAIRN-QGIFGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPL  GD+EIEI+ +L+S PY+++TL +M+ FG+  EH + + RF IKG Q Y  
Sbjct: 178 TALLMAAPLGEGDMEIEILGELVSKPYIDITLAMMKDFGINVEHYN-YQRFLIKGKQYYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA AAI G  V V G G  S+QGD  FA+VL  MGAKVTW E  
Sbjct: 237 SPQTYLVEGDASSASYFLAAAAIKG-KVKVTGIGRNSIQGDRLFADVLAQMGAKVTWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V         +  LK ID++MN +PD AMT+A+ ALFA G T IR++ +WRVKET+R 
Sbjct: 296 FIQVE--------KSELKGIDMDMNHIPDAAMTIAITALFAQGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + AI TEL KLGA VEEG D+  I P   +K     I TY+DHR+AM FSL A ++  VT 
Sbjct: 348 LTAIATELRKLGAEVEEGEDFIRIQPLALDKFKHAEIATYNDHRIAMCFSLIALSDTSVT 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I DP CT KTFP YF       KN 
Sbjct: 408 ILDPACTAKTFPTYFSEFEKISKN 431 
 
 
>ref|ZP_03611660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus minor 
           202] 
 gb|EEF16122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus minor 
           202] 
          Length = 432 
 
 Score =  414 bits (1064), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 229/439 (52%), Positives = 291/439 (66%), Gaps = 17/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLNPISRIEGEINLPGSKSLSNRALLLAALAQGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           +  E         V G GG F  ++    + LFLGNAG AMR LTAA+   G   A  VL 
Sbjct: 62  VKYELSADKTICTVEGVGGAFQWQNG---LSLFLGNAGTAMRPLTAALCLKGKEEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA +        PPV +   G L G KVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAQIQYLENEGYPPVAIRNTG-LTGDKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEII +L+S PY+++TL +M+ FGV   H + +  F++KG Q Y  
Sbjct: 178 TALLMSAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVTVSHQN-YQTFFVKGQQSYV 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPEKYMVEGDASSASYFLAAGAIKG-NVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGELKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I P   ++     I+TY+DHR+AM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIRIQPLALDQFQHAEIETYNDHRVAMCFSLVALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I DP CT KTFP YFD L+ 
Sbjct: 408 ILDPKCTAKTFPTYFDELA 426 
 
 
>ref|YP_001784296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus somnus 
           2336] 
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 sp|B0UT47.1|AROA_HAES2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACA32650.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus somnus 
           2336] 
          Length = 432 
 
 Score =  414 bits (1064), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 231/444 (52%), Positives = 292/444 (65%), Gaps = 17/444 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ YML AL+ LG 
Sbjct: 2   EKLTLSPISRIDGEINLPGSKSLSNRALLLAALAKGTTQVTNLLDSDDIRYMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           ++ +        VV G GG F  ++    + LFLGNAG AMR L AA+   G   + V L 
Sbjct: 62  VNYQLSDDKTVCVVEGIGGAFQWQNG---LSLFLGNAGTAMRPLAAALCLKGDTESEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA++        PP+ +    G+ GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQTGANIQYLENDGYPPLAIRN-QGIFGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPL  GD+EIEI+ +L+S PY+++TL +M+ FG+  EH + + RF IKG Q Y  
Sbjct: 178 TALLMAAPLGEGDMEIEILGELVSKPYIDITLAMMKDFGINVEHYN-YQRFLIKGKQYYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA AAI G  V V G G  S+QGD  FA+VL  MGAKVTW E  
Sbjct: 237 SPQTYLVEGDASSASYFLAAAAIKG-KVKVTGIGRNSIQGDRLFADVLAQMGAKVTWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V         +  LK ID++MN +PD AMT+A+ ALFA G T IR++ +WRVKET+R 
Sbjct: 296 FIQVE--------KSELKGIDMDMNHIPDAAMTIAITALFAQGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + AI TEL KLGA VEEG D+  I P   +K     I TY+DHR+AM FSL A ++  VT 
Sbjct: 348 LTAIATELRKLGAEVEEGEDFIRIQPLALDKFKHAEIATYNDHRIAMCFSLIALSDTSVT 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I DP CT KTFP YF       KN 
Sbjct: 408 ILDPACTAKTFPTYFSEFEKISKN 431 
 
 
>ref|ZP_04902010.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           S13] 
 gb|EDS85022.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           S13] 
          Length = 749 
 
 Score =  414 bits (1063), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 229/439 (52%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAALSEG T V NLL+S+D   ML AL  LG 
Sbjct: 317 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALSEGETTVTNLLDSDDTRVMLDALTKLG 376 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 377 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 428 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 429 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 488 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 489 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 547 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
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           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 548 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 607 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 608 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 662 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 663 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 722 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 723 PVRINDPKCVGKTFPDYFD 741 
 
 
>ref|ZP_02889490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria IOP40-10] 
 gb|EDT04925.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria IOP40-10] 
          Length = 434 
 
 Score =  414 bits (1063), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 230/447 (51%), Positives = 288/447 (64%), Gaps = 30/447 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAINGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSISSQYL 183 
           M ERPIGDLV GL+Q+GA +D       PP+R+      PG       +++ G +SSQ+L 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIK-----PGTIAVDAPIRVRGDVSSQFL 172 
 
Query: 184 SALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +ALLM  PL     G   +EI  +LIS PY+++T+RLMERFGV  E  D W RF +  G  
Sbjct: 173 TALLMTLPLVKAKDGRTVVEIDGELISKPYIDITIRLMERFGVTVER-DGWQRFVVPAGV 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA V+  
Sbjct: 232 RYRSPGRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVSM 291 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            +  + V G      G  H  L  ID++ N +PD AMT+AVVALFA G + +R++ASWRV 
Sbjct: 292 GDNWIEVRG-----IGHDHGKLDPIDMDFNLIPDAAMTIAVVALFASGTSTLRNIASWRV 346 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAE 417 
           KET+R+ A+ TEL K+GA VEEG DY ++TPP++L    AIDTYDDHRMAM FSL +    
Sbjct: 347 KETDRIAAMATELRKVGAIVEEGADYLVVTPPQRLTPNAAIDTYDDHRMAMCFSLVSLGG 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           VPV I DP C  KTFPDYFD  +   K 
Sbjct: 407 VPVRINDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_284501.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Dechloromonas aromatica RCB] 
 gb|AAZ46031.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dechloromonas 
           aromatica RCB] 
          Length = 643 
 
 Score =  413 bits (1062), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 232/434 (53%), Positives = 287/434 (66%), Gaps = 26/434 (5%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SGTV+LPGSKS+SNR+LLLAALS G T V +LL S+D   ML AL+ LG+ V+     +  
Sbjct: 13  SGTVRLPGSKSISNRVLLLAALSGGETEVRDLLGSDDTERMLEALKALGVGVQ-HLGGEN 71 
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Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             + GCGG FPV+    +++LFLGNAG A R LTAA+  AGG+  YVL GV RM ERPIG 
Sbjct: 72  WSIKGCGGHFPVK----QIELFLGNAGTAFRPLTAALALAGGD--YVLKGVARMHERPIG 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           DLV GL+QLGAD+  +LG +  PP+ +     LP G V + G +SSQ+L+ LLMA PL   
Sbjct: 126 DLVDGLRQLGADI-TYLGNEGFPPLHLKPASILPNGVVTVRGDVSSQFLTGLLMALPLTG 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             V +E++ +LIS PY+E+TL  M RFGV  E  + W RF +  G +Y SP   +VEGDA 
Sbjct: 185 ETVVVEVLGELISKPYIEITLATMARFGVIVER-EGWQRFTVLAGSRYVSPGTIFVEGDA 243 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV----TWTETSVTVTGP 310 
           SSASYFLA  AI GG V VEG G  S+QGDVKFAE L  MGA++     W E      G  
Sbjct: 244 SSASYFLALGAIGGGPVRVEGVGRDSIQGDVKFAEALVKMGAQIEMGPNWMEARAPQAG- 302 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                    L A+D++ N +PD AMTLA  ALFA G T +R++ASWRVKET+R+ A+ TE 
Sbjct: 303 ---------LVAVDLDCNHIPDAAMTLATTALFAKGTTTLRNIASWRVKETDRIAAMATE 353 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L KLGA V+EG DY  +TP + L   AIDTYDDHRMAM FSLAA    P+ I DP C  K 
Sbjct: 354 LRKLGAVVDEGDDYIRVTPAD-LKPAAIDTYDDHRMAMCFSLAAFG-TPLRINDPKCVAK 411 
 
Query: 431 TFPDYFDVLSTFVK 444 
           TFPDYF+  +   K 
Sbjct: 412 TFPDYFERFAGVTK 425 
 
 
>ref|ZP_07396143.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Candidatus Regiella 
           insecticola LSR1] 
 gb|EFL91171.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Candidatus Regiella 
           insecticola LSR1] 
          Length = 429 
 
 Score =  413 bits (1062), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 224/439 (51%), Positives = 296/439 (67%), Gaps = 17/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTVKLPGSKS+SNR+LLLAAL+ GTT +DNLL+S+D  +ML AL TLG 
Sbjct: 3   ESLRLQPIPLINGTVKLPGSKSISNRVLLLAALASGTTQIDNLLDSDDTRHMLKALTTLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +       A +  + G  G    +  K   +LFLGNAG  +R LTA +    GN+  +L  
Sbjct: 63  VKYRLSADATQCEIDGLSGLMHTDKGK---KLFLGNAGTVLRPLTAILCL--GNSEVILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG + L GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQHNYPPLRLKG--GFSGGTLTLDGSLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+AAPLA+ D +I+I   L+S PY+++TL LM+ FGV+    + +  FYIKG Q Y+S 
Sbjct: 176 ALLLAAPLAIQDTDIQIQGNLVSKPYIDITLHLMKIFGVEVRRKN-YQHFYIKGRQTYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           PK  ++EGDASSASYFLA AAI GG V V+G G  S+QGD++FA VL+ MGA + W +   
Sbjct: 235 PKKYWIEGDASSASYFLAAAAIKGGKVRVKGIGKKSIQGDIEFANVLQRMGATIHWHDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           R  L+ ID++MN  PDVAMTLA+ ALFA G T IR++ +WR+KET+R+ 
Sbjct: 295 IECC--------RGQLQGIDIDMNHTPDVAMTLAITALFATGSTTIRNIYNWRIKETDRI 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+ TEL K+GA V  G D+  I PP+KL   T I+TY+DHRMAM FSL A ++ P+TI  
Sbjct: 347 YAMTTELEKVGAKVMAGKDHICIVPPQKLIFTTKINTYNDHRMAMCFSLLALSDNPITIL 406 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           +P C  KTFPDYF  L+   
Sbjct: 407 NPNCVTKTFPDYFHNLTAL 425 
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>ref|ZP_01160582.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Photobacterium sp. SKA34] 
 gb|EAR55730.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Photobacterium sp. SKA34] 
          Length = 426 
 
 Score =  413 bits (1062), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 226/435 (51%), Positives = 290/435 (66%), Gaps = 15/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I LQPI +I+G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML  L+ LG 
Sbjct: 2   ESITLQPIAKINGEVNLPGSKSVSNRALLLAALATGTTRLANLLDSDDIRHMLNGLKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++ +  +      V G G  F   D+   ++L+LGNAG AMR L AA+   GG   +VL  
Sbjct: 62  VNYKLSEDKTVCEVEGLGRAFSPNDS---LELYLGNAGTAMRPLAAALCLGGGE--FVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA++      + PP+++ G G L GG+V++ GSISSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRGAGANITYLENENYPPLKIIGTG-LKGGEVEIDGSISSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A LMAAPLA  D  I I   L+S PY+++TL +M +FGV+ E+ + +  F ++G Q Y S 
Sbjct: 176 AFLMAAPLAQADTVIRIKGDLVSKPYIDITLHIMAQFGVEVENRN-YQEFVVRGKQIYVS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  S+QGD+KFA+ L  MGA + W +   
Sbjct: 235 PGELLVEGDASSASYFLAAAAIKGGEVKVTGIGKKSIQGDIKFADALAAMGADIEWGDDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V              L A+D++ N +PD AMT+A  ALFA G T+IR+V +WRVKET+R+ 
Sbjct: 295 VIARC--------GDLSAVDMDFNHIPDAAMTIATTALFAKGTTSIRNVYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG DY  I PP  L   AIDTYDDHRMAM FSL A ++ PVTI D 
Sbjct: 347 AAMATELRKVGAEVEEGDDYITIVPPTTLQHAAIDTYDDHRMAMCFSLVALSDTPVTIND 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P CT KTFPDYFD L 
Sbjct: 407 PKCTSKTFPDYFDKL 421 
 
 
>gb|ABA50570.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1710b] 
          Length = 714 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 282 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 341 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 342 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 393 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 394 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 453 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 454 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 512 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 513 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 572 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
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           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 573 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 627 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 628 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 687 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 688 PVRINDPKCVGKTFPDYFD 706 
 
 
>emb|CAH36524.1| putative bifunctional protein: 3-phosphoshikimate 
           1-carboxyvinyltransferase/prephenate dehydrogenase 
           [Burkholderia pseudomallei K96243] 
          Length = 753 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 321 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 380 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 381 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 432 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 433 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 492 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 493 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 551 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 552 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 611 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 612 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 666 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 667 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 726 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 727 PVRINDPKCVGKTFPDYFD 745 
 
 
>ref|YP_001856979.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia phymatum 
           STM815] 
 sp|B2JF04.1|AROA_BURP8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACC69933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia phymatum 
           STM815] 
          Length = 434 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 226/439 (51%), Positives = 286/439 (65%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EHLDLGPFSRASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  + D      VV G  G  P   A     LFLGNAG A+R LTAA+   GG+  Y +  
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Sbjct: 62  VKFKRD--GDTCVVTGTRGALPAARA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAKIDYEENEGFPPLRIRPAQISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G+  +E+  +LIS PY+E+T+RLMERFG+K E    W+RF I  G + 
Sbjct: 174 ALLMTLPLVKTESGETIVEVSGELISKPYIEITIRLMERFGIKVERF-GWERFTIPSGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YQSPGKIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFATALMKMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG T +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----VGNDHGKLDPIDMDFNLIPDAAMTIAVAALFADGTTTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL+K+GA V+ G D+ ++TPPE+L    AIDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELSKVGAKVQAGEDFLVVTPPEQLTPNAAIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYF+ 
Sbjct: 408 PVRINDPKCVGKTFPDYFE 426 
 
 
>ref|ZP_04814100.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1106b] 
 ref|ZP_04898518.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           Pasteur 52237] 
 ref|ZP_04950382.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1710a] 
 ref|YP_001059903.2| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           668] 
 gb|EDO95605.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           Pasteur 52237] 
 gb|EES24725.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1106b] 
 gb|EET07401.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1710a] 
 gb|ABN83250.2| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           668] 
          Length = 753 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 321 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 380 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 381 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 432 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 433 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 492 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 493 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 551 
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Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 552 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 611 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 612 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 666 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 667 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 726 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 727 PVRINDPKCVGKTFPDYFD 745 
 
 
>ref|YP_109113.2| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           K96243] 
 ref|YP_334375.2| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1710b] 
          Length = 673 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 241 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 300 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 301 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 352 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 353 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 412 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 413 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 471 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 472 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 531 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 532 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 586 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 587 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 646 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 647 PVRINDPKCVGKTFPDYFD 665 
 
 
>ref|YP_001067192.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1106a] 
 ref|ZP_01763882.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           305] 
 ref|ZP_03793382.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           Pakistan 9] 
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 gb|ABN90360.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1106a] 
 gb|EBA50896.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           305] 
 gb|EEH26009.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           Pakistan 9] 
          Length = 749 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 317 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 376 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 377 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 428 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 429 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 488 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 489 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 547 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 548 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 607 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 608 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 662 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 663 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 722 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 723 PVRINDPKCVGKTFPDYFD 741 
 
 
>ref|YP_102243.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei ATCC 
           23344] 
 gb|AAU48805.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei ATCC 
           23344] 
          Length = 673 
 
 Score =  413 bits (1061), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 241 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 300 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 301 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 352 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 353 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 412 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
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           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 413 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 471 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 472 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 531 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 532 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 586 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 587 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 646 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 647 PVRINDPKCVGKTFPDYFD 665 
 
 
>ref|ZP_04963077.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           406e] 
 gb|EDO82684.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           406e] 
          Length = 740 
 
 Score =  412 bits (1060), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 308 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 367 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 368 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 419 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 420 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 479 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 480 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 538 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 539 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 598 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 599 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 653 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 654 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 713 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 714 PVRINDPKCVGKTFPDYFD 732 
 
 
>ref|ZP_03452380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
 gb|EEC36304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
          Length = 749 
 
 Score =  412 bits (1060), Expect = e-113,   Method: Compositional matrix adjust. 
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 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 317 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 376 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 377 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 428 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 429 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 488 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 489 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 547 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 548 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 607 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 608 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 662 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 663 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 722 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 723 PVRINDPKCVGKTFPDYFD 741 
 
 
>ref|ZP_04887685.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1655] 
 gb|EDU08669.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           1655] 
          Length = 749 
 
 Score =  412 bits (1060), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 317 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 376 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 377 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 428 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 429 GVPRMHERPIGDLVDGLRQVGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 488 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 489 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 547 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 548 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 607 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 608 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 662 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
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           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 663 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 722 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 723 PVRINDPKCVGKTFPDYFD 741 
 
 
>gb|ACO92617.1| AroA [Edwardsiella tarda] 
          Length = 428 
 
 Score =  412 bits (1060), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 222/438 (50%), Positives = 283/438 (64%), Gaps = 16/438 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L P++  SG + LPGSKS+SNR LLLAA + G T + NLL+S+DV YML AL+ LG+  
Sbjct: 5   LTLHPVRRFSGEINLPGSKSVSNRALLLAAQARGVTRLHNLLDSDDVRYMLDALKALGVR 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +      R  V G GG      A   + LFLGNAG AMR L AA++   G    +L G  
Sbjct: 65  YQLSDCHTRCEVQGLGGTLSAHGA---LTLFLGNAGTAMRPLAAALSL--GQRDVILTGE 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM+ERPI  LV  L+Q GA VD       PPVR+ G  G  GG + + GS SSQ+L+AL 
Sbjct: 120 PRMKERPIAHLVTALRQGGAHVDYLESDGYPPVRLRG--GFNGGDISVDGSASSQFLTAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAP+A  +  I I+ +L+S PY+ +TL +M  FGV+ EH  ++  F ++GGQ Y++P  
Sbjct: 178 LMAAPMAAEETRITILGELVSKPYIAITLAMMRTFGVEVEHH-AYRHFVVRGGQTYQAPG 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLAGAAI GGTV V G G  S+QGD+ FA+ LE MGA + W +  +  
Sbjct: 237 DYLVEGDASSASYFLAGAAIAGGTVRVTGIGRHSMQGDIHFADALEKMGAHIEWGDDYIA 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            T        R  L  ID++MN +PD AMTLA  ALFA GPT +R++ +WRVKET+R+ A 
Sbjct: 297 CT--------RDSLHGIDMDMNAIPDAAMTLATTALFATGPTTLRNIYNWRVKETDRLAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  EL K+GA VEEGPD+  I PP +L    I TY+DHRMAM FSL A ++ PVTI DPG 
Sbjct: 349 MACELQKVGAVVEEGPDFLRIEPPAQLRAAQIATYNDHRMAMCFSLVALSDTPVTICDPG 408 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           CT KT PDYF   S     
Sbjct: 409 CTAKTLPDYFSQFSALCH 426 
 
 
>ref|ZP_02905400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MEX-5] 
 gb|EDT43480.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MEX-5] 
          Length = 434 
 
 Score =  412 bits (1059), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 227/442 (51%), Positives = 285/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAINGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIKPAAIAVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +EI  +LIS PY+++T+RLMERFGV  E  D W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGRTVVEIDGELISKPYIDITIRLMERFGVTVER-DGWQRFVVPAGVRYRSP 236 
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Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA V+  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVSMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L  ID++ N +PD AMT+AV ALFA G + +R++ASWRVKET+R 
Sbjct: 297 EVRG-----IGHDHGKLDPIDMDFNLIPDAAMTIAVAALFASGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA VEEG DY ++TPP++L    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGAIVEEGADYLVVTPPQQLTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|YP_001341243.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinomonas sp. 
           MWYL1] 
 sp|A6VXX9.1|AROA_MARMS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR71308.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinomonas sp. 
           MWYL1] 
          Length = 425 
 
 Score =  412 bits (1059), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 223/435 (51%), Positives = 297/435 (68%), Gaps = 16/435 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L P+ + +G +++PGSKSLSNRILLLA L++GTT + NLL+S+D+  ML +L  LG+S 
Sbjct: 4   ITLGPLSKANGEIQIPGSKSLSNRILLLATLAKGTTKITNLLDSDDIRRMLESLTKLGVS 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
              +      V+ G GG  P++   +   LFLGNAG AMR LTAA+    G   ++L G  
Sbjct: 64  YSLEDNGTTCVLEGLGG--PIQ--ADFGDLFLGNAGTAMRPLTAALCL--GKGEFLLHGE 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM ERPIGDLV  L+ LG D+      + PP+R+    GL GG+V + G+ISSQ+L+A+ 
Sbjct: 118 PRMHERPIGDLVDALQALGVDITYEGEKNYPPLRIKA-NGLSGGEVSIKGNISSQFLTAI 176 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM+APLA  D+ I++  +L+S PY+++TL  M++FGV+ E+ + +  F +KG Q Y+SP  
Sbjct: 177 LMSAPLAKSDLTIKVDGELVSKPYIDITLHAMKQFGVEVENQN-YQAFVVKGQQTYQSPG 235 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              VEGDASSASYFLA AAI GG + V G GT S+QGDVKFA+VL  MGAK+T+       
Sbjct: 236 EIMVEGDASSASYFLAAAAIAGGKIKVHGVGTDSVQGDVKFADVLAQMGAKITY------ 289 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
             GP      R  L  ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ A 
Sbjct: 290 --GPSWIEAERNELNGIDMDMNHIPDAAMTIATTALFAKGPTTIRNIYNWRVKETDRLYA 347 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           + TEL KLGA V EG D+  +TP   L   AIDTY+DHR+AM FSL A ++ PVTI DPG 
Sbjct: 348 MATELKKLGADVIEGKDFITVTPVANLKHAAIDTYNDHRIAMCFSLVAFSDTPVTINDPG 407 
 
Query: 427 CTRKTFPDYFDVLST 441 
           CT KTFP YF++ +T 
Sbjct: 408 CTSKTFPTYFELFNT 422 
 
 
>ref|YP_993876.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei SAVP1] 
 ref|YP_001026939.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei NCTC 
           10229] 
 ref|YP_001079774.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei NCTC 
           10247] 
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 ref|ZP_00441668.2| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei GB8 horse 
           4] 
 ref|ZP_04819907.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei PRL-20] 
 ref|ZP_04883315.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei ATCC 
           10399] 
 ref|ZP_04910287.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei FMH] 
 ref|ZP_04915255.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei JHU] 
 ref|ZP_04976308.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei 
           2002721280] 
 gb|ABM49601.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei SAVP1] 
 gb|ABN03887.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei NCTC 
           10229] 
 gb|ABO07042.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei NCTC 
           10247] 
 gb|EDK52519.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei FMH] 
 gb|EDK57852.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei JHU] 
 gb|EDK87183.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei 
           2002721280] 
 gb|EDP87669.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei ATCC 
           10399] 
 gb|EEP87569.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei GB8 horse 
           4] 
 gb|EES46409.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia mallei PRL-20] 
          Length = 749 
 
 Score =  412 bits (1059), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 317 EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 376 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 377 VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 428 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 429 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 488 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 489 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 547 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 548 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 607 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 608 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 662 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 663 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 722 
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Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 723 PVRINDPKCVGKTFPDYFD 741 
 
 
>ref|ZP_02403904.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           DM98] 
 ref|ZP_02448541.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 91] 
 ref|ZP_02472272.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           B7210] 
 ref|ZP_02490944.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           NCTC 13177] 
 ref|ZP_02499079.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           112] 
          Length = 434 
 
 Score =  412 bits (1058), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 2   EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 62  VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 174 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 408 PVRINDPKCVGKTFPDYFD 426 
 
 
>ref|ZP_03268141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           H160] 
 gb|EEA00283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           H160] 
          Length = 434 
 
 Score =  411 bits (1057), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 224/446 (50%), Positives = 290/446 (65%), Gaps = 20/446 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    +GTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRAAGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLEALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
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           + ++ D      VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLKRD--GDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAKIDYEQNEGFPPLRIRPAQIAADAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LLM  PL   A G   +++  +LIS PY+E+TL+LMERFG+K E    W +F +  GQ+ 
Sbjct: 174 SLLMTLPLLRTASGVTTVQVDGELISKPYIEITLKLMERFGIKVERH-GWHQFVVPAGQR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA+ L  MGA V    
Sbjct: 233 YQSPGAIMVEGDASSASYFLAAGALGGGPLKVEGVGRASIQGDVGFADALIKMGANVQMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG T +R++ASWRVK 
Sbjct: 293 DDWIEVRG-----VGNDHGKLDPIDMDFNLIPDAAMTIAVAALFADGTTTLRNIASWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA V+EG D+ ++TPPEKL    AIDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGAKVQEGEDFLVVTPPEKLIPNAAIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           P+ I DP C  KTFPDYF+  +   + 
Sbjct: 408 PIRINDPKCVGKTFPDYFERFTALAQ 433 
 
 
>ref|YP_002933862.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative 
           [Edwardsiella ictaluri 93-146] 
 sp|Q9X4H2.1|AROA_EDWI9 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAD28375.1|AF110153_2 5-enolpyruvoylshikimate-3-phosphate synthase [Edwardsiella ictaluri 
           93-146] 
 gb|ACR69627.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative 
           [Edwardsiella ictaluri 93-146] 
          Length = 428 
 
 Score =  411 bits (1057), Expect = e-113,   Method: Compositional matrix adjust. 
 Identities = 223/438 (50%), Positives = 288/438 (65%), Gaps = 16/438 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + LQP++  SG + LPGSKS+SNR LLLAA + G T + NLL+S+DV YML AL+ LG+  
Sbjct: 5   LTLQPVRRFSGEINLPGSKSVSNRALLLAAQARGVTRLHNLLDSDDVRYMLDALKALGVR 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +      R  V G GG      A   + LFLGNAG AMR L AA++   G    +L G  
Sbjct: 65  YQLSDCRTRCEVQGLGGTLSAHGA---LTLFLGNAGTAMRPLAAALSL--GLRDVILTGE 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM+ERPI  LV  L+Q GA VD       PPVR++G  G  GG++ + GS+SSQ+L+AL 
Sbjct: 120 PRMKERPIAHLVTALRQGGAQVDYLESDGYPPVRLHG--GFNGGEISVDGSVSSQFLTAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAP+A  +  I I+ +L+S PY+ +TL +M  FGV+ E + ++  F ++GGQ Y++P  
Sbjct: 178 LMAAPMAAEETRITILGELVSKPYIAITLAMMRAFGVEVE-NHAYRHFVVRGGQVYQAPS 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLAGAAI GGTV V G G  S+QGD+ FA+VLE MGA+V W    +  
Sbjct: 237 DYLVEGDASSASYFLAGAAIAGGTVRVTGIGRHSMQGDIHFADVLEKMGAQVEWGNDYIA 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            T        R  L  ID++MN +PD AMT+A  ALFA GPT +R++ +WRVKET+R+ A 
Sbjct: 297 CT--------RDSLHGIDMDMNAIPDAAMTIATTALFAKGPTTLRNIYNWRVKETDRLAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           + +EL K+GA VEEG D+  I PP +L    I TY+DHRMAM FSL A +  PVTI DPG 
Sbjct: 349 MASELRKVGAVVEEGTDFLRIEPPAQLQAAQIATYNDHRMAMCFSLVALSGTPVTICDPG 408 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
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           CT KTFPDYF   S     
Sbjct: 409 CTAKTFPDYFRQFSALCH 426 
 
 
>ref|ZP_02482755.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           7894] 
 ref|ZP_02507070.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 
           BCC215] 
          Length = 434 
 
 Score =  411 bits (1057), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 228/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 2   EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG   Y +  
Sbjct: 62  VKLSRDGGT--CVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQVGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 174 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 408 PVRINDPKCVGKTFPDYFD 426 
 
 
>gb|AAT45242.1| 5-enol-pyruvylshikimate-phosphate synthase [Plantago lanceolata] 
          Length = 265 
 
 Score =  411 bits (1056), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 222/265 (83%), Positives = 240/265 (90%), Gaps = 1/265 (0%) 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           LRTLGL VE DKA +RA V GCGG FPV +++K+E+QLFLGNAG AMR LTAAV AAGG+ 
Sbjct: 1   LRTLGLDVEEDKANQRATVGGCGGLFPVSKESKDEIQLFLGNAGTAMRPLTAAVVAAGGD 60 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           ATYVLDGVPRMRERPIGDLV GLKQLGAD+DCFLGT CPPVRV G GGLPGGKVKLSGSI 
Sbjct: 61  ATYVLDGVPRMRERPIGDLVTGLKQLGADIDCFLGTKCPPVRVIGKGGLPGGKVKLSGSI 120 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQYL+ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LMERFGV  EH+DSWDRF ++G 
Sbjct: 121 SSQYLTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMERFGVYVEHTDSWDRFLVRG 180 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           GQKYKSP  AYVEGDASSASYFLAGAA+TGGTVTVEGCGT+SLQGDVKFAEVLE MGA+V 
Sbjct: 181 GQKYKSPGKAYVEGDASSASYFLAGAAVTGGTVTVEGCGTSSLQGDVKFAEVLEKMGAEV 240 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAI 323 
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           TWTE SVTV GPPR   GRKHL+AI 
Sbjct: 241 TWTENSVTVKGPPRNSSGRKHLRAI 265 
 
 
>ref|YP_002468613.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Tuc7 (Acyrthosiphon pisum)] 
 sp|B8D7K3.1|AROA_BUCAT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACL30118.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Tuc7 (Acyrthosiphon pisum)] 
          Length = 427 
 
 Score =  411 bits (1056), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 214/433 (49%), Positives = 291/433 (67%), Gaps = 17/433 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++GTV LPGSKS+SNR+LLL+++++GTT + NLLNS D  +ML AL+ LG+    
Sbjct: 7   LKPISHVNGTVCLPGSKSISNRVLLLSSIAKGTTCLTNLLNSHDTQHMLNALKKLGVRYN 66 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                K   V G GG F + +A   + L+LGNAG A+R L + ++    N   +L+G  R 
Sbjct: 67  LSDDKKTCHVQGIGGPFHLSEA---ISLYLGNAGTAIRPLLSVLSLHKNNI--LLNGDDR 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L Q GA ++       PP+   G  G  GG + L+G+ISSQ+L++LL+ 
Sbjct: 122 MHERPIGDLVDALIQGGAVIEYKKNKGYPPICTKG--GFLGGSIFLNGNISSQFLTSLLI 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           + PLAL D  I I   L+S PY+++TL L++ FGV  EH DS++ FYIKG Q+YK+P    
Sbjct: 180 STPLALKDTTIFIKGNLVSKPYIDITLNLIKIFGVNIEH-DSYNVFYIKGKQQYKTPGKY 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +EGDASSASYFLA AAI GG+V V G G  S+QGD++FA +LE MGA + W + S+T T 
Sbjct: 239 TIEGDASSASYFLAAAAIKGGSVKVTGVGKKSIQGDIEFANILEKMGATIFWEDYSITCT 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   R  L AID++MN +PD AMT+A++ALF+ G T IR++ +WRVKET+R+ A+  
Sbjct: 299 --------RNKLNAIDLDMNHIPDAAMTVAILALFSKGTTIIRNIYNWRVKETDRLSAMT 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            EL K+GA VEEG D+  I+PP     ++I+TY+DHRMAM FSL + + V V I +P C  
Sbjct: 351 IELRKIGAIVEEGRDFLSISPPIFFQYSSIETYNDHRMAMCFSLISLSGVGVNILNPNCI 410 
 
Query: 429 RKTFPDYF-DVLS 440 
            KTFP YF D LS 
Sbjct: 411 SKTFPSYFKDFLS 423 
 
 
>gb|ADP66703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. TLW03 (Acyrthosiphon pisum)] 
          Length = 427 
 
 Score =  411 bits (1056), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 214/433 (49%), Positives = 291/433 (67%), Gaps = 17/433 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++GTV LPGSKS+SNR+LLL+++++GTT + NLLNS D  +ML AL+ LG+    
Sbjct: 7   LKPISHVNGTVCLPGSKSISNRVLLLSSIAKGTTCLTNLLNSHDTQHMLNALKKLGVRYN 66 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                K   V G GG F + +A   + L+LGNAG A+R L + ++    N   +L+G  R 
Sbjct: 67  LSDDKKTCHVQGIGGPFHLSEA---ISLYLGNAGTAIRPLLSVLSLHKNNI--LLNGDDR 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L Q GA ++       PP+   G  G  GG + L+G+ISSQ+L++LL+ 
Sbjct: 122 MHERPIGDLVDALIQGGAVIEYKKNKGYPPICTKG--GFLGGSIFLNGNISSQFLTSLLI 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           + PLAL D  I I   L+S PY+++TL L++ FGV  EH DS++ FYIKG Q+YK+P    
Sbjct: 180 STPLALKDTTIFIKGNLVSKPYIDITLNLIKIFGVNIEH-DSYNVFYIKGKQQYKTPGKY 238 
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Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +EGDASSASYFLA AAI GG+V V G G  S+QGD++FA +LE MGA + W + S+T T 
Sbjct: 239 TIEGDASSASYFLAAAAIKGGSVKVTGVGKKSIQGDIEFANILEKMGATIFWEDYSITCT 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   R  L AID++MN +PD AMT+A++ALF+ G T IR++ +WRVKET+R+ A+  
Sbjct: 299 --------RNKLNAIDLDMNHIPDAAMTVAILALFSKGTTIIRNIYNWRVKETDRLSAMT 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            EL K+GA VEEG D+  I+PP     ++I+TY+DHRMAM FSL + + V V I +P C  
Sbjct: 351 IELRKIGAIVEEGRDFLSISPPIFFQYSSIETYNDHRMAMCFSLISLSGVGVNILNPNCI 410 
 
Query: 429 RKTFPDYF-DVLS 440 
            KTFP YF D LS 
Sbjct: 411 SKTFPSYFKDFLS 423 
 
 
>gb|ADP66131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. LL01 (Acyrthosiphon pisum)] 
          Length = 427 
 
 Score =  411 bits (1056), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 213/433 (49%), Positives = 291/433 (67%), Gaps = 17/433 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++GTV LPGSKS+SNR+LLL+++++GTT + NLLNS D  +ML AL+ LG+    
Sbjct: 7   LKPISHVNGTVCLPGSKSISNRVLLLSSIAKGTTCLTNLLNSHDTQHMLNALKKLGVRYN 66 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                K   + G GG F + +A   + L+LGNAG A+R L + ++    N   +L+G  R 
Sbjct: 67  LSDDKKTCHIQGIGGPFHLSEA---ISLYLGNAGTAIRPLLSVLSLHKNNI--LLNGDDR 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L Q GA ++       PP+   G  G  GG + L+G+ISSQ+L++LL+ 
Sbjct: 122 MHERPIGDLVDALIQGGAVIEYKKNKGYPPICTKG--GFLGGSIFLNGNISSQFLTSLLI 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           + PLAL D  I I   L+S PY+++TL L++ FGV  EH DS++ FYIKG Q+YK+P    
Sbjct: 180 STPLALKDTTIFIKGNLVSKPYIDITLNLIKIFGVNIEH-DSYNVFYIKGKQQYKTPGKY 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +EGDASSASYFLA AAI GG+V V G G  S+QGD++FA +LE MGA + W + S+T T 
Sbjct: 239 TIEGDASSASYFLAAAAIKGGSVKVTGVGKKSIQGDIEFANILEKMGATIFWEDYSITCT 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   R  L AID++MN +PD AMT+A++ALF+ G T IR++ +WRVKET+R+ A+  
Sbjct: 299 --------RNKLNAIDLDMNHIPDAAMTVAILALFSKGTTIIRNIYNWRVKETDRLSAMT 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            EL K+GA VEEG D+  I+PP     ++I+TY+DHRMAM FSL + + V V I +P C  
Sbjct: 351 IELRKIGAIVEEGRDFLSISPPIFFQYSSIETYNDHRMAMCFSLISLSGVGVNILNPNCI 410 
 
Query: 429 RKTFPDYF-DVLS 440 
            KTFP YF D LS 
Sbjct: 411 SKTFPSYFKDFLS 423 
 
 
>ref|NP_240133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. APS (Acyrthosiphon pisum)] 
 ref|YP_002468060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. 5A (Acyrthosiphon pisum)] 
 ref|ZP_05635364.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. LSR1 (Acyrthosiphon pisum)] 
 sp|P57396.1|AROA_BUCAI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B8D9A1.1|AROA_BUCA5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 pir||C84966 3-phosphoshikimate 1-carboxyvinyltransferase (EC 2.5.1.19) 
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           [imported] - Buchnera sp. (strain APS) 
 dbj|BAB13019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. APS (Acyrthosiphon pisum)] 
 gb|ACL30672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. 5A (Acyrthosiphon pisum)] 
 gb|ADP67285.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. JF99 (Acyrthosiphon pisum)] 
          Length = 427 
 
 Score =  411 bits (1056), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 213/433 (49%), Positives = 291/433 (67%), Gaps = 17/433 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++GTV LPGSKS+SNR+LLL+++++GTT + NLLNS D  +ML AL+ LG+    
Sbjct: 7   LKPISHVNGTVCLPGSKSISNRVLLLSSIAKGTTCLTNLLNSHDTQHMLNALKKLGVRYN 66 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                K   V G GG F + +A   + L+LGNAG A+R L + ++    N   +L+G  R 
Sbjct: 67  LSDDKKTCHVQGIGGPFHLSEA---ISLYLGNAGTAIRPLLSVLSLHKNNI--LLNGDDR 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L Q GA ++       PP+   G  G  GG + L+G+ISSQ+L++LL+ 
Sbjct: 122 MHERPIGDLVDALIQGGAVIEYKKNKGYPPICTKG--GFLGGSIFLNGNISSQFLTSLLI 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           + PLAL D  I I   L+S PY+++TL L++ FGV  EH DS++ FYIKG Q+YK+P    
Sbjct: 180 STPLALKDTTIFIKGNLVSKPYIDITLNLIKIFGVNIEH-DSYNVFYIKGKQQYKTPGKY 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +EGDASSASYFLA AAI GG++ V G G  S+QGD++FA +LE MGA + W + S+T T 
Sbjct: 239 TIEGDASSASYFLAAAAIKGGSIKVTGVGKKSIQGDIEFANILEKMGATIFWEDYSITCT 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   R  L AID++MN +PD AMT+A++ALF+ G T IR++ +WRVKET+R+ A+  
Sbjct: 299 --------RNKLNAIDLDMNHIPDAAMTVAILALFSKGTTIIRNIYNWRVKETDRLSAMT 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            EL K+GA VEEG D+  I+PP     ++I+TY+DHRMAM FSL + + V V I +P C  
Sbjct: 351 IELRKIGAIVEEGRDFLSISPPIFFQYSSIETYNDHRMAMCFSLISLSGVGVNILNPNCI 410 
 
Query: 429 RKTFPDYF-DVLS 440 
            KTFP YF D LS 
Sbjct: 411 SKTFPSYFKDFLS 423 
 
 
>ref|YP_003930386.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Pantoea vagans C9-1] 
 gb|ADO08937.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Pantoea vagans C9-1] 
          Length = 428 
 
 Score =  410 bits (1055), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 230/441 (52%), Positives = 294/441 (66%), Gaps = 16/441 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  + GTV LPGSKS+SNR LLLAAL++GTT + NLL+S+DV +ML AL  LG 
Sbjct: 3   DSLTLQPIARVDGTVNLPGSKSVSNRALLLAALAKGTTRLTNLLDSDDVKHMLNALTALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V    +  R V    G   P+  A + + LFLGNAG AMR L AA+    G     L  
Sbjct: 63  --VNYTLSGDRTVCEVTGNAGPLH-ASQPLSLFLGNAGTAMRPLAAALCL--GEHDIELT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAIIDYLENENYPPLRLRG--GFIGGDVSVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV  E+ + + RF IKG Q+Y+S 
Sbjct: 176 ALLMTAPLAQQDTCITIKGDLVSKPYIDITLNLMQCFGVDVENQN-YQRFLIKGQQQYQS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGTVRVTGIGRQSVQGDIRFADVLERMGAVIEWGDDY 294 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  T           L+AID++MN +PD AMT+A  ALFA+G T +R++ +WRVKET+R+ 
Sbjct: 295 IACTA--------GKLQAIDMDMNHIPDAAMTIATTALFAEGTTQLRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  ITPP  L    I TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 347 SAMATELRKVGAEVEEGHDFIRITPPASLIHADIGTYNDHRMAMCFSLVALSDTPVTILD 406 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGCT KTFPDYF  L+   ++ 
Sbjct: 407 PGCTAKTFPDYFVQLAKISQH 427 
 
 
>ref|YP_002910765.1| Prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia glumae BGR1] 
 gb|ACR28061.1| Prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia glumae BGR1] 
          Length = 432 
 
 Score =  410 bits (1053), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 227/446 (50%), Positives = 290/446 (65%), Gaps = 21/446 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P   +SGTV+LPGSKS+SNR+LLLAALSEG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDIGPYSRVSGTVRLPGSKSISNRVLLLAALSEGVTTITNLLDSDDTRVMLAALEALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E  + A   VV G  G FP + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLE--RHADTCVVNGTRGAFPAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRVH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAVIDYEQNEGYPPLRIQAGTIAVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +    + 
Sbjct: 174 ALLMTLPLVGKKGGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFSVPAA-R 231 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + +EG G  S+QGDV FA  L  MGA V+   
Sbjct: 232 YQSPGTIMVEGDASSASYFLAAGALGGGPLRIEGVGRASIQGDVGFATALMQMGANVSMG 291 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVK 
Sbjct: 292 DDWIEVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFAEGTSTLRNIASWRVK 346 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL KLGA+VEEG DY ++TPP KL    AIDTYDDHRMAM FSL +   V 
Sbjct: 347 ETDRIAAMAAELRKLGATVEEGADYLVVTPPAKLVPNAAIDTYDDHRMAMCFSLVSLGGV 406 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP C  KTFPDYFD  +   + 
Sbjct: 407 PVRINDPKCVAKTFPDYFDRFTALAR 432 
 
 
>ref|ZP_03317918.1| hypothetical protein PROVALCAL_00838 [Providencia alcalifaciens DSM 
           30120] 
 gb|EEB47129.1| hypothetical protein PROVALCAL_00838 [Providencia alcalifaciens DSM 
           30120] 
          Length = 425 
 
 Score =  410 bits (1053), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 228/436 (52%), Positives = 292/436 (66%), Gaps = 16/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + LQPI  ISGT+ LPGSKS+SNR LLLAA+++GTTV+ NLL+S+D+ +ML AL  LG 
Sbjct: 2   QSLTLQPISSISGTINLPGSKSVSNRALLLAAMAKGTTVLTNLLDSDDIRHMLNALSLLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +      R  V G  G       K E+++FLGNAG AMR LTAA++    N   +L  
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Sbjct: 62  VKYQLSADKTRCEVEGIDGCL---SHKGELEIFLGNAGTAMRPLTAALSLCPNNI--ILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L++ GA++D     + PP+R+ G  G  GG + + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALREGGAEIDYLEQENYPPMRLKG--GFVGGHISVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D  I I   L+S PY+++TL LM+ FGV  E+   + +F IKG Q+Y S 
Sbjct: 175 ALLMAAPLAAQDTVISIAGDLVSKPYIDITLALMKTFGVDVENH-QYQKFVIKGQQQYLS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GG V V G G  SLQGD KFA VLE MGA + W +   
Sbjct: 234 PGEYLVEGDASSASYFLAAAAIKGGVVRVTGIGRNSLQGDTKFANVLEKMGAIIRWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L  ID++MN +PD AMT+  VALFA G T IR++ +WRVKET+R+ 
Sbjct: 294 VECE--------RGTLNGIDMDMNAIPDAAMTIGTVALFAKGETVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA VEEG D+  +TPP++L    I+TY+DHR+AM FSL A +  PVTI D 
Sbjct: 346 YAMATELRKVGAEVEEGHDFIRVTPPKQLKHAEIETYNDHRIAMCFSLVALSNTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
           PGCT KTFPDYF  L+ 
Sbjct: 406 PGCTAKTFPDYFQQLA 421 
 
 
>ref|YP_772814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria AMMD] 
 sp|Q0BH93.1|AROA_BURCM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI86480.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria AMMD] 
          Length = 434 
 
 Score =  410 bits (1053), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 228/447 (51%), Positives = 287/447 (64%), Gaps = 30/447 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAINGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSISSQYL 183 
           M ERPIGDLV GL+Q+GA +D       PP+R+      PG       +++ G +SSQ+L 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIK-----PGTISVDAPIRVRGDVSSQFL 172 
 
Query: 184 SALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +ALLM  PL     G   +EI  +LIS PY+++T+RLMERFGV  E  D W RF +  G  
Sbjct: 173 TALLMTLPLVKAKDGRTVVEIDGELISKPYIDITIRLMERFGVTVER-DGWQRFVVPAGV 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA V+  
Sbjct: 232 RYRSPGRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVSM 291 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            +  + V G      G  H  L  ID++ N +PD AMT+AV ALFA G + +R++ASWRV 
Sbjct: 292 GDDWIEVRG-----IGHDHGKLDPIDMDFNLIPDAAMTIAVAALFASGTSTLRNIASWRV 346 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAE 417 
           KET+R+ A+ TEL K+GA VEEG DY ++TPP++L    AIDTYDDHRMAM FSL +    
Sbjct: 347 KETDRIAAMATELRKVGAIVEEGADYLVVTPPQRLTPNAAIDTYDDHRMAMCFSLVSLGG 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           VPV I DP C  KTFPDYF+  +   K 
Sbjct: 407 VPVRINDPKCVGKTFPDYFNRFAALAK 433 
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>ref|YP_442173.2| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia thailandensis 
           E264] 
          Length = 673 
 
 Score =  410 bits (1053), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 227/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 241 EYLDLGPFSHARGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 300 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 301 VKLSRD--GDTCVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 352 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 353 GVPRMHERPIGDLVDGLRQIGAQIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 412 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 413 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 471 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 472 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 531 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG + +R++ SWRVK 
Sbjct: 532 DDWIEVRG-----IGHDHGKLAPIDMDFNLIPDAAMTIAVAALFADGTSTLRNIGSWRVK 586 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 587 ETDRIAAMATELRKIGATVEEGADYLVVTPPARLTPNASIDTYDDHRMAMCFSLVSLGGV 646 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 647 PVRINDPKCVGKTFPDYFD 665 
 
 
>gb|ABC39479.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia thailandensis 
           E264] 
          Length = 805 
 
 Score =  410 bits (1053), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 227/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 373 EYLDLGPFSHARGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 432 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 433 VKLSRD--GDTCVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 484 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 485 GVPRMHERPIGDLVDGLRQIGAQIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 544 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 545 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 603 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 604 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 663 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
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           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG + +R++ SWRVK 
Sbjct: 664 DDWIEVRG-----IGHDHGKLAPIDMDFNLIPDAAMTIAVAALFADGTSTLRNIGSWRVK 718 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 719 ETDRIAAMATELRKIGATVEEGADYLVVTPPARLTPNASIDTYDDHRMAMCFSLVSLGGV 778 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 779 PVRINDPKCVGKTFPDYFD 797 
 
 
>ref|YP_003007701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           aphrophilus NJ8700] 
 gb|ACS97614.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           aphrophilus NJ8700] 
          Length = 441 
 
 Score =  409 bits (1052), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 228/442 (51%), Positives = 288/442 (65%), Gaps = 20/442 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A  I L PI+ I GT+ LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL 
Sbjct: 1   MQHAISITLNPIRHIEGTINLPGSKSLSNRALLLAALAHGTTKVTNLLDSDDIRHMLNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           + LG+            V G GG F   D    + LFLGNAG AMR L AA+  A   A+ 
Sbjct: 61  KQLGVQYSLSDDKSVCEVQGLGGAFQWHDG---LALFLGNAGTAMRPLAAALCLAREGAS 117 
 
Query: 121 ----YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                +L G PRM+ERPI  LV  L Q GAD+        PP+ +   G L GG +K+ G 
Sbjct: 118 AQNEVILTGEPRMKERPIQHLVDALLQAGADIRYLENEGFPPIAIRNTG-LRGGTIKIDG 176 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SISSQ+L+ALLMAAPLA GD EIEII +L+S PY+++TL +M+ FGV+ E+ + + RF + 
Sbjct: 177 SISSQFLTALLMAAPLAEGDSEIEIIGELVSKPYIDITLNMMKIFGVEVENQN-YQRFIV 235 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           KG Q Y+SP +  VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGA 
Sbjct: 236 KGKQSYQSPGSFLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGA 294 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           K+TW E  +     P        L  +D++MN +PD AMT+A  ALFA+G T IR++ +W 
Sbjct: 295 KITWGEDFIEAEQAP--------LHGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNW 346 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL K+GA VEEG D+  I P  P +     I+TY+DHRMAM F+L A 
Sbjct: 347 RVKETDRLTAMATELRKVGAEVEEGEDFIRIQPLKPTEFKAAEIETYNDHRMAMCFALIA 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYF 436 
            ++ PVTI DP CT KTFP +F 
Sbjct: 407 LSDTPVTILDPNCTAKTFPTFF 428 
 
 
>ref|NP_245776.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pasteurella multocida 
           subsp. multocida str. Pm70] 
 sp|Q04570.2|AROA_PASMU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAK02923.1| AroA [Pasteurella multocida subsp. multocida str. Pm70] 
          Length = 440 
 
 Score =  409 bits (1052), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 220/447 (49%), Positives = 295/447 (65%), Gaps = 23/447 (5%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A  I L PI  I G V+LPGSKSLSNR LLL+AL++G T + NLL+S+DV +ML AL+ L 
Sbjct: 5   ATAITLNPISYIEGEVRLPGSKSLSNRALLLSALAKGKTTLTNLLDSDDVRHMLNALKEL 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG----GNA 119 
           G++ +  +      + G G  F  +     + LFLGNAG AMR LTAA+  +     G   
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Sbjct: 65  GVTYQLSEDKSVCEIEGLGRAFEWQSG---LALFLGNAGTAMRPLTAALCLSTPNKEGKN 121 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
             VL G PRM+ERPI  LV  L Q GA++        PP+ +   G L GG++++ GS+S 
Sbjct: 122 EIVLTGEPRMKERPIQHLVDALCQAGAEIQYLEQEGYPPIAIRNTG-LKGGRIQIDGSVS 180 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLMAAP+A  D EIEII +L+S PY+++TL++M+ FGV+ E+  ++ RF +KG  
Sbjct: 181 SQFLTALLMAAPMAEADTEIEIIGELVSKPYIDITLKMMQTFGVEVENQ-AYQRFLVKGH 239 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           Q+Y+SP    VEGDASSASYFLA AAI G  V V G G  S+QGD  FA+VLE MGA +T 
Sbjct: 240 QQYQSPHRFLVEGDASSASYFLAAAAIKG-KVKVTGVGKNSIQGDRLFADVLEKMGAHIT 298 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W +  + V         + +LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVK 
Sbjct: 299 WGDDFIQVE--------KGNLKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVK 350 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAE 417 
           ET+R+ A+ TEL K+GA VEEG D+  I P    +     I+TY+DHRMAM F+L A ++ 
Sbjct: 351 ETDRLTAMATELRKVGAEVEEGEDFIRIQPLNLAQFQHAEIETYNDHRMAMCFALIALSQ 410 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             VTI DP CT KTFP +FD   TF++ 
Sbjct: 411 TSVTILDPSCTAKTFPTFFD---TFLR 434 
 
 
>ref|YP_001807632.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MC40-6] 
 sp|B1YV33.1|AROA_BURA4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACB63416.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MC40-6] 
          Length = 434 
 
 Score =  409 bits (1052), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 229/447 (51%), Positives = 286/447 (63%), Gaps = 30/447 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAINGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSISSQYL 183 
           M ERPIGDLV GL+Q+GA +D       PP+R+      PG       +++ G +SSQ+L 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIK-----PGTISVDAPIRVRGDVSSQFL 172 
 
Query: 184 SALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +ALLM  PL     G   +EI  +LIS PY+++T+RLMERFGV  E  D W RF    G  
Sbjct: 173 TALLMTLPLVKAKDGRTVVEIDGELISKPYIDITIRLMERFGVTVER-DGWQRFVAPAGV 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA V+  
Sbjct: 232 RYRSPGRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVSM 291 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            +  + V G      G  H  L  ID++ N +PD AMT+AV ALFA G + +R++ASWRV 
Sbjct: 292 GDDWIEVRG-----IGHDHGKLDPIDMDFNLIPDAAMTIAVAALFASGTSTLRNIASWRV 346 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAE 417 
           KET+R+ A+ TEL K+GA VEEG DY ++TPP++L    AIDTYDDHRMAM FSL +    
Sbjct: 347 KETDRIAAMATELRKVGAIVEEGADYLVVTPPQRLTPNAAIDTYDDHRMAMCFSLVSLGG 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           VPV I DP C  KTFPDYFD  +   K 
Sbjct: 407 VPVRINDPKCVGKTFPDYFDRFAALAK 433 
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>ref|YP_003605803.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1002] 
 gb|ADG16292.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1002] 
          Length = 434 
 
 Score =  409 bits (1051), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 221/446 (49%), Positives = 290/446 (65%), Gaps = 20/446 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D      VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLKRD--GDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+     +    +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAKIDYEQNEGYPPLRIRPAQIMADAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LLM  PL   A G   +++  +LIS PY+E+T++LM RFG++ E    W +F +  GQ+ 
Sbjct: 174 SLLMTLPLLRTASGVTTVQVDGELISKPYIEITIKLMARFGIEVERH-GWHQFVVPAGQR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA+ L  MGA +    
Sbjct: 233 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFADALIKMGANLQMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG T +R++ASWRVK 
Sbjct: 293 DDWIEVRG-----VGNDHGKLDPIDMDFNLIPDAAMTIAVAALFADGTTTLRNIASWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA V+EG D+ ++TPPEKL    AIDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGAKVQEGEDFLVVTPPEKLIPNAAIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           P+ I DP C  KTFPDYF+  +   + 
Sbjct: 408 PIRINDPKCVGKTFPDYFERFTALAQ 433 
 
 
>ref|ZP_01788712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 3655] 
 gb|EDJ93201.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 3655] 
          Length = 432 
 
 Score =  409 bits (1051), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 225/436 (51%), Positives = 288/436 (66%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G GG F +++    + LFLGNAG AMR LTAA+   G +    +L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNMQN---NLSLFLGNAGTAMRPLTAALCLKGNHEVEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +FYIKG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFYIKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
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Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  L +ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QAELNSIDMDMNHIPDAAMTIATTALFANGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I P    +     I TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIRIQPLALNQFKHANIKTYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|ZP_02478328.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus parasuis 
           29755] 
 gb|EDS24566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus parasuis 
           29755] 
          Length = 437 
 
 Score =  409 bits (1050), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 222/436 (50%), Positives = 291/436 (66%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLNPIARVEGEINLPGSKSLSNRALLLAALAQGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           ++ +         V G GG F  ++    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VNYQLSDDKTVCTVEGVGGAFQWQNG---LSLFLGNAGTAMRPLTAALCLKGEQEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L Q GA V        PP+ +  +G + GGK+++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALLQAGASVQYLENEGYPPIAIRNLG-IQGGKIQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEI+ +L+S PY+++TL +M+ FGV   +++ +  F++KG Q Y  
Sbjct: 178 TALLMSAPLASGDMEIEIVGELVSKPYIDITLAMMKDFGVTVSYNN-YQTFFVKGNQHYV 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPQKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGELKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I P   +K     I+TY+DHRMAM FSL A +  P+T 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIRIQPLALDKFQHAEIETYNDHRMAMCFSLVALSNTPLT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP YFD 
Sbjct: 408 ILDPKCTAKTFPTYFD 423 
 
 
>ref|YP_454671.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sodalis glossinidius 
           str. 'morsitans'] 
 sp|Q2NUA9.1|AROA_SODGM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAE74266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sodalis glossinidius 
           str. 'morsitans'] 
          Length = 435 
 
 Score =  409 bits (1050), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 218/439 (49%), Positives = 286/439 (65%), Gaps = 17/439 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + L PI  + GT+ LPGSKS+SNR LLLAA + GTT + NLL+S+DV +ML AL  LG 
Sbjct: 3   DSLTLNPIARVDGTLNLPGSKSVSNRALLLAAQANGTTRLTNLLDSDDVRHMLTALGQLG 62 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++       +   + G GG      A E + LFLGNAG AMR L AA+     + T  L  
Sbjct: 63  VNYRLSADRRSCEIDGLGGPL---RADEALTLFLGNAGTAMRPLAAALCLQAQDVT--LT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D       PP+R+ G  G  GG + + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEHEHYPPLRLRG--GYQGGDITVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  +  I I  +L+S PY+++TL LM+ FG++  H D++  FY+ GG  Y+S 
Sbjct: 176 ALLMMAPLAPQNSCIRIKGELVSRPYIDITLALMKSFGIEVRH-DNYQVFYLTGGSVYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W     
Sbjct: 235 PGEYLVEGDASSASYFLAAAAIRGGTVRVTGIGRHSVQGDIRFADVLESMGATIRWGNDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETER 363 
           +  +        R  L  ID++MN +PD AMT+A  ALFA G  T +R++A+WRVKET+R 
Sbjct: 295 IECS--------RASLHTIDMDMNHIPDAAMTIATTALFASGGTTTLRNIANWRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL K+GA+V EG DY  +TP  +L+   I TY+DHRMAM F+L A ++ PVTI  
Sbjct: 347 LTAMATELRKVGATVIEGEDYLTVTPSARLSAARIGTYNDHRMAMCFALVALSDTPVTIL 406 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           DP CT KTFPD+F  LS   
Sbjct: 407 DPQCTHKTFPDFFARLSAL 425 
 
 
>ref|ZP_07336590.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 ref|ZP_07338548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. 4226] 
 ref|ZP_07529714.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. S1536] 
 ref|ZP_07534151.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 gb|EFL79031.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. 4226] 
 gb|EFL80876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 gb|EFM88003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. S1536] 
 gb|EFM92192.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
          Length = 432 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 229/435 (52%), Positives = 289/435 (66%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-NATYVL 123 
           ++    +      V G GG F   + K  + LFLGNAG AMR LTAA+   G   A  VL 
Sbjct: 62  VNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAALCLKGATEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGVK E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVKVENRN-YQTFVVKGNQSYL 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VLE MGAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVLEAMGAKITWDDD 295 
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Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGELKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA+VEEG D+  I   P  +     I TY+DHRMAM FSL A ++ PVT 
Sbjct: 348 LAAMATELRKVGATVEEGEDFIRIQPLPLTQFQHAEIATYNDHRMAMCFSLIALSDTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP YF 
Sbjct: 408 ILDPNCTAKTFPTYF 422 
 
 
>ref|ZP_02373925.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia thailandensis 
           TXDOH] 
 ref|ZP_02387760.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia thailandensis 
           Bt4] 
 ref|ZP_05586624.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia thailandensis 
           E264] 
          Length = 434 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 227/439 (51%), Positives = 283/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 2   EYLDLGPFSHARGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VKLSRD--GDTCVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAQIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 174 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG + +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGKLAPIDMDFNLIPDAAMTIAVAALFADGTSTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKIGATVEEGADYLVVTPPARLTPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 408 PVRINDPKCVGKTFPDYFD 426 
 
 
>ref|YP_003048947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylotenera mobilis 
           JLW8] 
 gb|ACT48420.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylotenera mobilis 
           JLW8] 
          Length = 426 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 216/435 (49%), Positives = 281/435 (64%), Gaps = 21/435 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L    +  GT+ LPGSKS+SNR LLLAAL+ GTT + ++L S+D   ML AL  L  
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Sbjct: 2   EQLTLAASHQAQGTLTLPGSKSISNRTLLLAALANGTTEIRDVLASDDTSRMLEALEALD 61 
 
Query: 65  LSVE--ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           + +E  AD A +   V GCGG FP     ++  LFLGNAG A R LTAA+  AGGN  Y  
Sbjct: 62  VQLENFADNAWR---VTGCGGNFP----NKQADLFLGNAGTAFRPLTAALALAGGN--YQ 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L GV RM ERPIGDLV  LKQ GAD+        PP+++         ++K+ G +SSQ+ 
Sbjct: 113 LSGVARMHERPIGDLVDALKQAGADIQYLANDGYPPLKIAAPQLDLSKRIKIRGDVSSQF 172 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMA PL      IE+I +LIS PY+E+TL LM +FGV+    + W  F I     Y 
Sbjct: 173 LTALLMALPLTKQQATIEVIGELISKPYIEITLNLMAKFGVQVAR-NGWQSFTIPANSSY 231 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            +P+  +VEGDASSASYFLA  AI  G VTV+G G  S+QGDV+FA+ L +MG  +++ + 
Sbjct: 232 TAPQEIFVEGDASSASYFLAAGAI-AGNVTVQGLGKDSIQGDVRFADALALMGGNISYAD 290 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +T +         + +  ID++ N +PD AMTLA++ALFA G + +R++ASWRVKET+ 
Sbjct: 291 NHITASKA-------EQIHTIDLDCNHIPDAAMTLAILALFAKGTSTLRNIASWRVKETD 343 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVT 421 
           R+ A+ TEL K+GA VEEG DY  ITPP  L    AIDTYDDHRMAM FSL +   VP+  
Sbjct: 344 RIAAMATELRKVGAIVEEGADYITITPPATLTPNAAIDTYDDHRMAMCFSLVSLGGVPII 403 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP C  KTFP+YF 
Sbjct: 404 INDPNCVAKTFPNYF 418 
 
 
>ref|YP_545038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacillus 
           flagellatus KT] 
 ref|YP_545182.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacillus 
           flagellatus KT] 
 gb|ABE49197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacillus 
           flagellatus KT] 
 gb|ABE49341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacillus 
           flagellatus KT] 
          Length = 429 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 225/443 (50%), Positives = 284/443 (64%), Gaps = 19/443 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L  ++   GTVKLPGSKS+SNR LLLAAL++G T +  LL S+D   ML ALR LG 
Sbjct: 2   ESLTLPAVRHAYGTVKLPGSKSISNRTLLLAALAQGDTEIHELLASDDTQRMLDALRILG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E      +  V G  G+FPV+ A     LFLGNAG A R LTAA+  + GN  Y L  
Sbjct: 62  VKLE-QTGLHQWQVHGTCGEFPVKQAA----LFLGNAGTAFRPLTAALALSHGN--YELS 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G+ RM ERPIGDLV  L   GA ++       PP+ +          +++ G +SSQ+L+ 
Sbjct: 115 GIARMHERPIGDLVDTLNAAGAAIEYLQNPGFPPLHIRPATLNTSEALRVRGDVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA--EHSDSWDRFYIKGGQKY 242 
           ALLMA PL   +  IE+I +LIS PY+++TL LM +FG++   EH   W  F I  G +Y 
Sbjct: 175 ALLMALPLTGEEARIEVIGELISKPYIDITLNLMRQFGIEVLREH---WRTFTIPAGSRY 231 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           KSP   +VEGDASSASYFLA  AI  G VTVEG G  S+QGDV+F E LE MGA V   + 
Sbjct: 232 KSPGIVHVEGDASSASYFLAAGAIGQGPVTVEGVGRNSIQGDVRFVEALERMGADVNTGD 291 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + V   P +      LKA+D++ N +PD AMTLA++ALFADG + +R++ASWRVKET+ 
Sbjct: 292 HWIKVHSTPGK------LKALDMDCNHIPDAAMTLAILALFADGTSTLRNIASWRVKETD 345 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVT 421 
           R+ A+ TEL K+GA VEEG DY  ITPP+ L   A IDTYDDHRMAM FSL A   VP+  
Sbjct: 346 RLAAMATELRKVGAVVEEGNDYLRITPPDALTPNACIDTYDDHRMAMCFSLVALGGVPIV 405 
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Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I DP C  KTFPDYF+  S  V  
Sbjct: 406 INDPNCVAKTFPDYFERFSALVH 428 
 
 
>ref|ZP_03825646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. brasiliensis PBR1692] 
          Length = 429 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 228/437 (52%), Positives = 297/437 (67%), Gaps = 17/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPIK I+GT+ LPGSKS+SNR LLLAAL+EG T + NLL+S+DV +ML AL  LG 
Sbjct: 3   ESLTLQPIKLINGTLNLPGSKSVSNRALLLAALAEGKTRLTNLLDSDDVRHMLTALTALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            + G GG F    A + ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 63  VDYHLSSDRTVCEITGLGGAFT---ASQPLELFLGNAGTAMRPLAAALCLTDGD--IVLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R++G  G  GG++ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLHG--GFQGGEISVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D +I I   L+S PY+++TL +M+ FG++   ++++ RF++ G Q+Y+S 
Sbjct: 176 ALLMTAPLAAQDTQISIQGDLVSKPYIDITLHMMKAFGIEVR-NENYQRFFVTGRQQYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+VLE MGA V W E   
Sbjct: 235 PGDYLVEGDASSASYFLAAAAIKGGVVRVTGVGRKSVQGDIRFADVLEKMGATVRWGEDY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETER 363 
           +           R  L AID++MN +PD AMT+A  ALFA G  T +R++ +WRVKET+R 
Sbjct: 295 IECE--------RGELHAIDMDMNHIPDAAMTIATAALFAQGGTTTLRNIYNWRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  EL K+GA VEEG DY  ITPP KL V  I TY+DHRMAM FSL A ++ PVTI  
Sbjct: 347 LAAMAIELRKVGAEVEEGNDYIRITPPTKLKVAEIGTYNDHRMAMCFSLVALSDTPVTIL 406 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFPDYF+ L+ 
Sbjct: 407 DPKCTAKTFPDYFEQLA 423 
 
 
>ref|YP_001580441.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 ref|YP_001945462.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 sp|A9ADV6.1|AROA_BURM1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABX15944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 dbj|BAG42926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
          Length = 434 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 226/442 (51%), Positives = 285/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAINGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
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           M ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIRPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +EI  +LIS PY+++T+RLM RFGV  E  + W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGRSIVEIDGELISKPYIDITIRLMARFGVNVER-EGWQRFTVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFAHALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 297 EVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA+VEEG DY ++TPP  L    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGATVEEGADYLVVTPPAALTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|ZP_03574299.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia multivorans 
           CGD2M] 
 ref|ZP_03579300.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia multivorans 
           CGD2] 
 ref|ZP_03586542.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia multivorans 
           CGD1] 
 gb|EED98829.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia multivorans 
           CGD1] 
 gb|EEE06030.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia multivorans 
           CGD2] 
 gb|EEE11516.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia multivorans 
           CGD2M] 
          Length = 434 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 226/442 (51%), Positives = 285/442 (64%), Gaps = 20/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG+ +  
Sbjct: 6   LGPYSSASGTVRLPGSKSISNRVLLLAALAEGDTTITNLLDSDDTRVMLDALGKLGVKLA 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y + GVPR 
Sbjct: 66  RD--GDTCVVTGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAINGGD--YRVHGVPR 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 118 MHERPIGDLVDGLRQIGAQIDYEQNEGFPPLRIRPATISVDAPIRVRGDVSSQFLTALLM 177 
 
Query: 189 AAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             PL     G   +EI  +LIS PY+++T+RLM RFGV  E  + W RF +  G +Y+SP 
Sbjct: 178 TLPLVKAKDGRSIVEIDGELISKPYIDITIRLMARFGVSVER-EGWQRFTVPAGVRYRSP 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + 
Sbjct: 237 GRIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWI 296 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V G      G  H  L+ ID++ N +PD AMT+AV ALFA+G + +R++ASWRVKET+R 
Sbjct: 297 EVRG-----IGHDHGKLEPIDMDFNLIPDAAMTIAVAALFANGTSTLRNIASWRVKETDR 351 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A+ TEL K+GA+VEEG DY ++TPP  L    AIDTYDDHRMAM FSL +   VPV I 
Sbjct: 352 IAAMATELRKVGATVEEGADYLVVTPPAALTPNAAIDTYDDHRMAMCFSLVSLGGVPVRI 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DP C  KTFPDYFD  +   K 
Sbjct: 412 NDPKCVGKTFPDYFDRFAALAK 433 
 
 
>ref|ZP_02356546.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia oklahomensis 
           EO147] 
          Length = 434 
 
 Score =  408 bits (1049), Expect = e-112,   Method: Compositional matrix adjust. 
 Identities = 227/446 (50%), Positives = 284/446 (63%), Gaps = 20/446 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 2   EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALAKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D  A   VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VKLSRDGDA--CVVGGTRGAFTAKSA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAQIDYEGNEGFPPLRIRPAAISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +E+  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 174 ALLMTLPLVKAKDGASVVEVDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG + +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGKLAPIDMDFNLIPDAAMTIAVAALFADGSSTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMAAELRKVGATVEEGADYLVVTPPAQLVPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP C  KTFPDYFD      K 
Sbjct: 408 PVRINDPKCVGKTFPDYFDRFLALAK 433 
 
 
>gb|ABY53228.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus parasuis] 
          Length = 437 
 
 Score =  408 bits (1048), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 222/436 (50%), Positives = 289/436 (66%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLNPIARVEGEINLPGSKSLSNRALLLAALAQGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           ++ +         V G GG F  ++    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VNYQLSDNKTVCTVEGVGGAFQWQNG---LSLFLGNAGTAMRPLTAALCLKGEQEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L Q GA V        PP+ +  +G + GGK+++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALLQAGASVQYLENEGYPPIAIRNLG-IQGGKIQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEI+ +L+S PY+++TL +M+ FGV   H++ +  F++KG Q Y  
Sbjct: 178 TALLMSAPLASGDMEIEIVGELVSKPYIDITLAMMKDFGVTVSHNN-YQTFFVKGNQHYV 236 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPQKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGELKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I P   +K     I+TY+DHRMAM F L A +   VT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIRIQPLALDKFQHAEIETYNDHRMAMCFPLVALSNTSVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP YFD 
Sbjct: 408 ILDPKCTAKTFPTYFD 423 
 
 
>ref|ZP_07538500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 10 str. D13039] 
 gb|EFM96673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 10 str. D13039] 
          Length = 432 
 
 Score =  407 bits (1047), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 229/435 (52%), Positives = 290/435 (66%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           ++    +      V G GG F   + K  + LFLGNAG AMR LTAA+   G + A  VL 
Sbjct: 62  VNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAALCLKGSSEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVVIRN-SGLKGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGVK E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVKVENRN-YQTFVVKGNQSYL 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VLE MGAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVLEAMGAKITWGDD 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGKLKGVDMDMNHIPDAAMTIATAALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA+VEEG D+  I   P  +     I TY+DHRMAM FSL A ++ PVT 
Sbjct: 348 LTAMATELRKVGATVEEGEDFIRIQPLPLTQFQHAEIATYNDHRMAMCFSLIALSDTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP YF 
Sbjct: 408 ILDPKCTAKTFPTYF 422 
 
 
>ref|ZP_00134045.2| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Actinobacillus pleuropneumoniae serovar 1 str. 4074] 
 ref|YP_001053404.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae L20] 
 ref|ZP_07527643.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 ref|ZP_07531881.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 4 str. M62] 
 ref|ZP_07536347.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 9 str. CVJ13261] 
 ref|ZP_07540700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
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           pleuropneumoniae serovar 11 str. 56153] 
 sp|A3N063.1|AROA_ACTP2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABN73799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 5b str. L20] 
 gb|EFM85833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 gb|EFM90178.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 4 str. M62] 
 gb|EFM94519.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 9 str. CVJ13261] 
 gb|EFM98850.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 11 str. 56153] 
          Length = 432 
 
 Score =  407 bits (1047), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 229/435 (52%), Positives = 290/435 (66%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           ++    +      V G GG F   + K  + LFLGNAG AMR LTAA+   G + A  VL 
Sbjct: 62  VNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAALCLKGSSEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGVK E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVKVENRN-YQTFVVKGNQSYL 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VLE MGAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVLEAMGAKITWGDD 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGKLKGVDMDMNHIPDAAMTIATAALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA+VEEG D+  I   P  +     I TY+DHRMAM FSL A ++ PVT 
Sbjct: 348 LTAMATELRKVGATVEEGEDFIRIQPLPLTQFQHAEIATYNDHRMAMCFSLIALSDTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP YF 
Sbjct: 408 ILDPKCTAKTFPTYF 422 
 
 
>ref|ZP_01791397.1| outer-membrane lipoprotein carrier protein precursor [Haemophilus 
           influenzae PittAA] 
 gb|EDK07034.1| outer-membrane lipoprotein carrier protein precursor [Haemophilus 
           influenzae PittAA] 
          Length = 432 
 
 Score =  407 bits (1047), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 225/436 (51%), Positives = 286/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         V G GG F ++D    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEVEGLGGTFNIQD---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
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Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFANGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEVEEGEDFIRIQPLPLNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|YP_001651710.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 3 str. JL03] 
 ref|YP_001968535.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 7 str. AP76] 
 ref|ZP_07544959.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 13 str. N273] 
 sp|B0BNY1.1|AROA_ACTPJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B3GXD4.1|AROA_ACTP7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABY69266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 3 str. JL03] 
 gb|ACE61393.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 7 str. AP76] 
 gb|EFN03129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 13 str. N273] 
          Length = 432 
 
 Score =  407 bits (1046), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 229/435 (52%), Positives = 289/435 (66%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           ++    +      V G GG F   + K  + LFLGNAG AMR LTAA+   G   A  VL 
Sbjct: 62  VNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAALCLKGATEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGVK E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVKVENRN-YQTFVVKGNQSYL 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VLE MGAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVLEAMGAKITWGDD 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGKLKGVDMDMNHIPDAAMTIATAALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
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           + A+ TEL K+GA+VEEG D+  I   P  +     I TY+DHRMAM FSL A ++ PVT 
Sbjct: 348 LTAMATELRKVGATVEEGEDFIRIQPLPLTQFQHAEIATYNDHRMAMCFSLIALSDTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP YF 
Sbjct: 408 ILDPKCTAKTFPTYF 422 
 
 
>gb|AAA24943.1| enolpyruvylshikimatephosphatesynthase [Haemophilus influenzae] 
 emb|CBW29957.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Haemophilus 
           influenzae 10810] 
          Length = 432 
 
 Score =  407 bits (1045), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 223/436 (51%), Positives = 286/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G GG F ++D    + LFLGNAG AMR LTAA+   G +    +L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNIQD---NLSLFLGNAGTAMRPLTAALCLKGNHEVEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALF++G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFSNGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I P    +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIRIQPLALNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|ZP_02363666.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia oklahomensis 
           C6786] 
          Length = 434 
 
 Score =  406 bits (1044), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 226/446 (50%), Positives = 283/446 (63%), Gaps = 20/446 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     G V+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 2   EHLDLGPFSHAQGAVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALAKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D  A   VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VKLSRDGDA--CVVGGTRGAFTAKSA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAQIDYEGNEGFPPLRIRPAAISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +E+  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
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Sbjct: 174 ALLMTLPLVKAKDGASVVEVDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YRSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG + +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGKLAPIDMDFNLIPDAAMTIAVAALFADGSSTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMAAELRKVGATVEEGADYLVVTPPAQLVPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP C  KTFPDYFD      K 
Sbjct: 408 PVRINDPKCVGKTFPDYFDRFLALAK 433 
 
 
>ref|YP_004229109.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1001] 
 gb|ADX56049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1001] 
          Length = 434 
 
 Score =  406 bits (1044), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 223/439 (50%), Positives = 286/439 (65%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGTV+LPGSKS+SNR+LLLAAL+E  T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTVRLPGSKSISNRVLLLAALAESETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D      VV G  G F    A     LFLGNAG A+R LTAA++  GG+  Y +  
Sbjct: 62  VRIKRD--GDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALSVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGARIDYEENEGYPPLRIRPAQISAEAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LLM  PL   A G   +++  +LIS PY+E+T++LM RFG+  E    W +F +  GQ+ 
Sbjct: 174 SLLMTLPLVRTASGVSTVQVDGELISKPYIEITIKLMARFGINVERH-GWHQFVVPAGQR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA   + GG V VEG G +S+QGDV FA+ L  MGA +    
Sbjct: 233 YQSPGTIMVEGDASSASYFLAAGVLGGGPVKVEGVGRSSIQGDVGFADALIKMGANLQMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           E  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG T +R++ASWRVK 
Sbjct: 293 EDWIEVRG-----VGNDHGKLDPIDMDFNLIPDAAMTIAVAALFADGTTTLRNIASWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA VEEG D+ ++TPPEKL   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGAKVEEGEDFLMVTPPEKLIPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYF+ 
Sbjct: 408 PVRINDPKCVGKTFPDYFE 426 
 
 
>ref|ZP_01783517.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 22.1-21] 
 ref|ZP_01795501.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittII] 
 gb|EDJ89150.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 22.1-21] 
 gb|EDK10909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittII] 
 gb|ADO81064.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Haemophilus 
           influenzae R2866] 
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          Length = 432 
 
 Score =  406 bits (1044), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 224/436 (51%), Positives = 286/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  +         + G GG F +++    + LFLGNAG AMR LTAA+   G   + + L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNIQN---NLSLFLGNAGTAMRPLTAALCLKGKTESEITL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +FYIKG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENQ-HYQKFYIKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFASGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHR+AM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEVEEGEDFIRIQPLPLNQFKHANIETYNDHRIAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|ZP_04465725.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 6P18H1] 
 gb|EEP47169.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 6P18H1] 
          Length = 432 
 
 Score =  406 bits (1044), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 224/436 (51%), Positives = 287/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G GG F +++    + LFLGNAG AMR LTAA+   G +    +L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNMQN---NLSLFLGNAGTAMRPLTAALCLKGNHEVEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +FYIKG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKIENH-HYQKFYIKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------YAELNGIDMDMNHIPDAAMTIATTALFANGETVIRNIYNWRVKETDR 347 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHR+AM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEVEEGEDFIRIQPLPLNQFKHANIETYNDHRIAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|ZP_07542841.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 12 str. 1096] 
 gb|EFN00948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 12 str. 1096] 
          Length = 432 
 
 Score =  406 bits (1043), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 228/435 (52%), Positives = 289/435 (66%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           ++    +      V G GG F   + K  + LFLGNAG AMR LTAA+   G + A  VL 
Sbjct: 62  VNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAALCLKGSSEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGV  E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVNVENQN-YQTFVVKGNQSYL 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VLE MGAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVLEAMGAKITWGDD 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGKLKGVDMDMNHIPDAAMTIATAALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA+VEEG D+  I   P  +     I TY+DHRMAM FSL A ++ PVT 
Sbjct: 348 LTAMATELRKVGATVEEGEDFIRIQPLPLTQFQHAEIATYNDHRMAMCFSLIALSDTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP YF 
Sbjct: 408 ILDPKCTAKTFPTYF 422 
 
 
>sp|A4G861.2|AROA_HERAR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAL62698.2| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Herminiimonas arsenicoxydans] 
          Length = 442 
 
 Score =  405 bits (1042), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 220/444 (49%), Positives = 283/444 (63%), Gaps = 22/444 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQP     G V+LPGSKS+SNR LLLAAL++GTT + +LL S+D H ML AL+ +G+  E 
Sbjct: 11  LQPAMHAKGVVRLPGSKSISNRTLLLAALADGTTQIRDLLASDDTHVMLMALQKIGVKWE 70 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               ++  VV G  G FPV  A     LF+GNAG A+R LTAA+   GG+  Y L GV R 
Sbjct: 71  QIGESQDYVVHGVNGAFPVHQAD----LFMGNAGTAIRPLTAALAVTGGD--YTLHGVSR 124 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
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           M ERPIGDLV  L  +G  ++       PP+ +   G +   ++++ G++SSQ+L+ALLM 
Sbjct: 125 MHERPIGDLVDALNAIGTHIEYTGEPGYPPLHIQR-GRIHAQRMQVRGNVSSQFLTALLM 183 
 
Query: 189 AAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           AAPL     DV I+++ +LIS PY+E+TL LM RFGV+ +  D W  F I  GQ+Y SP  
Sbjct: 184 AAPLMAREQDVTIDVVGELISKPYIEITLNLMRRFGVEVQ-RDGWQSFTIAAGQRYISPG 242 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             +VEGDASSASYFLA  AI GG V VEG G  S+QGDV+F E L+ MGA +T  +  +  
Sbjct: 243 IIHVEGDASSASYFLAAGAIAGGPVRVEGVGKNSIQGDVRFVESLQQMGATITMGDNWI- 301 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 E      L+AID + N +PD AMT+AV AL+ADG + +R++ SWRVKET+R+ A 
Sbjct: 302 ------EAKSNGALRAIDADFNHIPDAAMTIAVAALYADGTSTLRNIGSWRVKETDRISA 355 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-----PVT 421 
           +  EL KLGASVEEG DY  ITPP  +   AIDTYDDHRMAM FSLA           +  
Sbjct: 356 MTIELRKLGASVEEGEDYLRITPPAVIQPAAIDTYDDHRMAMCFSLATLDGAIRKGSKIR 415 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I DP C  KTFPDYF   +   ++ 
Sbjct: 416 INDPQCVAKTFPDYFTAFAKVTED 439 
 
 
>ref|ZP_01873490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lentisphaera araneosa 
           HTCC2155] 
 gb|EDM29094.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lentisphaera araneosa 
           HTCC2155] 
          Length = 424 
 
 Score =  405 bits (1042), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 220/440 (50%), Positives = 286/440 (65%), Gaps = 17/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L  I  I GTVKLPGSKS+SNR LLLAAL EG   ++N+L+S DV  M  AL+TL  
Sbjct: 2   EKITLPKISSIQGTVKLPGSKSISNRSLLLAALGEGQITLENVLSSNDVDRMFEALQTLN 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +    +   +   + GC G  P  D      L+L NAG A+RS++AA+ A+ GN  YV+D 
Sbjct: 62  IPCSRNVEERTVELQGCAGPLPNGD----FNLYLENAGTAVRSMSAAICASKGN--YVID 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RMRERPI DLV  L++L  D+     TDCPP+ +    G+ GG   ++GS+SSQY++ 
Sbjct: 116 GNARMRERPIKDLVDALQKLNIDISYEFNTDCPPLNIKA-NGIKGGVTSVNGSVSSQYIT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+A+PLA   V I I  +L S PYV+MT+ LM++FGV   + D++  F +   QKY + 
Sbjct: 175 ALLLASPLAEDTVTINIDGELTSKPYVDMTIGLMKKFGVDVTN-DNYQTFTVPAPQKYIN 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VEGDA SASYFL  AAI G  V V GCG  S+QG+  FA V+  MGA+VT+ +   
Sbjct: 234 PCNFIVEGDAGSASYFLGAAAING-HVKVYGCGKDSIQGESGFAGVMGQMGAEVTYGDNF 292 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V            L  ID++MN M D  MTLAVVA+FA G T IR++A+W+VKETER+ 
Sbjct: 293 IEVKS-------NGTLNGIDIDMNTMTDTGMTLAVVAMFAKGTTTIRNIANWQVKETERI 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL + GASVEEGPDY +I PPEK+    I+TYDDHRMAMAF++ +     +TI D 
Sbjct: 346 TAVATELKRAGASVEEGPDYLVINPPEKILNCEIETYDDHRMAMAFAILSLG-TEITILD 404 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P C +KTFPDYF V    VK 
Sbjct: 405 PLCCKKTFPDYFTVREGLVK 424 
 
 
>ref|YP_001896621.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           phytofirmans PsJN] 
 sp|B2T630.1|AROA_BURPP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ACD17397.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           phytofirmans PsJN] 
          Length = 434 
 
 Score =  405 bits (1042), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 224/449 (49%), Positives = 289/449 (64%), Gaps = 26/449 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGT++LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTIRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D      VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLKRD--GDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSIS 179 
           GVPRM ERPIGDLV GL+QLGA +D       PP+R+      PG       + + G +S 
Sbjct: 114 GVPRMHERPIGDLVDGLRQLGARIDYEENEGYPPLRIR-----PGQINADAPITVRGDVS 168 
 
Query: 180 SQYLSALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SQ+L++LLM  PL     G   +++  +LIS PY+E+T++LMERFG+K E    W +F + 
Sbjct: 169 SQFLTSLLMTLPLLRTESGVSTVQVDGELISKPYIEITIKLMERFGIKVERH-GWHQFVV 227 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             GQ+Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA+ L  MGA 
Sbjct: 228 PAGQRYQSPGTIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFADALIKMGA 287 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +   +  + V G   +      L+ ID++ N +PD AMT+AV ALFADG T +R++ASW 
Sbjct: 288 NLQMGDDWIEVRGVGHD---SGKLEPIDMDCNLIPDAAMTIAVAALFADGATTLRNIASW 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAAC 415 
           RVKET+R+ A+ TEL K+GA V+EG DY +I PPEKL    AIDTYDDHRMAM FSL +  
Sbjct: 345 RVKETDRLAAMATELRKVGAKVQEGEDYLVIEPPEKLTPNAAIDTYDDHRMAMCFSLVSL 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             VPV I DP C  KTFPDYF+  +   + 
Sbjct: 405 GGVPVRINDPKCVGKTFPDYFERFTALAQ 433 
 
 
>ref|ZP_04978293.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           haemolytica PHL213] 
 gb|EDN74689.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           haemolytica PHL213] 
          Length = 432 
 
 Score =  405 bits (1042), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 226/436 (51%), Positives = 288/436 (66%), Gaps = 18/436 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   + + L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAEGDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
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Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
           TI DP CT KTFP YF 
Sbjct: 408 TILDPNCTAKTFPTYF 423 
 
 
>ref|ZP_05991014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. OVINE] 
 sp|P54220.2|AROA_PASHA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAB86439.1| AroA [Mannheimia haemolytica] 
 gb|EEY11040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. OVINE] 
          Length = 432 
 
 Score =  405 bits (1042), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 226/436 (51%), Positives = 287/436 (65%), Gaps = 18/436 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGAETAQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
           TI DP CT KTFP YF 
Sbjct: 408 TILDPNCTAKTFPTYF 423 
 
 
>sp|P52310.1|AROA_HAESO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAA85091.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Histophilus somni] 
          Length = 432 
 
 Score =  405 bits (1041), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 228/444 (51%), Positives = 290/444 (65%), Gaps = 17/444 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ YML AL+ LG 
Sbjct: 2   EKLTLSPISRIDGEINLPGSKSLSNRALLLAALAKGTTQVTNLLDSDDIRYMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
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           ++ +        VV G GG F  ++    + LFLGNAG AMR L AA+   G   + V L 
Sbjct: 62  VNYQLSDDKTVCVVEGIGGAFQWQNG---LSLFLGNAGTAMRPLAAALCLKGDTESEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA++        PP+ +    G+ GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQTGANIQYLENDGYPPLAIRN-QGIFGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPL  GD+EIEI+ +L+S PY+++T  +M+ FG+  +  + + RF IKG Q Y  
Sbjct: 178 TALLMAAPLGEGDMEIEILGELVSKPYIDITPAMMKDFGINVDDYN-YQRFLIKGKQYYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA AAI G  V V G G  S+QGD  FA+VL  MGAKVTW E  
Sbjct: 237 SPQTYLVEGDASSASYFLAAAAIKG-KVKVTGIGRNSIQGDRLFADVLAQMGAKVTWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V         +  LK ID++MN +PD AMT+A+ ALFA G T IR++ +WRVKET+R 
Sbjct: 296 FIQVE--------KSELKGIDMDMNHIPDAAMTIAITALFAQGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + AI TEL KLGA VEEG D+  I P   +K     I TY+DHR+AM FSL A ++  VT 
Sbjct: 348 LTAIATELRKLGAEVEEGEDFIRIQPLALDKFKHAEIATYNDHRIAMCFSLIALSDTSVT 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I DP CT KTFP YF       KN 
Sbjct: 408 ILDPACTAKTFPTYFSEFEKISKN 431 
 
 
>gb|ADZ27779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosomonas sp. 
           AL212] 
          Length = 440 
 
 Score =  405 bits (1041), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 230/438 (52%), Positives = 287/438 (65%), Gaps = 17/438 (3%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADK 71 
           K+  GT++LPGSKS+SNRILLLAAL++GTT + +LL S+D  +ML AL  LG+ V + +K 
Sbjct: 10  KKAQGTIRLPGSKSISNRILLLAALAQGTTQIHDLLASDDTGHMLDALIQLGVMVTQTEK 69 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              R  + G  G FPV DA     LFLGNAG A R L A ++   G+  Y L GVPRM E 
Sbjct: 70  NNYR--ICGINGTFPVIDA----DLFLGNAGTAFRPLVAVLSLMHGH--YRLSGVPRMHE 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK---VKLSGSISSQYLSALLM 188 
           RPI DLV  L+QLGA+++       PP+ +        G    V + G +SSQ+L+ LLM 
Sbjct: 122 RPIADLVDTLRQLGANINYLGNPGFPPLEIKPFTPHIIGDTYAVTVKGDVSSQFLTGLLM 181 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A PL+     IE+   LIS PY+E+TL  M  FGV+AEH+  W +F I   QKY++P +  
Sbjct: 182 ALPLSGKKSIIEVTGTLISQPYIELTLAQMRHFGVQAEHT-GWRQFVIPAEQKYRTPGHL 240 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGDASSASYFLA  AI  G V VEG G  S+QGDV+FA  LE MGAK++  E  +  + 
Sbjct: 241 SVEGDASSASYFLAAGAIGNGPVRVEGVGCNSVQGDVRFAAALEQMGAKISMGENWIEAS 300 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P     G K L+AID++ N +PD AMTLAV+ALFA+G T +R++ASWR+KET+R+ A+  
Sbjct: 301 SPNSGNSG-KFLRAIDLDCNHIPDAAMTLAVIALFAEGATMLRNIASWRLKETDRLAAMS 359 
 
Query: 369 TELTKLGASVEEGPDYCIITPP-EKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
            EL KLGASVEEG DY  ITPP   L   A IDTYDDHRMAM FSL AC   PV I DP  
Sbjct: 360 AELRKLGASVEEGADYLRITPPIHGLTPHATIDTYDDHRMAMCFSL-ACLGAPVRINDPE 418 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           C  KTFPDYF+ LS  V  
Sbjct: 419 CVAKTFPDYFERLSQLVH 436 
 
 
>ref|ZP_02467913.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia thailandensis 
           MSMB43] 
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          Length = 434 
 
 Score =  405 bits (1040), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 226/439 (51%), Positives = 281/439 (64%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P     GTV+LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG 
Sbjct: 2   EHLDLGPFSHAQGTVRLPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALAKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V+  +     VV G  G F  + A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  --VKLSRNGDTCVVGGTRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGAQIDYEGNEGFPPLRIRPAAISVDAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ALLM  PL     G   +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G + 
Sbjct: 174 ALLMTLPLVKAKDGASVVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT   
Sbjct: 233 YRSPGAIMVEGDASSASYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +  + V G      G  H  L  ID++ N +PD AMT+AV ALFA G + +R++ SWRVK 
Sbjct: 293 DDWIEVRG-----IGHDHGKLAPIDMDFNLIPDAAMTIAVAALFAGGTSTLRNIGSWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL KLGA+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMAAELRKLGATVEEGADYLVVTPPAQLAPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYFD 
Sbjct: 408 PVRINDPKCVGKTFPDYFD 426 
 
 
>emb|CBA28839.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Curvibacter putative 
           symbiont of Hydra magnipapillata] 
          Length = 665 
 
 Score =  405 bits (1040), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 226/444 (50%), Positives = 292/444 (65%), Gaps = 30/444 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+   +G V LPGSKS+SNR+LLLAA+SEGTT + +LL+S+D   ML ALRTLG +VE 
Sbjct: 9   LPPLAHAAGAVTLPGSKSISNRVLLLAAMSEGTTTIHDLLDSDDTRVMLIALRTLGCAVE 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              A  +  + G GGK P   A    QLFLGNAG AMR LTAA+   GG+  + L GVPR 
Sbjct: 69  QSGAIVK--ITGLGGKLPNGSA----QLFLGNAGTAMRPLTAALAVVGGD--FELSGVPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L+QLG  +D       PP+++          +K+ G +SSQ+L+ALLM 
Sbjct: 121 MHERPIGDLVDALRQLGCAIDYLGNEGYPPLKLGTPALQLDAPIKVRGDVSSQFLTALLM 180 
 
Query: 189 AAPL-ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           A PL A  D+ IE++ +LIS PY+E+TL L+ RFGVK    D W+RF I  G K +SP + 
Sbjct: 181 ALPLVASKDIVIEVVGELISRPYIEITLNLLARFGVKVRR-DGWERFTIPAGAKLRSPGD 239 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            +VE DASSASYF+A  A++ G      + ++G G  S+QGD++F E  + MGAK+     
Sbjct: 240 IHVEADASSASYFIALGALSTGANGHNGIKIQGVGADSIQGDIRFMEAAQAMGAKIE--- 296 
 
Query: 303 TSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                +GP      R    LKAID++ N +PD AMTLAV+AL+ADG T +R++ASWRVKE 
Sbjct: 297 -----SGPNWLHIQRGAWPLKAIDLDCNHIPDAAMTLAVMALYADGTTNLRNIASWRVKE 351 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAAC-- 415 
           T+R+ A+ TEL KLGA+V EG DY  +TPP  +      +I TYDDHR+AM FSLAA    
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Sbjct: 352 TDRIAAMATELRKLGATVVEGQDYIQVTPPAGIADWKAASIHTYDDHRVAMCFSLAAFNP 411 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVL 439 
           A+VPV I DP C  KTFPDYF+ L 
Sbjct: 412 AQVPVRIEDPKCVAKTFPDYFEAL 435 
 
 
>ref|YP_314712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thiobacillus 
           denitrificans ATCC 25259] 
 sp|Q3SK83.1|AROA_THIDA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAZ96907.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thiobacillus 
           denitrificans ATCC 25259] 
          Length = 428 
 
 Score =  405 bits (1040), Expect = e-111,   Method: Compositional matrix adjust. 
 Identities = 224/431 (51%), Positives = 283/431 (65%), Gaps = 17/431 (3%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SGTV+LPGSKS+SNR+LLLAAL+EG T V ++L+S+D  YML AL+ LG+ VE D+     
Sbjct: 13  SGTVRLPGSKSISNRVLLLAALAEGVTDVYDVLDSDDTRYMLAALQALGVGVE-DRGDNH 71 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             V G  G FP   A    +LFLGNAG A R LTA +  +GG+  YVLDGV RM ERPIG 
Sbjct: 72  WRVTGVAGAFPARQA----ELFLGNAGTAFRPLTAVLALSGGD--YVLDGVARMHERPIG 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV-KLSGSISSQYLSALLMAAPLAL 194 
           DLV  L+QLG  +D       PP+ V+      G  V  + G++SSQ+L+ LLMA PL   
Sbjct: 126 DLVDALRQLGGRIDYRGTLGFPPLHVHPPQA--GADVAHIRGNVSSQFLTGLLMALPLRR 183 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
               +E++ +LIS PY+E+TL ++ RFGV+    D W  F +     Y+SP+  YVEGDA 
Sbjct: 184 LRTRVEVVGELISKPYIEITLAMLRRFGVEVAR-DGWQAFSVAADACYRSPREIYVEGDA 242 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SSASYFLA  AI GG V VEG G  S+QGDV FA+ L  MGA++      +    P +   
Sbjct: 243 SSASYFLAAGAIGGGPVRVEGVGRDSVQGDVGFADALAAMGARIAMGPNWIEACAPAQ-- 300 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            GR  LKAID++ N +PD AMTLAV ALFADG T +R++ASWRVKET+R+ A+ TEL K+ 
Sbjct: 301 -GR--LKAIDLDCNAIPDAAMTLAVAALFADGTTTLRNIASWRVKETDRIAAMATELRKV 357 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           GA+VEEG D+  +TPPE L   A IDTYDDHRMAM  SL +   V V I DPGC  KTFP 
Sbjct: 358 GATVEEGDDFLRVTPPETLRAGAVIDTYDDHRMAMCLSLVSLGGVAVRINDPGCVAKTFP 417 
 
Query: 434 DYFDVLSTFVK 444 
            YF+  +   + 
Sbjct: 418 GYFNAFAEIAR 428 
 
 
>ref|YP_560019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           xenovorans LB400] 
 sp|Q13VC2.1|AROA_BURXL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABE31967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           xenovorans LB400] 
          Length = 434 
 
 Score =  404 bits (1039), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 225/442 (50%), Positives = 288/442 (65%), Gaps = 26/442 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGT++LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTIRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D      VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLKRD--GDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSIS 179 
           GVPRM ERPIGDLV GL+QLGA +D       PP+R+      PG       + + G +S 
Sbjct: 114 GVPRMHERPIGDLVDGLRQLGAKIDYEENEGYPPLRIR-----PGQINADAPITVRGDVS 168 
 
Query: 180 SQYLSALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SQ+L++LLM  PL     G   +++  +LIS PY+E+TL+LMERFG+K E    W +F + 
Sbjct: 169 SQFLTSLLMTLPLVRTGSGVSTVQVDGELISKPYIEITLKLMERFGIKVERH-GWHQFVV 227 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             GQ+Y+SP +  VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA+ L  MGA 
Sbjct: 228 PAGQRYQSPGSIMVEGDASSASYFLAAGALGGGPLKVEGVGRASIQGDVGFADALIRMGA 287 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +   +  + V G   +      L+ ID++ N +PD AMT+AV ALFADG T +R++ASW 
Sbjct: 288 NLQMGDDWIEVRGVGHD---SGKLEPIDMDCNLIPDAAMTIAVAALFADGATTLRNIASW 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAAC 415 
           RVKET+R+ A+ TEL K+GA V+EG D+ II PPEKL    AIDTYDDHRMAM FSL +  
Sbjct: 345 RVKETDRLAAMATELRKVGAKVKEGEDFIIIEPPEKLIPNAAIDTYDDHRMAMCFSLVSL 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFD 437 
             VPV I DP C  KTFPDYF+ 
Sbjct: 405 GGVPVRINDPKCVGKTFPDYFE 426 
 
 
>ref|ZP_01793472.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittHH] 
 gb|EDK08922.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittHH] 
          Length = 432 
 
 Score =  404 bits (1039), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 224/435 (51%), Positives = 284/435 (65%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTISLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         V G GG F ++D    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEVEGLGGAFNIQD---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA A +  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLA-AGVIKGKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFANGETVIRNIYNWRVKETNR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEVEEGEDFIRIQPLPLNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP +F 
Sbjct: 408 ILDPKCTAKTFPTFF 422 
 
 
>ref|ZP_05849995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae NT127] 
 gb|EEW78727.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
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           influenzae NT127] 
          Length = 432 
 
 Score =  404 bits (1039), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 222/436 (50%), Positives = 285/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G GG F ++D    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNIQD---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGV  E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVHVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFANGETIIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA +EEG D+  I   P  +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEIEEGEDFIRIQPLPLNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|NP_841981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosomonas europaea 
           ATCC 19718] 
 sp|Q82TD4.1|AROA_NITEU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD85875.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Nitrosomonas europaea ATCC 19718] 
          Length = 431 
 
 Score =  404 bits (1039), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 229/436 (52%), Positives = 283/436 (64%), Gaps = 27/436 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS-V 67 
           L  ++   G V+LPGSKS+SNRILLL+AL+EGTT+V NLL S+D   ML ALR LG++ V 
Sbjct: 6   LPHVQRAQGNVRLPGSKSISNRILLLSALAEGTTMVSNLLESDDTGRMLDALRLLGVAIV 65 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D    R  V GC GKFPV +A    +LFLGNAG A R LTA +    G+  Y L GVP 
Sbjct: 66  RTDDGKYR--VAGCKGKFPVREA----ELFLGNAGTAFRPLTAVLALMQGH--YRLSGVP 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM ERPIGDLV  L+Q+GA + C      PP+ ++     PG  + + G+ISSQ+LS LL 
Sbjct: 118 RMHERPIGDLVDALRQIGAVITCLEHEGFPPLEIHPAVIRPG-NISIKGNISSQFLSGLL 176 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MA PL    V I +   LIS PYV +T+  M RFGV+ +  +SW RF +   Q Y+SP   
Sbjct: 177 MALPLTGEPVTIVVSGTLISQPYVALTIAQMARFGVQVKQ-ESWQRFMLPENQTYRSPGK 235 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----WTET 303 
             VEGDASSASYFLA  AI GG V +EG G+ S QGD++F E LE MGA+++    W E+ 
Sbjct: 236 IAVEGDASSASYFLAAGAIAGGPVRIEGAGSDSCQGDIRFVEALEAMGARISMGSDWIES 295 
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Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                G          LKAID + N +PD AMTLA +ALFA G T +R++ASWRVKET+R 
Sbjct: 296 GAPDGGA---------LKAIDFDCNHIPDAAMTLATMALFARGTTTLRNIASWRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPE-KLNVTA-IDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+  EL KLGA VE G D+  ITPP+  L   A IDTYDDHRMAM FSL + + VPV  
Sbjct: 347 IAAMSAELRKLGARVEAGDDFLRITPPDGPLTADAVIDTYDDHRMAMCFSLVSLS-VPVR 405 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DPGC  KTFPDYF+ 
Sbjct: 406 INDPGCVAKTFPDYFE 421 
 
 
>ref|YP_088767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           succiniciproducens MBEL55E] 
 sp|Q65S78.1|AROA_MANSM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAU38182.1| AroA protein [Mannheimia succiniciproducens MBEL55E] 
          Length = 433 
 
 Score =  404 bits (1038), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 227/441 (51%), Positives = 289/441 (65%), Gaps = 19/441 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + GTV LPGSKSLSNR LLLAAL++GTT V NLL+S+DV +ML AL+ LG 
Sbjct: 2   EKLTLTPISHVEGTVNLPGSKSLSNRALLLAALAKGTTRVTNLLDSDDVRHMLNALKQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN---ATY 121 
           ++    +      V G G  F  ++    + LFLGNAG AMR LTAA+  A  +   A   
Sbjct: 62  VNYSLSEDKSVCEVQGLGKAFAWQNG---LALFLGNAGTAMRPLTAALCLANADSVPAEI 118 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           +L G PRM+ERPI  LV  L Q GADV        PP+ +   G L GGKVK+ GS+SSQ 
Sbjct: 119 ILTGEPRMKERPIKHLVDALLQAGADVQYLEQEGYPPLAIRNTG-LKGGKVKIDGSVSSQ 177 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +L+ALLMAAP+A  D EIEII +L+S PY+++TL +M+ F V  ++ + + RF +KG Q+ 
Sbjct: 178 FLTALLMAAPMAERDTEIEIIGELVSKPYIDITLNMMKIFAVDVDNQN-YQRFVVKGNQQ 236 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FAEVLE MGAK+TW  
Sbjct: 237 YQSPNIFLVEGDASSASYFLAAGAIKG-KVRVTGVGKNSIQGDRLFAEVLEKMGAKITWG 295 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E  +           R  L  ID++MN +PD AMT+A  ALFA G T IR++ +WRVKET 
Sbjct: 296 EDYIEAE--------RGELNGIDMDMNHIPDAAMTIATTALFAQGETVIRNIYNWRVKET 347 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TEL K+GA VEEG D+  I PP  ++     I+TY+DHRMAM F+L A +    
Sbjct: 348 DRLSAMATELRKVGAEVEEGEDFIRIQPPASDQFKHAEIETYNDHRMAMCFALVALSNTA 407 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLS 440 
           VTI DP CT KTFP +FD  S 
Sbjct: 408 VTICDPKCTAKTFPTFFDEFS 428 
 
 
>ref|ZP_08067507.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus ureae 
           ATCC 25976] 
 gb|EFX91698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus ureae 
           ATCC 25976] 
          Length = 432 
 
 Score =  404 bits (1038), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 227/435 (52%), Positives = 287/435 (65%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML ALR LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALRALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
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           ++    +      V G GG F  ++    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VNYSLSEDKTICTVEGIGGVFNWQNG---LSLFLGNAGTAMRPLTAALCLKGTAEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDVLRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGV  E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVNVENQN-YQTFVVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VLE  GAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVLEATGAKITWGDN 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QGELKGVDMDMNHIPDAAMTIAATALFAEGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GASVEEG D+  I   P  +     I TY+DHRMAM FSL A ++ PVT 
Sbjct: 348 LAAMATELRKVGASVEEGEDFIRIQPLPLTQFQHAEIATYNDHRMAMCFSLIALSDTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP YF 
Sbjct: 408 ILDPKCTAKTFPTYF 422 
 
 
>ref|YP_248938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 86-028NP] 
 ref|YP_001290862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittEE] 
 sp|Q4QL19.1|AROA_HAEI8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A5UCH8.1|AROA_HAEIE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAX88278.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 86-028NP] 
 gb|ABQ98479.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittEE] 
 gb|ADO96461.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Haemophilus 
           influenzae R2846] 
          Length = 432 
 
 Score =  404 bits (1037), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 223/435 (51%), Positives = 285/435 (65%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         V G GG F ++D    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEVEGLGGTFNIQD---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALF++G T IR++ +WRVKET+R 
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Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFSNGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHR+AM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIHIQPLPLNQFKHANIETYNDHRIAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP +F 
Sbjct: 408 ILDPKCTAKTFPTFF 422 
 
 
>ref|YP_001354360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Janthinobacterium sp. 
           Marseille] 
 sp|A6T1G3.1|AROA_JANMA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR88781.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Janthinobacterium sp. 
           Marseille] 
          Length = 441 
 
 Score =  404 bits (1037), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 222/443 (50%), Positives = 282/443 (63%), Gaps = 30/443 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+P     G V+LPGSKS+SNR LLLAAL++GTT + +LL S+D H ML AL+ LG+  E 
Sbjct: 10  LKPAMHAKGVVRLPGSKSISNRTLLLAALAQGTTHIRDLLASDDTHVMLMALQKLGVKWE 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               ++  +V G  G FPV  A     LF+GNAG A+R LTAA+   GG+  Y L GV R 
Sbjct: 70  QIGESQDYIVHGVDGSFPVHQA----DLFMGNAGTAIRPLTAALAVTGGD--YTLHGVSR 123 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L  +G  ++       PP+ +   G +   ++ + G++SSQ+L+ALLM 
Sbjct: 124 MHERPIGDLVDALNAIGTHIEYTGEPGYPPLHIQR-GRIHAHEMSVRGNVSSQFLTALLM 182 
 
Query: 189 AAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           AAPL     DV I +I  LIS PY+E+TL L++RFGV+ +  + W  F IK GQ+Y SP  
Sbjct: 183 AAPLMTREQDVIINVIGDLISKPYIEITLNLIQRFGVEVQ-RNGWQSFTIKAGQRYISPG 241 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV----TWTE 302 
           N +VEGDASSASYFLA  AI GG V VEG G  S+QGDV+F E LE MGA V     W E 
Sbjct: 242 NIHVEGDASSASYFLAAGAIAGGPVRVEGVGRDSIQGDVRFVEALEQMGATVRMGDNWIE 301 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                            L+AID + N +PD AMT+AV AL+ADGP+ +R++ SWRVKET+ 
Sbjct: 302 AESNGV-----------LRAIDADFNHIPDAAMTIAVAALYADGPSILRNIGSWRVKETD 350 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL-----AACAE 417 
           R+ A+ TEL KLGA VEEG DY  +TPP ++   AIDTYDDHRMAM FSL     AA    
Sbjct: 351 RISAMATELRKLGAIVEEGEDYLKVTPPAEILSAAIDTYDDHRMAMCFSLATLDGAARRG 410 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLS 440 
               I DP C  KTFP+YF+  + 
Sbjct: 411 NKERINDPQCVAKTFPEYFEAFA 433 
 
 
>ref|ZP_05989016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. BOVINE] 
 gb|EEY13025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. BOVINE] 
          Length = 432 
 
 Score =  404 bits (1037), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 226/439 (51%), Positives = 288/439 (65%), Gaps = 18/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   + + L 
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Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
           TI DP CT KTFP YF  L 
Sbjct: 408 TILDPNCTAKTFPTYFREL 426 
 
 
>ref|YP_001293174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittGG] 
 sp|A5UJ35.1|AROA_HAEIG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR00791.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittGG] 
          Length = 432 
 
 Score =  403 bits (1035), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 222/436 (50%), Positives = 285/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G GG F +++    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNIQN---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+ PLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSTPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------YAELNGIDMDMNHIPDAAMTIATTALFANGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEVEEGEDFIRIQPLPLNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
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>ref|YP_003907846.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1003] 
 gb|ADN58555.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1003] 
          Length = 434 
 
 Score =  402 bits (1034), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 220/439 (50%), Positives = 286/439 (65%), Gaps = 20/439 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++  +     VV G  G F    A     LFLGNAG A+R LTAA++  GG+  Y +  
Sbjct: 62  VRLK--REGDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALSVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+          +++ G +SSQ+L+ 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGARIDYEENEGYPPLRIRPAQISAEAPIRVRGDVSSQFLT 173 
 
Query: 185 ALLMAAPLAL---GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LLM  PL     G   +++  +LIS PY+++T++LM RFG+  E  + W +F +  GQ+ 
Sbjct: 174 SLLMTLPLVRTTSGVSTVQVDGELISKPYIDITIKLMARFGINVER-NGWHQFVVPAGQR 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+SP    VEGDASSASYFLA   + GG V VEG G  S+QGDV FA+ L  MGA +    
Sbjct: 233 YQSPGTIMVEGDASSASYFLAAGVLGGGPVKVEGVGRASIQGDVGFADALIKMGANLQMG 292 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           E  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG T +R++ASWRVK 
Sbjct: 293 EDWIEVRG-----VGNDHGKLDPIDMDFNLIPDAAMTIAVAALFADGTTTLRNIASWRVK 347 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA V+EG D+ ++TPPEKL   A IDTYDDHRMAM FSL +   V 
Sbjct: 348 ETDRIAAMATELRKVGAKVQEGDDFLMVTPPEKLIPNASIDTYDDHRMAMCFSLVSLGGV 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYF+ 
Sbjct: 408 PVRINDPKCVAKTFPDYFE 426 
 
 
>ref|ZP_06842784.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           Ch1-1] 
 gb|EFG69508.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia sp. 
           Ch1-1] 
          Length = 434 
 
 Score =  402 bits (1034), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 223/442 (50%), Positives = 287/442 (64%), Gaps = 26/442 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGT++LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTIRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D      VV G  G F    A     LFLGNAG A+R LTAA+   GG+  Y +  
Sbjct: 62  VRLKRD--GDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGD--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSIS 179 
           GVPRM ERPIGDLV GL+QLGA +D       PP+R+      PG       + + G +S 
Sbjct: 114 GVPRMHERPIGDLVDGLRQLGAKIDYEENEGYPPLRIR-----PGQINADAPITVRGDVS 168 
 
Query: 180 SQYLSALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SQ+L++LLM  PL     G   +++  +LIS PY+E+T++LMERFG+K E    W +F + 
Sbjct: 169 SQFLTSLLMTLPLLRTGSGVSTVQVDGELISKPYIEITIKLMERFGIKVERH-GWHQFVV 227 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             GQ+Y+SP    VEGDASSASYFLA  A+ GG + VEG G  S+QGDV FA+ L  MGA 
Sbjct: 228 PAGQRYQSPGRIMVEGDASSASYFLAAGALGGGPLKVEGVGRASIQGDVGFADALIKMGA 287 
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Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +   +  + V G   +      L+ ID++ N +PD AMT+AV ALFADG T +R++ASW 
Sbjct: 288 NLQMGDDWIEVRGVGHD---SGKLEPIDMDCNLIPDAAMTIAVAALFADGATTLRNIASW 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAAC 415 
           RVKET+R+ A+ TEL K+GA V+EG D+ +I PPEKL    AIDTYDDHRMAM FSL +  
Sbjct: 345 RVKETDRLAAMATELRKVGAKVKEGEDFIVIEPPEKLIPNAAIDTYDDHRMAMCFSLVSL 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFD 437 
             VPV I DP C  KTFPDYF+ 
Sbjct: 405 GGVPVRINDPKCVGKTFPDYFE 426 
 
 
>ref|ZP_07889958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           segnis ATCC 33393] 
 gb|EFU67370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           segnis ATCC 33393] 
          Length = 436 
 
 Score =  402 bits (1033), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 225/443 (50%), Positives = 288/443 (65%), Gaps = 20/443 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A  I L PI  + GT+ LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL 
Sbjct: 1   MQHATSITLNPIHHVEGTINLPGSKSLSNRALLLAALAHGTTNVTNLLDSDDIRHMLNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           + LG+            V G GG F   D    + LFLGNAG AMR L AA+  A   A+ 
Sbjct: 61  KHLGVQYSLSDDKSICEVQGLGGAFQWHDG---LALFLGNAGTAMRPLAAALCLAREGAS 117 
 
Query: 121 ----YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                +L G PRM+ERPI  LV  L Q GAD+        PP+ +   G L GG +K+ G 
Sbjct: 118 PQNEVILTGEPRMKERPIQHLVDALLQAGADIRYLENEGYPPIAIRNTG-LRGGTIKIDG 176 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SISSQ+L+ALLMAAPLA GD EIEII +L+S PY+++TL +M+ FGV+ E+ + + RF + 
Sbjct: 177 SISSQFLTALLMAAPLAEGDSEIEIIGELVSKPYIDITLNMMKIFGVEVENQN-YQRFLV 235 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           KG Q Y+SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGA 
Sbjct: 236 KGKQSYQSPGTFLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGA 294 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           K+TW E  +     P        L  +D++MN +PD AMT+A  ALFA+G T IR++ +W 
Sbjct: 295 KITWGEDFIEAEQAP--------LHGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNW 346 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL K+GA VEEG D+  I P +  +  A  I+TY+DHR+AM F+L A 
Sbjct: 347 RVKETDRLTAMATELRKVGADVEEGEDFIRIQPLKLTDFKAAEIETYNDHRIAMCFALVA 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFD 437 
            ++ P+TI DP CT KTFP +F+ 
Sbjct: 407 LSDTPITILDPDCTAKTFPTFFE 429 
 
 
>ref|YP_003466751.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Xenorhabdus bovienii 
           SS-2004] 
 emb|CBJ79957.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Xenorhabdus bovienii 
           SS-2004] 
          Length = 428 
 
 Score =  401 bits (1031), Expect = e-110,   Method: Compositional matrix adjust. 
 Identities = 226/435 (51%), Positives = 288/435 (66%), Gaps = 16/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + L+PI  I+GT+ LPGSKS+SNR LLLAA ++GTT + NLL+S+D+ +ML AL TL  
Sbjct: 2   QSLTLKPISCINGTINLPGSKSVSNRALLLAAFAKGTTCLTNLLDSDDIRHMLNALTTLE 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +     + +         G       K  ++LFLGNAG AMR L AA+     N   VL  

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 328



 

 

Sbjct: 62  IPY---RLSDDRTCCEIDGIGGTITGKGALELFLGNAGTAMRPLAAALCLGDNNV--VLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+ + G  G  GGKV + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLHIKG--GFSGGKVVVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D +I I   L+S PY+++TL LME FGV  E+   +  F++KG Q+Y+S 
Sbjct: 175 ALLMAAPLAANDTDIHIQGDLVSKPYIDITLALMESFGVTVENH-QYQVFHVKGQQQYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDASSASYFLA AAI GGTV V G G  SLQGD KFA+VLE MGA + W     
Sbjct: 234 PGHYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSLQGDTKFADVLERMGATIRWGHDF 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           R  L  +D++MN +PD AMT+A  ALFA G T IR++ +WRVKET+R+ 
Sbjct: 294 VECE--------RGTLIGVDMDMNAIPDAAMTIATTALFAQGETVIRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+  EL K+GA VEEG DY  + PP+KLN   I+TY+DHRMAM FSL A ++ PVTI D 
Sbjct: 346 NAMAAELRKIGAEVEEGHDYIRVVPPQKLNHAEIETYNDHRMAMCFSLVALSDTPVTILD 405 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           PGCT KTFPDYF+ L 
Sbjct: 406 PGCTAKTFPDYFNQL 420 
 
 
>ref|ZP_04467199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 7P49H1] 
 gb|EEP45644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 7P49H1] 
          Length = 432 
 
 Score =  401 bits (1031), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 222/435 (51%), Positives = 284/435 (65%), Gaps = 17/435 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  I GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAIEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G  G F ++D    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEIEGLDGTFNIQD---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALF++G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFSNGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VEEG D+  I   P  +     I+TY+DHR+AM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEEGEDFIHIQPLPLNQFKHANIETYNDHRIAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I DP CT KTFP +F 
Sbjct: 408 ILDPKCTAKTFPTFF 422 
 
 
>ref|YP_004138971.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3047] 
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 ref|YP_004135455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3031] 
 emb|CBY81129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3031] 
 emb|CBY87307.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3047] 
          Length = 432 
 
 Score =  401 bits (1030), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 221/436 (50%), Positives = 286/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         + G GG F +++    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEIEGLGGAFNIQN---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKIENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +           +  L  ID++MN +PD AMT+A  ALF++G T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------QAELNGIDMDMNHIPDAAMTIATTALFSNGETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VE G D+  I   P  +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKIGAEVEGGEDFIRIQPLPLNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>ref|YP_001100819.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Herminiimonas 
           arsenicoxydans] 
          Length = 428 
 
 Score =  400 bits (1029), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 217/436 (49%), Positives = 280/436 (64%), Gaps = 22/436 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V+LPGSKS+SNR LLLAAL++GTT + +LL S+D H ML AL+ +G+  E    ++   
Sbjct: 5   GVVRLPGSKSISNRTLLLAALADGTTQIRDLLASDDTHVMLMALQKIGVKWEQIGESQDY 64 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           VV G  G FPV  A     LF+GNAG A+R LTAA+   GG+  Y L GV RM ERPIGD 
Sbjct: 65  VVHGVNGAFPVHQAD----LFMGNAGTAIRPLTAALAVTGGD--YTLHGVSRMHERPIGD 118 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL-- 194 
           LV  L  +G  ++       PP+ +   G +   ++++ G++SSQ+L+ALLMAAPL     
Sbjct: 119 LVDALNAIGTHIEYTGEPGYPPLHIQR-GRIHAQRMQVRGNVSSQFLTALLMAAPLMARE 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            DV I+++ +LIS PY+E+TL LM RFGV+ +  D W  F I  GQ+Y SP   +VEGDA 
Sbjct: 178 QDVTIDVVGELISKPYIEITLNLMRRFGVEVQR-DGWQSFTIAAGQRYISPGIIHVEGDA 236 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SSASYFLA  AI GG V VEG G  S+QGDV+F E L+ MGA +T  +  +       E  
Sbjct: 237 SSASYFLAAGAIAGGPVRVEGVGKNSIQGDVRFVESLQQMGATITMGDNWI-------EA 289 
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Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                L+AID + N +PD AMT+AV AL+ADG + +R++ SWRVKET+R+ A+  EL KL 
Sbjct: 290 KSNGALRAIDADFNHIPDAAMTIAVAALYADGTSTLRNIGSWRVKETDRISAMTIELRKL 349 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-----PVTIRDPGCTR 429 
           GASVEEG DY  ITPP  +   AIDTYDDHRMAM FSLA           + I DP C   
Sbjct: 350 GASVEEGEDYLRITPPAVIQPAAIDTYDDHRMAMCFSLATLDGAIRKGSKIRINDPQCVA 409 
 
Query: 430 KTFPDYFDVLSTFVKN 445 
           KTFPDYF   +   ++ 
Sbjct: 410 KTFPDYFTAFAKVTED 425 
 
 
>ref|NP_439734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae Rd KW20] 
 ref|ZP_05848197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae RdAW] 
 sp|Q03421.2|AROA_HAEIN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAC23237.1| 3-phosphoshikimate-1-carboxyvinyltransferase (aroA) [Haemophilus 
           influenzae Rd KW20] 
 gb|EEW76979.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae RdAW] 
          Length = 432 
 
 Score =  400 bits (1028), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 222/436 (50%), Positives = 284/436 (65%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVL 123 
           +  +         V G GG F ++D    + LFLGNAG AMR LTAA+   G   +  +L 
Sbjct: 62  VRYQLSDDKTICEVEGLGGTFNIQD---NLSLFLGNAGTAMRPLTAALCLKGKTESEIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D EIEII +L+S PY+++TL +M  FGV+ E+   + +F +KG Q Y  
Sbjct: 178 TALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVQVENH-HYQKFQVKGNQSYI 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E  
Sbjct: 237 SPNKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFADVLEKMGAKITWGED 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +              L  ID++MN +PD AMT+A  ALFA+  T IR++ +WRVKET+R 
Sbjct: 296 FIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFANSETVIRNIYNWRVKETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+ TEL K+GA VE G D+  I   P  +     I+TY+DHRMAM FSL A +  PVT 
Sbjct: 348 LTAMATELRKVGAEVEGGEDFIRIQPLPLNQFKHANIETYNDHRMAMCFSLIALSNTPVT 407 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I DP CT KTFP +F+ 
Sbjct: 408 ILDPKCTAKTFPTFFN 423 
 
 
>dbj|BAE20404.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lactuca sativa] 
          Length = 231 
 
 Score =  400 bits (1028), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 202/231 (87%), Positives = 218/231 (94%) 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           LSGSISSQ L+ALLMAAPLALGDVEIEIIDKLISIPYVEMTL+LMERFGV  +HSD+WDR 
Sbjct: 1   LSGSISSQXLTALLMAAPLALGDVEIEIIDKLISIPYVEMTLKLMERFGVSVQHSDTWDR 60 
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Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F+++GGQKYKSP NAYVEGDASSASYFLAGAAITGGT+TVEGCGT+SLQGDVKFAEVL   
Sbjct: 61  FHVQGGQKYKSPGNAYVEGDASSASYFLAGAAITGGTITVEGCGTSSLQGDVKFAEVLGQ 120 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MGA+VTWTE SVTV GPPR+P GRKHL+ +DVNMNKMPDVAMTLAVVAL+ADGPTAIRDV 
Sbjct: 121 MGAQVTWTENSVTVKGPPRDPSGRKHLRPVDVNMNKMPDVAMTLAVVALYADGPTAIRDV 180 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           ASWRVKETERM+AI TEL KLGA+VEEGPDYCIITPP KLNVTAIDTYDDH 
Sbjct: 181 ASWRVKETERMIAICTELRKLGATVEEGPDYCIITPPXKLNVTAIDTYDDH 231 
 
 
>ref|ZP_08148670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           parainfluenzae ATCC 33392] 
 gb|EGC71936.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           parainfluenzae ATCC 33392] 
          Length = 432 
 
 Score =  400 bits (1027), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 222/434 (51%), Positives = 286/434 (65%), Gaps = 17/434 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L+PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG + 
Sbjct: 4   ITLEPISRIEGEINLPGSKSLSNRALLLAALAKGTTTVTNLLDSDDIRHMLNALKALGGN 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-NATYVLDG 125 
            +  +   R  V G GG F VE+    + LFLGNAG AMR LTAA+   G      +L G 
Sbjct: 64  YQLSEDKTRCEVEGLGGAFQVENG---LSLFLGNAGTAMRPLTAALCLKGNTEGEVILTG 120 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
            PRM+ERPI  LV  L Q GADV        PP+ +    G+ GG V++ GSISSQ+L+A 
Sbjct: 121 EPRMKERPIKHLVDALLQAGADVRYLENDGYPPLAIRN-QGIKGGVVEIDGSISSQFLTA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLMAAPLA GD++I I+  L+S PY+++TL +M+ FG+  E+ + +  F +KG Q Y SP 
Sbjct: 180 LLMAAPLAEGDLDIHIVGDLVSKPYIDITLAMMKDFGISVENHN-YQVFKVKGNQSYVSP 238 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA AAI  G V V G G  S+QGD  FA+VLE MGAK+TW E  + 
Sbjct: 239 GKYMVEGDASSASYFLAAAAIK-GNVKVTGIGKHSIQGDRLFADVLEKMGAKITWGEDFI 297 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                      +  L  +D++MN +PD AMT+A +ALFA G T IR++ +WRVKET+R+  
Sbjct: 298 QAE--------QAELHGVDMDMNHIPDAAMTIATIALFAKGETVIRNIYNWRVKETDRLA 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+ TEL K+GA VEEG D+  I P    +     I+TY+DHRMAM F+L A ++ PVTI  
Sbjct: 350 AMATELRKVGAEVEEGEDFIRIQPLAISQFKHAEIETYNDHRMAMCFALIALSDTPVTIL 409 
 
Query: 424 DPGCTRKTFPDYFD 437 
           DP CT KTFP +FD 
Sbjct: 410 DPKCTAKTFPTFFD 423 
 
 
>ref|YP_001344227.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           succinogenes 130Z] 
 sp|A6VMU5.1|AROA_ACTSZ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR74292.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinobacillus 
           succinogenes 130Z] 
          Length = 433 
 
 Score =  400 bits (1027), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 228/442 (51%), Positives = 292/442 (66%), Gaps = 20/442 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + GTV LPGSKSLSNR LLLAAL++GTT V NLL+S+DV +ML AL+ LG 
Sbjct: 2   EKITLNPIARVEGTVNLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDVRHMLNALKRLG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GN---AT 120 
           +S           V G G  F  ++    + LFLGNAG AMR LTAA+  A  GN   A  
Sbjct: 62  VSYTLSDDKTVCEVQGLGRAFEWQNG---LSLFLGNAGTAMRPLTAALCLANSGNESPAE 118 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            VL G PRM+ERPI  LV  L Q GA+++       PP+ +    GL GGKVK+ GS+SS 
Sbjct: 119 IVLTGEPRMKERPIKHLVDALLQAGAEIEYLEQDGYPPLAIRN-KGLHGGKVKIDGSVSS 177 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+L+ALLMAAP++  D EIEII  L+S PY+++TL +M+ FGV+ E+ + + RF +KG Q 
Sbjct: 178 QFLTALLMAAPMSAADTEIEIIGDLVSKPYIDITLNMMKIFGVEVENRN-YQRFTVKGCQ 236 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y+SPK   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VL  MGAK+TW 
Sbjct: 237 QYQSPKTFLVEGDASSASYFLAAGAIKG-CVKVTGVGKNSIQGDRLFADVLTAMGAKITW 295 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E  +           +  L  +D++MN +PD AMT+A  ALFA G T IR++ +WRVKE 
Sbjct: 296 GEDFIRAE--------QGELSGVDMDMNHIPDAAMTIATAALFAKGETVIRNIYNWRVKE 347 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           T+R+ A+ TEL K+GA+VEEG D+  I   P  +     I+TY+DHRMAM F+L A ++  
Sbjct: 348 TDRLAAMATELRKVGATVEEGEDFIRIQPLPLAEFKHAEIETYNDHRMAMCFALIALSDT 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
           PVTI DP CT KTFP +FD  S 
Sbjct: 408 PVTILDPKCTAKTFPTFFDEFS 429 
 
 
>ref|ZP_06573944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Providencia rettgeri 
           DSM 1131] 
 gb|EFE54886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Providencia rettgeri 
           DSM 1131] 
          Length = 392 
 
 Score =  399 bits (1026), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 206/404 (50%), Positives = 275/404 (68%), Gaps = 16/404 (3%) 
 
Query: 37  LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 96 
           +++GTT++ NLL+S+D+ +ML AL  LG++ +  +   R  V G GG     D   E ++ 
Sbjct: 1   MAKGTTILTNLLDSDDIRHMLNALSQLGVNYQLSEDKTRCRVEGLGGNLSHPD---ETEI 57 
 
Query: 97  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 156 
           FLGNAG AMR LTAA++ +  N   +L G PRM+ERPIG LV  L++ GA+++     +  
Sbjct: 58  FLGNAGTAMRPLTAALSLSRNNI--ILTGEPRMKERPIGHLVDALREGGAEIEYLEQENY 115 
 
Query: 157 PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 216 
           PP+R+ G  G  GG++ + GS+SSQ+L+ALLMAAP A  D  I II +L+S PY+++TL  
Sbjct: 116 PPLRLKG--GFIGGQISVDGSVSSQFLTALLMAAPRAEQDTTITIIGELVSKPYIDITLA 173 
 
Query: 217 LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 276 
           LM+ FGV  E+   ++ F IKG Q+Y+SP    VEGDASSASYFLA AAI GG V V G  
Sbjct: 174 LMKTFGVNVENH-QYEYFVIKGQQQYQSPGEYLVEGDASSASYFLAAAAIKGGVVRVTGI 232 
 
Query: 277 GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 336 
           G  SLQGD KFA VLE MGA + W +  V           R+ L  ID++MN +PD AMT 
Sbjct: 233 GRNSLQGDTKFANVLEKMGATIRWGDDYVECE--------RRTLTGIDMDMNAIPDAAMT 284 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 396 
           +  VALFA+G T IR++ +WRVKET+R+ A+ TEL K+GA VEEG DY  + PP+KL    
Sbjct: 285 IGTVALFAEGETVIRNIYNWRVKETDRLYAMATELRKVGAEVEEGHDYIRVVPPKKLQHA 344 
 
Query: 397 AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            I+TY+DHR+AM FSL A ++ PVTI DPGCT KTFPDYF+ L+ 
Sbjct: 345 EIETYNDHRIAMCFSLVALSDTPVTILDPGCTAKTFPDYFEQLA 388 
 
 
>ref|ZP_02412430.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 14] 
          Length = 424 
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 Score =  399 bits (1025), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 222/423 (52%), Positives = 275/423 (65%), Gaps = 20/423 (4%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           LPGSKS+SNR+LLLAAL+EG T V NLL+S+D   ML AL  LG+ +  D      VV G 
Sbjct: 8   LPGSKSISNRVLLLAALAEGETTVTNLLDSDDTRVMLDALTKLGVKLSRDGGT--CVVGG 65 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
             G F  + A     LFLGNAG A+R LTAA+   GG   Y + GVPRM ERPIGDLV G 
Sbjct: 66  TRGAFTAKTA----DLFLGNAGTAVRPLTAALAVNGGE--YRIHGVPRMHERPIGDLVDG 119 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL---GDV 197 
           L+Q+GA +D       PP+R+          +++ G +SSQ+L+ALLM  PL     G   
Sbjct: 120 LRQIGARIDYEGNEGFPPLRIRPATISVDAPIRVRGDVSSQFLTALLMTLPLVKAKDGAS 179 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
            +EI  +LIS PY+E+T++LM RFGV  E  D W RF +  G +Y+SP    VEGDASSA 
Sbjct: 180 VVEIDGELISKPYIEITIKLMARFGVTVER-DGWQRFTVPAGVRYRSPGTIMVEGDASSA 238 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA  A+ GG + VEG G  S+QGDV FA  L  MGA VT  +  + V G      G  
Sbjct: 239 SYFLAAGALGGGPLRVEGVGRASIQGDVGFANALMQMGANVTMGDDWIEVRG-----IGH 293 
 
Query: 318 KH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
            H  L  ID++ N +PD AMT+AV ALFADGP+ +R++ SWRVKET+R+ A+ TEL K+G 
Sbjct: 294 DHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRNIGSWRVKETDRIAAMATELRKVG 353 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           A+VEEG DY ++TPP +L   A IDTYDDHRMAM FSL +   VPV I DP C  KTFPD 
Sbjct: 354 ATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFSLVSLGGVPVRINDPKCVGKTFPD 413 
 
Query: 435 YFD 437 
           YFD 
Sbjct: 414 YFD 416 
 
 
>ref|ZP_05920862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pasteurella dagmatis 
           ATCC 43325] 
 gb|EEX49676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pasteurella dagmatis 
           ATCC 43325] 
          Length = 440 
 
 Score =  399 bits (1024), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 222/451 (49%), Positives = 285/451 (63%), Gaps = 20/451 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A  I L PI  I G ++LPGSKSLSNR LLLAAL+ GTT V NLL+S+DV +ML AL 
Sbjct: 1   MQNATSITLNPITHIEGEIRLPGSKSLSNRALLLAALANGTTTVKNLLDSDDVRHMLNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG---- 116 
           + LG++           + G G  F  +     + LFLGNAG AMR LTAA+  +      
Sbjct: 61  KQLGVNYRLSDDKSVCTIEGLGRAFEWQGG---LALFLGNAGTAMRPLTAALCLSNAETE 117 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G    +L G PRM+ERPI  LV  L Q GAD+        PP+ +   G L GG +K+ G 
Sbjct: 118 GQNEIILTGEPRMKERPIRHLVDALLQAGADIRYLEQEGYPPLVIRNTG-LQGGLIKIDG 176 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLMAAP+A  D EIEII  L+S PY+++TL +M+ FG+  E+ + + RF + 
Sbjct: 177 SVSSQFLTALLMAAPMAKTDTEIEIIGDLVSKPYIDITLNMMKIFGIHVENQN-YQRFIV 235 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G Q+Y+SP    VEGDASSASYFLA AAI G  V V G G  S+QGD  FA VLE MGA 
Sbjct: 236 QGNQQYQSPNTFLVEGDASSASYFLAAAAIKG-KVKVTGVGKNSIQGDRLFANVLEKMGA 294 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           K+TW E  + V         +  LK ID++MN +PD AMT+A  ALFA G T IR++ +W 
Sbjct: 295 KITWGEDFIEVE--------QGELKGIDMDMNHIPDAAMTIATTALFAQGETLIRNIYNW 346 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAA 414 
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           RVKET+R+ A+  EL K+GA VEEG D+  I P   +K     I+TY+DHRMAM F+L A 
Sbjct: 347 RVKETDRLSAMAKELRKVGAEVEEGEDFIRIQPLALDKFQHAEIETYNDHRMAMCFALVA 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            +   VTI DP CT KTFP +F+  +    N 
Sbjct: 407 LSNTAVTILDPNCTTKTFPTFFEEFAHLAHN 437 
 
 
>ref|YP_003846937.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gallionella 
           capsiferriformans ES-2] 
 gb|ADL55173.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gallionella 
           capsiferriformans ES-2] 
          Length = 670 
 
 Score =  399 bits (1024), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 232/464 (50%), Positives = 290/464 (62%), Gaps = 48/464 (10%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  +E I L P+    G+V+LPGSKS+SNR+LLLAALS GTT+V +LL S+D   ML  L 
Sbjct: 1   MNPSEFINLPPLLSARGSVRLPGSKSISNRVLLLAALSGGTTIVRDLLRSDDTDRMLEGL 60 
 
Query: 61  RTLGLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           +TLG++VE+  + A K   V GCGG FPV++A    +LFLGNAG A R LTAA+  +GG  
Sbjct: 61  QTLGVTVESLGNNAYK---VTGCGGDFPVKNA----ELFLGNAGTAFRPLTAALALSGG- 112 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            +Y L GV RM ERPIGDLV  L+ LGAD+        PP+++          V + G + 
Sbjct: 113 -SYTLSGVARMHERPIGDLVDALRGLGADIAYLANDGFPPLQIKPATLSGAASVSVRGDV 171 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQ+L+ALLMA PL    V +E+I +LIS PY+E+TL +M RFG+     D W  F +   
Sbjct: 172 SSQFLTALLMALPLLGRTVTVEVIGELISKPYIEITLAMMARFGIVVLR-DGWKSFTVAA 230 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           G +Y +P   YVEGDASSASYFLA  AI GG V VEG G  S+QGDV+FA  L  MGA++ 
Sbjct: 231 GSRYVAPGEIYVEGDASSASYFLAAGAIGGGPVRVEGVGRGSIQGDVRFAGELAKMGAQI 290 
 
Query: 299 ----TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
                W E    V G          L+AID++ N +PD AMTLAV ALFA+G T +R++A 
Sbjct: 291 EMGDNWIEARAPVNG---------KLQAIDLDCNHIPDAAMTLAVAALFANGTTTLRNIA 341 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVT---------------- 396 
           SWRVKET+R+ A+ TEL K+GA VEEG DY  IT    E+L V+                 
Sbjct: 342 SWRVKETDRIHAMATELRKVGALVEEGADYIRITGLSSEELGVSENRSAASILNPQSSIL 401 
 
Query: 397 ----AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
                IDTYDDHRMAM FSLAA     + I DP C  KTFPDYF 
Sbjct: 402 NPAAGIDTYDDHRMAMCFSLAAFGNA-IRINDPRCVAKTFPDYF 444 
 
 
>ref|YP_277892.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Blochmannia pennsylvanicus str. BPEN] 
 sp|Q492S6.1|AROA_BLOPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAZ41017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Blochmannia pennsylvanicus str. BPEN] 
          Length = 432 
 
 Score =  398 bits (1023), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 213/436 (48%), Positives = 287/436 (65%), Gaps = 14/436 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L PIK+I GT+ LPGSKS+SNR LLLAA + GTT + NLL+S+DV  ML ALR LG+S 
Sbjct: 5   IKLAPIKKIQGTIHLPGSKSISNRALLLAAQATGTTQLTNLLDSDDVRCMLDALRNLGVS 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                  K   + G GG    ++  + + L LGNAG  MR L AA++    N   VL G  
Sbjct: 65  YCLSNNRKTCEINGIGGPIQSKNNNQLI-LSLGNAGTVMRPLIAALSVQTQNI--VLTGH 121 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
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           PRM++RPI  LV  L+Q GA ++       PP+R+   GG  GG++ + GSISSQ+LS++ 
Sbjct: 122 PRMKDRPIAHLVDALRQGGARIEYMERNGYPPIRL--YGGYYGGEIFIKGSISSQFLSSV 179 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM  PLA  D  I++   L+S PY+++TL LM+ FG+  +H D++  FY KG   Y+SP  
Sbjct: 180 LMMTPLAYRDTLIKVDGALVSRPYIDITLSLMKIFGINIQH-DNYRVFYCKGNMAYQSPG 238 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLA +AI GGTV V G G  S QGD+ FA +LE MGAK+ W +  +  
Sbjct: 239 DYLVEGDASSASYFLAASAIRGGTVRVIGVGRNSKQGDIYFANILESMGAKIAWGDNYIE 298 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA-DGPTAIRDVASWRVKETERMV 365 
            T           L A+D+++N +PD AMTLA+ ALF+ +GPT +R++ +WRVKE++R+  
Sbjct: 299 CTRG-------ADLNAVDLDVNNIPDAAMTLAITALFSINGPTILRNIYNWRVKESDRLA 351 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+ TEL K+GA + EG DY  ITPP K+    I+TYDDHR+AM FSL A ++V + I +P 
Sbjct: 352 AMATELRKIGAEIVEGYDYLQITPPFKIESAYINTYDDHRIAMCFSLVALSDVSIIINNP 411 
 
Query: 426 GCTRKTFPDYFDVLST 441 
            CT KTFPD+F  LS+ 
Sbjct: 412 KCTDKTFPDFFTQLSS 427 
 
 
>ref|YP_548624.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Polaromonas sp. JS666] 
 gb|ABE43726.1| 3-phosphoshikimate 1-carboxyvinyltransferase / cytidylate kinase 
           [Polaromonas sp. JS666] 
          Length = 668 
 
 Score =  398 bits (1023), Expect = e-109,   Method: Compositional matrix adjust. 
 Identities = 219/447 (48%), Positives = 292/447 (65%), Gaps = 23/447 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + + P+    GTV+LPGSKS+SNR+LLLAALS G T V +LL S+D   ML AL+ LG 
Sbjct: 5   EYLDIPPLARAGGTVRLPGSKSISNRVLLLAALSRGQTTVHDLLASDDTAVMLAALKQLG 64 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            SV   +    AV+ G GG+      + +  LF+GNAG AMR LTAA+   GG   + L  
Sbjct: 65  CSVA--QHGTTAVIDGLGGQV----GQAKATLFMGNAGTAMRPLTAALALLGGE--FELS 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV RM ERPIGDLV  L+QLG  ++       PP+R+          +++ G +SSQ+L+ 
Sbjct: 117 GVARMHERPIGDLVDALRQLGCSIEYLGNEGYPPLRLRPAQLKIEEPIRVRGDVSSQFLT 176 
 
Query: 185 ALLMAAPLALG-DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH---SDSWDRFYIKGGQ 240 
           ALLMA PL  G D+ IE++ +LIS PY+E+TL L++RFG+  +    +D+W RF I  G  
Sbjct: 177 ALLMALPLVAGQDIHIEVVGELISRPYIEITLNLLKRFGIHVQRPLGADNWQRFTIPAGS 236 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAIT-----GGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           +Y+SP + +VEGDASSASYF+A  AI+        + + G G  S+QGD++F E   MMG 
Sbjct: 237 QYQSPGDIHVEGDASSASYFIALGAISEPAAGQNHIEILGVGADSIQGDIRFIEAARMMG 296 
 
Query: 296 AKVTWTETSVTVT-GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           A++  T  S+ ++ G P + +    LKAID++ N +PD AMTLAV+AL+ADG T +R++A 
Sbjct: 297 AQIESTPNSLRISRGKPGQGWP---LKAIDLDCNHIPDAAMTLAVMALYADGTTTLRNIA 353 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           SWRVKET+R+ A+  EL KLGA+VEEG DY  ITPP      AI TYDDHR+AM FSLAA 
Sbjct: 354 SWRVKETDRIAAMACELQKLGATVEEGADYLKITPPLAWKSAAIHTYDDHRIAMCFSLAA 413 
 
Query: 415 C--AEVPVTIRDPGCTRKTFPDYFDVL 439 
              A  P+ I DP C  KTFPDYF+ L 
Sbjct: 414 FNPARQPIRILDPKCVAKTFPDYFEAL 440 
 
 
>ref|YP_004039563.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylovorus sp. 
           MP688] 
 gb|ADQ84327.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylovorus sp. 
           MP688] 
          Length = 432 
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 Score =  397 bits (1021), Expect = e-108,   Method: Compositional matrix adjust. 
 Identities = 223/430 (51%), Positives = 281/430 (65%), Gaps = 14/430 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L PI +  G + LPGSKS+SNR LLLAAL++G T + +LL+S+D   ML AL+TLG+ ++ 
Sbjct: 6   LAPIHQAHGDIVLPGSKSISNRCLLLAALADGVTDIRDLLDSDDTARMLEALQTLGVEMK 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              AA    + GC GK+PV  A     LFLGNAG A R LTAA+  + G   Y L GVPR 
Sbjct: 66  -QLAAHDWRITGCRGKWPVRQAD----LFLGNAGTAFRPLTAALAFSQGE--YRLSGVPR 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L+Q GAD+        PP+++          +++ G+ISSQ+L+ALLM 
Sbjct: 119 MHERPIGDLVDALRQAGADIQYEGNAGFPPLQIRPARITGQHTLQIRGNISSQFLTALLM 178 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A PL      IE++ +LIS PY+E+TL LM +FGVK E  + W  F +    +Y SP    
Sbjct: 179 ALPLLKEQTRIEVVGELISKPYIEITLNLMAKFGVKVER-EGWQAFTVPAASQYSSPGEL 237 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           YVEGDASSASYFLA  AI GG V V G G  S+QGDV+F + L  MGA +   +  ++ + 
Sbjct: 238 YVEGDASSASYFLAAGAIAGGPVKVHGIGLDSIQGDVRFVDALREMGAVIEHGDNWISAS 297 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P         LKA+D++ N +PD AMTLA  ALFADG T +R++ASWRVKET+R+ A+  
Sbjct: 298 APTS-----GKLKALDMDCNHIPDAAMTLATAALFADGTTRLRNIASWRVKETDRLHAMA 352 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           TEL K+GA VEEG DY  ITPP  L   A IDTYDDHRMAM FSL A  + PVTI DPGC 
Sbjct: 353 TELRKVGAIVEEGQDYICITPPASLTPNATIDTYDDHRMAMCFSLVALGQTPVTINDPGC 412 
 
Query: 428 TRKTFPDYFD 437 
             KTFPDYF+ 
Sbjct: 413 VAKTFPDYFE 422 
 
 
>gb|AAX45943.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia glucosida] 
          Length = 413 
 
 Score =  397 bits (1020), Expect = e-108,   Method: Compositional matrix adjust. 
 Identities = 219/425 (51%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAALS GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALSTGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  E  +     VV G GG F V++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSEDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKAQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAITN-SGLQGGKVQIEGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLAAGAIK-GKVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQAP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLNAMATELRKIGAVVEEGDDFIRIQPLALEHFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
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Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|YP_003050881.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylovorus sp. 
           SIP3-4] 
 gb|ACT50354.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylovorus sp. 
           SIP3-4] 
          Length = 432 
 
 Score =  397 bits (1019), Expect = e-108,   Method: Compositional matrix adjust. 
 Identities = 221/430 (51%), Positives = 281/430 (65%), Gaps = 14/430 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L PI    G + LPGSKS+SNR LLLAAL++G T + +LL+S+D   ML AL+TLG+ ++ 
Sbjct: 6   LAPIHHAHGDIVLPGSKSISNRCLLLAALADGVTDIRDLLDSDDTARMLEALQTLGVEMK 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              AA    + GC G++PV  A     LFLGNAG A R LTAA+  + G   Y L GVPR 
Sbjct: 66  -QLAAHDWRITGCRGQWPVRQAD----LFLGNAGTAFRPLTAALAFSQGE--YRLSGVPR 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L+Q GAD+        PP+ +          +++ G++SSQ+L+ALLM 
Sbjct: 119 MHERPIGDLVDALRQAGADIQYEGNAGFPPLHILPARVAGQHTLQIRGNVSSQFLTALLM 178 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A PL      IE++ +LIS PY+E+TL LM +FGVK E  + W  F +    +Y SP    
Sbjct: 179 ALPLLNEQTRIEVVGELISKPYIEITLNLMAKFGVKVER-EGWQAFTVPAASQYSSPGEL 237 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           YVEGDASSASYFLA  AI GG V V G G  S+QGDV+F + L  MGA +   +  ++ + 
Sbjct: 238 YVEGDASSASYFLAAGAIAGGPVKVHGIGLDSIQGDVRFVDALREMGAVIEHGDNWISAS 297 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P         LKA+D++ N +PD AMTLA  ALFADG T +R++ASWRVKET+R+ A+  
Sbjct: 298 AP-----ASGKLKALDMDCNHIPDAAMTLATAALFADGTTRLRNIASWRVKETDRLHAMA 352 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           TEL K+GA+VEEG DY  ITPP +L   A IDTYDDHRMAM FSL A  + PVTI DPGC 
Sbjct: 353 TELRKVGATVEEGQDYICITPPARLTPNATIDTYDDHRMAMCFSLVALGQTPVTINDPGC 412 
 
Query: 428 TRKTFPDYFD 437 
             KTFPDYF+ 
Sbjct: 413 VAKTFPDYFE 422 
 
 
>emb|CAA78480.1| aroA [Pasteurella multocida] 
          Length = 441 
 
 Score =  395 bits (1014), Expect = e-108,   Method: Compositional matrix adjust. 
 Identities = 215/441 (48%), Positives = 286/441 (64%), Gaps = 25/441 (5%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A  I L PI  I G V+LPGSKSLSNR LLL+AL++G T + NLL+S+DV +ML AL+ L 
Sbjct: 5   ATAITLNPISYIEGEVRLPGSKSLSNRALLLSALAKGKTTLTNLLDSDDVRHMLNALKEL 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG----GNA 119 
           G++ +  +      + G G  F  +     + LFLGNAG AMR LTAA+  +     G   
Sbjct: 65  GVTYQLSEDKSVCEIEGLGRAFEWQSG---LALFLGNAGTAMRPLTAALCLSTPNREGKN 121 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
             VL G PRM+ERPI  LV  L Q GA++        PP+ +   G L GG++++ GS+S 
Sbjct: 122 EIVLTGEPRMKERPIQHLVDALCQAGAEIQYLEQEGYPPIAIRNTG-LKGGRIQIDGSVS 180 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLMAAP+A  D EIEII +L+S PY+++TL++M+ FGV+ E+  ++ RF +KG  
Sbjct: 181 SQFLTALLMAAPMAEADTEIEIIGELVSKPYIDITLKMMQTFGVEVENQ-AYQRFLVKGH 239 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           Q+Y+SP    VEGDASSASYFLA AAI G  V V G G  S+QGD  FA+VLE MGA +T 
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Sbjct: 240 QQYQSPHRFLVEGDASSASYFLAAAAIKG-KVKVTGVGKNSIQGDRLFADVLEKMGAHIT 298 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W +  + V         + +LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVK 
Sbjct: 299 WGDDFIQVE--------KGNLKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVK 350 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID----TYDDHRMAMAFSLAAC 415 
           ET+R+ A+ TEL K+GA VEEG D+  I P   LN+           DHRMAM F+L A  
Sbjct: 351 ETDRLTAMATELRKVGAEVEEGEDFIRIQP---LNLAQFQHAELNIHDHRMAMCFALIAL 407 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYF 436 
           ++  VTI DP CT KTFP +  
Sbjct: 408 SKTSVTILDPSCTAKTFPTFL 428 
 
 
>ref|YP_002794869.1| AroA [Laribacter hongkongensis HLHK9] 
 sp|C1D543.1|AROA_LARHH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACO73860.1| AroA [Laribacter hongkongensis HLHK9] 
          Length = 428 
 
 Score =  394 bits (1012), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 220/443 (49%), Positives = 285/443 (64%), Gaps = 23/443 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P   + GTV LPGSKS+SNR+LLLAAL+ G T V  +L ++D   ML AL+ LG 
Sbjct: 2   EFLDLAPCATLRGTVALPGSKSISNRMLLLAALATGKTQVHGVLEADDTDRMLEALQQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +     ++   + GC G++PV  A     LFLGNAG A R LTAA+  AGG+  Y L  
Sbjct: 62  IRLAQQAHSRTFCIEGCDGRWPVRQA----DLFLGNAGTAFRPLTAALALAGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G+ RM ERPIGDLV  L+ LGA ++       PP+ ++     PG   ++ G++SSQ+LS 
Sbjct: 116 GIARMHERPIGDLVEALQGLGAVIEYAGTPGYPPLHIHPGHVTPGSTTRVKGNVSSQFLS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PLA G   +E+  +LIS PYV++TLRL+ERFGV     D + RF  + G  Y+S 
Sbjct: 176 ALLMALPLAGGGT-VEVEGELISKPYVDLTLRLIERFGVTVGR-DGYSRFTAEAGSHYRS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----W 300 
           P   +VEGDASSASYFLA  A+ GG V V G G  S+QGD++FA+ L  MGA +     W 
Sbjct: 234 PGAIHVEGDASSASYFLAAGALGGGPVRVTGVGRNSIQGDIRFADALAAMGAGIDMGDDW 293 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E     +G          L+A+ ++ N +PD AMTLAV ALFA+G T + ++ASWRVKE 
Sbjct: 294 IEAQAPASG---------RLRAVTLDCNHIPDAAMTLAVAALFANGTTTLTNIASWRVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVP 419 
           T+R+ A+ TEL KLGA VE G D+  ITPP++L    AIDTYDDHRMAM FSLA+ A VP 
Sbjct: 345 TDRIAAMATELGKLGALVETGHDFIRITPPDQLTPGAAIDTYDDHRMAMCFSLASLA-VP 403 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V I DP C  KTFP YFD  ++  
Sbjct: 404 VRINDPRCVAKTFPGYFDAFASL 426 
 
 
>emb|CBW15902.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Haemophilus 
           parainfluenzae T3T1] 
          Length = 432 
 
 Score =  393 bits (1010), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 221/434 (50%), Positives = 283/434 (65%), Gaps = 17/434 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L+PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG++ 
Sbjct: 4   ITLEPISRIEGEINLPGSKSLSNRALLLAALAKGTTTVTNLLDSDDIRHMLNALKALGVN 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-NATYVLDG 125 
            +  +      V G GG F VE+    + LFLGNAG AMR LTAA+   G      +L G 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 339



 

 

Sbjct: 64  YQLSEDKTCCEVEGLGGAFQVENG---LSLFLGNAGTAMRPLTAALCLKGKIEGEVILTG 120 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
            PRM+ERPI  LV  L Q GADV        PP+ +    G+ GG V++ GSISSQ+L+A 
Sbjct: 121 EPRMKERPIKHLVDALLQAGADVRYLENDGYPPLAIRN-QGIKGGVVEIDGSISSQFLTA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLMAAPLA GD++I I+  L+S PY+++TL +M+ FGV  E+ + +  F +KG Q Y SP 
Sbjct: 180 LLMAAPLAEGDLDIHIVGDLVSKPYIDITLAMMKDFGVSVENHN-YQVFKVKGNQSYVSP 238 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGDASSASYFLA AAI  G V V G G  S+QGD  FA+VLE MGAK+TW E  + 
Sbjct: 239 GKYMVEGDASSASYFLAAAAIK-GNVKVTGIGKHSIQGDRLFADVLEKMGAKITWGEDFI 297 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                      +  L  ID++MN +PD AMT+A  ALFA G T IR++ +WRVKET+R+  
Sbjct: 298 QAE--------QAELHGIDMDMNHIPDAAMTIATTALFAKGETVIRNIYNWRVKETDRLA 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  EL K+GA VEEG D+  I P    +     I+TY+DHRMAM F+L   ++ PVTI  
Sbjct: 350 AMAAELRKVGAEVEEGEDFIRIQPLALSQFKHAEIETYNDHRMAMCFALITLSDTPVTIL 409 
 
Query: 424 DPGCTRKTFPDYFD 437 
           DP CT KTFP +FD 
Sbjct: 410 DPKCTAKTFPTFFD 423 
 
 
>ref|YP_412757.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosospira 
           multiformis ATCC 25196] 
          Length = 454 
 
 Score =  393 bits (1010), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 221/439 (50%), Positives = 290/439 (66%), Gaps = 21/439 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L  ++   G+V+LPGSKS+SNRILLLAALSEG T V +LL S+D   ML AL TLG+S 
Sbjct: 4   IDLPVVERARGSVRLPGSKSISNRILLLAALSEGVTDVCDLLASDDTARMLDALSTLGVS 63 
 
Query: 67  V-EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           + +  +   R  + G G +FP+     E  LFLGNAG   R LTA +  A G+  Y L G 
Sbjct: 64  ILQIGRDHYR--LQGVGDQFPLRLPTTEADLFLGNAGTVFRPLTAMLALAQGH--YRLSG 119 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           VPRM ERPIGDLV  L+Q+GAD+  +LG +  PP+++   G +  G++ + G +SSQ+L+ 
Sbjct: 120 VPRMHERPIGDLVDALRQVGADI-TYLGKEGFPPLQIKP-GRIHPGEITVRGEVSSQFLT 177 
 
Query: 185 ALLMAAPLALGDVE----IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           ALLM  P    +++    I +  +LIS PY+++T+ LM RFGV+ E  + W RF +   Q 
Sbjct: 178 ALLMVLPFLRAEMDELPVITVAGELISRPYIDLTIALMARFGVQVEREE-WRRFTVPADQ 236 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y+SP   +VEGDASSASYFLA  AI  G V VEG G  S+QGD++FAE LE MGA + + 
Sbjct: 237 RYRSPGQVFVEGDASSASYFLAAGAIGRGPVRVEGLGRDSVQGDIRFAEALERMGADIRF 296 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            +  +  +GP     G   L+AID++ N +PD AMTLAV ALFA G T +R++ASWRVKE 
Sbjct: 297 GDNWIEASGP-----GPGGLRAIDLDCNHIPDAAMTLAVTALFARGNTVLRNIASWRVKE 351 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           T+R+ A+  EL KLGA VE G D+  I+PP  E +   AIDTYDDHRMAM FSL +     
Sbjct: 352 TDRIAAMAQELRKLGAEVEAGSDFLQISPPRGELVANAAIDTYDDHRMAMCFSLVSFG-A 410 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PV I DP C  KTFPDYF+ 
Sbjct: 411 PVRINDPRCVSKTFPDYFE 429 
 
 
>ref|YP_001565737.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Delftia acidovorans SPH-1] 
 gb|ABX37352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Delftia acidovorans 
           SPH-1] 
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          Length = 675 
 
 Score =  393 bits (1010), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 218/443 (49%), Positives = 284/443 (64%), Gaps = 26/443 (5%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P+    GTV LPGSKS+SNR+LLLAALS+GTTVV +LL+S+D   ML AL+ LG +VE   
Sbjct: 11  PLSRAQGTVSLPGSKSISNRVLLLAALSQGTTVVHDLLDSDDTRVMLRALQQLGCTVEPA 70 
 
Query: 71  KAA--KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                +   + G GG  P   +    +LF+GNAG AMR LTAA++  GG+  + L GVPR 
Sbjct: 71  TITLGQPVRITGLGGVLP---SGASAELFMGNAGTAMRPLTAALSVLGGD--FKLSGVPR 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPP--VRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           M ERPIGDLV  L+QLG  +D       PP  +R      LP   +++ G +SSQ+L++L 
Sbjct: 126 MHERPIGDLVDALRQLGCRIDYLGNEGFPPLHIRQPDFSQLPHSPIQVRGDVSSQFLTSL 185 
 
Query: 187 LMAAPLALG--DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LMA PL     D+ IE++D+LIS PY+ +TL L+ RFG+ A H+++W RF I  G +Y S 
Sbjct: 186 LMALPLLANTRDITIEVVDELISKPYIHITLELLARFGI-AVHNENWQRFTIPAGSRYSS 244 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           P   +VE DASSASYF+A  AI   +   + + G G  S+QGD++F E    MGA+V    
Sbjct: 245 PGEIHVEADASSASYFIALGAIASDSAEGIRILGVGLDSIQGDIRFVEAARAMGAEVEGG 304 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              + +        G   LKAID++ N +PD AMTLAV+AL+ADG T +R++ASWRVKET 
Sbjct: 305 PNWLRIRR------GAWPLKAIDLDCNHIPDAAMTLAVMALYADGTTTLRNIASWRVKET 358 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMAFSLAAC--A 416 
           +R+ A+  EL KLGA VEEG DY  ITPP         +I TYDDHR+AM FSLAA   A 
Sbjct: 359 DRIAAMTKELRKLGADVEEGADYIRITPPASTAAWRAASIHTYDDHRVAMCFSLAAFNPA 418 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
            +PV I DP C  KTFPDYF+ L 
Sbjct: 419 ALPVRIEDPKCVAKTFPDYFEAL 441 
 
 
>ref|ZP_06634730.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D7S-1] 
 gb|EFE01049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D7S-1] 
          Length = 443 
 
 Score =  393 bits (1010), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 223/442 (50%), Positives = 283/442 (64%), Gaps = 20/442 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A  I L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL 
Sbjct: 1   MQQAISITLNPIARVEGAINLPGSKSLSNRALLLAALAHGTTKVTNLLDSDDIRHMLNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR--SLTAAVTAAGGN 118 
           + LG+     +      V G GG F   D    + LFLGNAG AMR  +    +  AG + 
Sbjct: 61  KQLGVQYTLSEDKSVCEVQGLGGAFQWHDG---LALFLGNAGTAMRPLAAALCLARAGDS 117 
 
Query: 119 AT--YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           A    +L G PRM+ERPI  LV  L Q GAD+        PP+ +   G L GG +K+ G 
Sbjct: 118 AQNEVILTGEPRMKERPIRHLVDALLQAGADIRYLENEGYPPIAIRNTG-LRGGLIKIDG 176 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SISSQ+L+ALLMAAPLA  D EIEII +L+S PY+++TL +M+ FGV  E+   + RF + 
Sbjct: 177 SISSQFLTALLMAAPLAESDSEIEIIGELVSKPYIDITLNMMKIFGVSVENQ-HYQRFIV 235 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           KG Q Y+SP +  VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGA 
Sbjct: 236 KGKQSYQSPGSFLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGA 294 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +TW E  +     P        L  +D++MN +PD AMT+A  ALFA+G T IR++ +W 
Sbjct: 295 HITWGEDFIQAEQAP--------LHGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNW 346 
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Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL K+GA VEEG D+  I P  P +  V  I+TY+DHRMAM F+L A 
Sbjct: 347 RVKETDRLTAMATELRKVGAEVEEGEDFIRIQPLKPTEFKVAEIETYNDHRMAMCFALIA 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYF 436 
            ++ PVTI DP CT KTFP +F 
Sbjct: 407 LSDTPVTILDPNCTAKTFPTFF 428 
 
 
>ref|ZP_02884875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia graminis 
           C4D1M] 
 gb|EDT09669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia graminis 
           C4D1M] 
          Length = 434 
 
 Score =  393 bits (1009), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 225/449 (50%), Positives = 290/449 (64%), Gaps = 30/449 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L P    SGTV+LPGSKS+SNR+LLLAAL+EG T + NLL+S+D   ML AL  LG 
Sbjct: 2   EFLDLGPFSRASGTVRLPGSKSISNRVLLLAALAEGETTITNLLDSDDTRVMLDALEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++  +     VV G  G F    A     LFLGNAG A+R LTAA+   GGN  Y +  
Sbjct: 62  VRLK--REGDTCVVTGTRGAFTARTA----DLFLGNAGTAVRPLTAALAVNGGN--YRIH 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-----GKVKLSGSIS 179 
           GVPRM ERPIGDLV GL+Q+GA +D       PP+R+      PG       +++ G +S 
Sbjct: 114 GVPRMHERPIGDLVDGLRQIGARIDYEENEGYPPLRIR-----PGQISAEAPIRVRGDVS 168 
 
Query: 180 SQYLSALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SQ+L++LLM  PL   A G   +++  +LIS PY+E+T++LM RFG+  E  + W +F + 
Sbjct: 169 SQFLTSLLMTLPLVRTASGVTTVQVDGELISKPYIEITIKLMARFGIDVER-NGWHQFVV 227 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             GQ+Y+SP    VEGDASSASY LA  A+ GG V VEG G +S+QGDV FA+ L  MGA 
Sbjct: 228 PAGQRYQSPGTIMVEGDASSASYLLAAGALGGGPVKVEGVGRSSIQGDVGFADALIRMGA 287 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
            +   +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADG T +R++A 
Sbjct: 288 NLQMGDDWIEVRG-----VGTDHGKLDPIDMDFNLIPDAAMTIAVAALFADGTTTLRNIA 342 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLA 413 
           SWRVKET+R+ A+ TEL K+GA VEEG D+ ++TPPEKL   A IDTYDDHRMAM FSL  
Sbjct: 343 SWRVKETDRIAAMATELRKVGAKVEEGEDFLMVTPPEKLIPNASIDTYDDHRMAMCFSLV 402 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +   VPV I DP C  KTFPDYF+  +   
Sbjct: 403 SLGGVPVRINDPKCVAKTFPDYFERFTAL 431 
 
 
>ref|YP_983018.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Polaromonas naphthalenivorans CJ2] 
 gb|ABM38097.1| 3-phosphoshikimate 1-carboxyvinyltransferase / cytidylate kinase 
           [Polaromonas naphthalenivorans CJ2] 
          Length = 667 
 
 Score =  392 bits (1008), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 222/456 (48%), Positives = 293/456 (64%), Gaps = 28/456 (6%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E + + P+ +  GTV LPGSKS+SNR+LLLAALS G T V +LL S+D   ML AL 
Sbjct: 1   MYDIEYLDIPPLTQAGGTVCLPGSKSISNRVLLLAALSHGQTTVHDLLASDDTAVMLTAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             LG +V   ++   AV+ G GG+      + +  LF+GNAG AMR LTAA+   GG    
Sbjct: 61  EQLGCTVV--QSGNTAVIGGLGGQL----VQRKAALFMGNAGTAMRPLTAALALLGGE-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN-GIGGLPGGKVKLSGSIS 179 
           + L GVPRM ERPIGDLV  L+QLG  +D       PP+R+  G+  L    +++ G +S 
Sbjct: 113 FELSGVPRMHERPIGDLVDALRQLGCAIDYLGNEGFPPLRLRPGVLKLDDA-IRVRGDVS 171 
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Query: 180 SQYLSALLMAAPL-ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SQ+L+ALLMA PL A   + IE++ +LIS PY+E+TL L++RFG++ E  + W RF I   
Sbjct: 172 SQFLTALLMALPLVAQQAIRIEVVGELISRPYIEITLNLLKRFGIQVER-EGWQRFTIPA 230 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITG-----GTVTVEGCGTTSLQGDVKFAEVLEM 293 
           G +Y+SP   +VE DASSASYF+A  AI         + + G G  S+QGD++F E   M 
Sbjct: 231 GSQYQSPGEIHVEADASSASYFIALGAIAACAKGINDIKIMGVGADSIQGDIRFIEAARM 290 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MGAK+  T  S+ ++       G   LKAID++ N +PD AMTLAV+AL+ADG T +R++ 
Sbjct: 291 MGAKIDSTPNSLQISR------GAWPLKAIDLDCNHIPDAAMTLAVMALYADGTTVLRNI 344 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAF 410 
           ASWRVKET+R+ A+  EL KLGA+VEEG DY  ITPP +        I TYDDHR+AM F 
Sbjct: 345 ASWRVKETDRIAAMACELQKLGATVEEGADYLKITPPAQAGAWKPAVIHTYDDHRIAMCF 404 
 
Query: 411 SLAAC--AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           SLAA   AE+PV I DP C  KTFPDYF+ L +  + 
Sbjct: 405 SLAAFNPAELPVRILDPKCVAKTFPDYFEALFSVAQ 440 
 
 
>ref|YP_001798044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. necessarius STIR1] 
 gb|ACB44430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. necessarius STIR1] 
          Length = 442 
 
 Score =  392 bits (1007), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 226/445 (50%), Positives = 282/445 (63%), Gaps = 20/445 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G  +I + P K+  G++ LPGSKS+SNR LLLAALS GTT + NLL+++D   M  AL 
Sbjct: 1   MSGLPDIQIGPFKQAQGSIVLPGSKSISNRALLLAALSTGTTTLKNLLDADDTQVMRNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LGLSV  +K  K  +V GCGGK PV++A     LF+GNAG A+R LTAA+   GGN   
Sbjct: 61  RQLGLSV-INKENKACIVEGCGGKLPVQEA----DLFMGNAGTAIRPLTAALAMQGGN-- 113 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GV RMRERPI DLV GL+Q+GA +   L    PP+++          VK+ G +SS 
Sbjct: 114 YRLSGVARMRERPIRDLVDGLRQVGAKIGYELQEGYPPIKILAADIQIKDVVKVRGDVSS 173 
 
Query: 181 QYLSALLMAAPLALGD-VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI--- 236 
           Q+L+ALLMA PL   + V IE+I +LIS PY+++TL+LM RFGV     D    F I    
Sbjct: 174 QFLTALLMALPLVANEPVRIEVIGELISRPYIDITLKLMARFGVTVACPD-MQSFVIPAK 232 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             G  YKSP    VEGDASSASYFLA  AI GG V V G G  S+QGDV FA+ L +MGA 
Sbjct: 233 TSGAVYKSPGQLLVEGDASSASYFLALGAIGGGPVRVLGVGKESIQGDVAFADALALMGA 292 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +T  E  + V G          L  I ++  ++PD AMTLAV ALFA+GPT +  +ASW 
Sbjct: 293 NITAGEDWIEVAGVKN---ANGKLNGITIDCTEIPDAAMTLAVAALFAEGPTRLNSIASW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPP-----EKLNVTAIDTYDDHRMAMAFS 411 
           RVKET+R+ A+  EL K+GA+VEEG DY ++  P      K     +DTYDDHRMAM FS 
Sbjct: 350 RVKETDRIAAMAKELKKVGANVEEGADYIVVQAPVLQSDWKSPSEGVDTYDDHRMAMCFS 409 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYF 436 
           LAA     + I DP C  KTFP YF 
Sbjct: 410 LAAFGLNALKINDPNCVAKTFPTYF 434 
 
 
>gb|AAX45945.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Bibersteinia trehalosi] 
          Length = 413 
 
 Score =  392 bits (1006), Expect = e-107,   Method: Compositional matrix adjust. 
 Identities = 218/425 (51%), Positives = 284/425 (66%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           E++ LQPI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLQPISLVLGEINLPGSKSLSNRALLLAALAHGTTTVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  +  +      V G GG F   D    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VQYDLSEDKTVCTVQGVGGAFEWNDG---LSLFLGNAGTAMRPLTAALCLKGQSEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA+V        PP+ +   G L GGK+++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGANVQYLENEGYPPIAIRNTG-LKGGKIQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEI   L+S PY+++TL +M+ FGV  +++D +  F+++G Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIKGDLVSKPYIDITLAMMQDFGVSVQNND-YKTFFVQGNQHYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +PKN Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FAEVLE MGAK+TW E 
Sbjct: 237 APKNRYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFAEVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             V           R  L+ +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFVQSE--------RGELRGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA+VEEG D+  + P +  +     I+TY+DHRMAM F+L A +  PV 
Sbjct: 348 RLTAMATELRKIGATVEEGEDFIRVQPLKLSEFKHAEIETYNDHRMAMCFALVALSNTPV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|YP_003256375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D11S-1] 
 gb|ACX83156.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D11S-1] 
          Length = 443 
 
 Score =  391 bits (1004), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 223/451 (49%), Positives = 283/451 (62%), Gaps = 20/451 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A  I L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL 
Sbjct: 1   MQQAISITLNPIARVEGAINLPGSKSLSNRALLLAALAHGTTKVTNLLDSDDIRHMLNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR--SLTAAVTAAGGN 118 
           + LG      +      V G GG F   D    + LFLGNAG AMR  +    +  AG + 
Sbjct: 61  KQLGAQYTLSEDKSVCEVQGLGGAFQWHDG---LALFLGNAGTAMRPLAAALCLARAGDS 117 
 
Query: 119 AT--YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           A    +L G PRM+ERPI  LV  L Q GAD+        PP+ +   G L GG +K+ G 
Sbjct: 118 AQNEVILTGEPRMKERPIRHLVDALLQAGADIRYLENEGYPPIAIRNTG-LRGGLIKIDG 176 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           SISSQ+L+ALLMAAPLA  D EIEII +L+S PY+++TL +M+ FGV  E+   + RF + 
Sbjct: 177 SISSQFLTALLMAAPLAESDSEIEIIGELVSKPYIDITLNMMKIFGVSVENQ-HYQRFIV 235 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           KG Q Y+SP +  VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGA 
Sbjct: 236 KGKQSYQSPGSFLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGA 294 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +TW E  +     P        L  +D++MN +PD AMT+A  ALFA+G T IR++ +W 
Sbjct: 295 HITWGEDFIQAEQAP--------LHGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNW 346 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL K+GA VEEG D+  I P  P +     I+TY+DHRMAM F+L A 
Sbjct: 347 RVKETDRLTAMATELRKVGAEVEEGEDFIRIQPLKPTEFKAAEIETYNDHRMAMCFALIA 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            ++ PVTI DP CT KTFP +F    T  +  
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Sbjct: 407 LSDTPVTILDPNCTAKTFPTFFKEFLTIAQQ 437 
 
 
>gb|AAX45947.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Bibersteinia trehalosi] 
          Length = 413 
 
 Score =  390 bits (1003), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 284/425 (66%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ LQPI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLQPISLVLGEINLPGSKSLSNRALLLAALAHGTTTVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  +  +      V G GG F   D    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VQYDLSEDKTVCTVQGVGGAFEWNDG---LSLFLGNAGTAMRPLTAALCLKGQSEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PP+ +   G L GGK+++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGASVQYLENEGYPPIAIRNTG-LKGGKIQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEI   L+S PY+++TL +M+ FGV  +++D +  F+++G Q+Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIKGDLVSKPYIDITLAMMQDFGVSVQNND-YKTFFVQGNQRYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +PKN Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APKNRYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             V           R  L+ +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFVQAE--------RGELRGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA+VEEG D+  + P +  +     I+TY+DHRMAM F+L A +  PV 
Sbjct: 348 RLTAMATELRKIGATVEEGEDFIRVQPLKLSEFKHAEIETYNDHRMAMCFALVALSNTPV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAX45944.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Bibersteinia trehalosi] 
          Length = 413 
 
 Score =  390 bits (1001), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 283/425 (66%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ LQPI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLQPISLVLGEINLPGSKSLSNRALLLAALAHGTTTVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  +  +      V G GG F   D    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VQYDLSEDKTVCTVQGVGGAFEWNDG---LSLFLGNAGTAMRPLTAALCLKGQSEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PP+ +   G L GGK+++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGASVQYLENEGYPPIAIRNTG-LKGGKIQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEI   L+S PY+++TL +M+ FGV  +++D +  F+++G Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIKGDLVSKPYIDITLAMMQDFGVSVQNND-YKTFFVQGNQHYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +PKN Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APKNRYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             V           R  L+ +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFVQAE--------RGELRGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
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Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA+VEEG D+  + P +  +     I+TY+DHRMAM F+L A +  PV 
Sbjct: 348 RLTAMATELRKIGATVEEGEDFIRVQPLKLSEFKHAEIETYNDHRMAMCFALVALSNTPV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|YP_986705.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Acidovorax sp. JS42] 
 gb|ABM42629.1| cytidylate kinase / 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Acidovorax sp. JS42] 
          Length = 673 
 
 Score =  389 bits (1000), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 226/452 (50%), Positives = 289/452 (63%), Gaps = 40/452 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+  + G+V+LPGSKS+SNR+LLLAALS+GTT V +LL S+D   ML ALR LG +V  
Sbjct: 9   LPPLASVQGSVQLPGSKSISNRVLLLAALSQGTTEVRDLLASDDTRVMLDALRQLGCTV- 67 
 
Query: 69  ADKAAKRAV-VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            D+A    V + G G   P        QLF+GNAG AMR LTAA+   GG   Y L GVP 
Sbjct: 68  -DEAGGGTVRITGLGSSTP----PSPTQLFMGNAGTAMRPLTAALALLGGE--YELSGVP 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP----GGKVKLSGSISSQYL 183 
           RM ERPIGDLV  L+QLG  +D       PP+R+   GGLP       +++ G +SSQ+L 
Sbjct: 121 RMHERPIGDLVDALRQLGCRIDYLGNQGFPPLRIAHAGGLPPLQLQAPIRVRGDVSSQFL 180 
 
Query: 184 SALLMAAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +ALLMA PL     DV IE++ +LIS PY+ +TL L+ RFG+  +H + W RF I  G + 
Sbjct: 181 TALLMALPLVARQQDVVIEVVGELISKPYIHITLELLARFGIAVQH-EQWQRFTIPAGSR 239 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           Y+SP   +VE DASSASYF+A  AI  G      + + G G  S+QGD++F E  + MGA 
Sbjct: 240 YQSPGLIHVEADASSASYFIAAGAIAAGASGQKGIKILGVGLDSIQGDIRFVEAAQAMGA 299 
 
Query: 297 KVT----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
           +VT    W E +   T P         LKAID++ N +PD AMTLAV+AL+A G T +R+ 
Sbjct: 300 RVTGGPNWLEVARD-TWP---------LKAIDLDCNHIPDAAMTLAVMALYARGTTVLRN 349 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMA 409 
           +ASWRVKET+R+ A+  EL KLGA+VEEG DY  +TPP +       +I TYDDHR+AM  
Sbjct: 350 IASWRVKETDRIAAMTCELRKLGATVEEGADYLCVTPPAQSGDWRAASIHTYDDHRVAMC 409 
 
Query: 410 FSLAA--CAEVPVTIRDPGCTRKTFPDYFDVL 439 
           FSLAA   A +PV I DP C  KTFPDYF+ L 
Sbjct: 410 FSLAAFNAAGLPVRIEDPKCVAKTFPDYFEAL 441 
 
 
>ref|YP_004126485.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alicycliphilus 
           denitrificans BC] 
 gb|ADU99597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alicycliphilus 
           denitrificans BC] 
          Length = 674 
 
 Score =  389 bits (1000), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 220/451 (48%), Positives = 288/451 (63%), Gaps = 35/451 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+    GTV+LPGSKS+SNR+LLLAALS+GTT V +LL+S+D   ML ALR +G +V+ 
Sbjct: 9   LPPLASAGGTVQLPGSKSISNRVLLLAALSQGTTEVHDLLSSDDTRVMLDALRAIGCTVD 68 
 
Query: 69  ADKAAKRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +    R  + G GG     P    +   +LF+GNAG AMR LTAA+   GG   + L G 
Sbjct: 69  -EAGGGRVRITGLGGPDGTLP----RSPTKLFMGNAGTAMRPLTAALALLGGE--FELSG 121 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGK----VKLSGSISS 180 
           VPRM ERPIGDLV  L+QLG  +D FLG +  PP+ +    GLP  +    +++ G +SS 
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Sbjct: 122 VPRMHERPIGDLVDALRQLGCRID-FLGNEGYPPLSIQHAAGLPALRLHEPIRVRGDVSS 180 
 
Query: 181 QYLSALLMAAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q+L+ALLMA PL     DV IE++ +LIS PY+ +TL L+ RFG+   H + W RF I   
Sbjct: 181 QFLTALLMALPLVAKEQDVVIEVVGELISRPYIHITLELLARFGIAVRHEE-WQRFTIPA 239 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEM 293 
           G +Y+SP   +VE DASSASYF+A  AI         + + G G  S+QGD++F E     
Sbjct: 240 GSRYRSPGQIHVEADASSASYFIALGAIAESPKGQKGIKILGVGQDSIQGDIRFVEAARA 299 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MGA++T     + +        G   L+AID++ N +PD AMTLAV+AL+A G T +R++ 
Sbjct: 300 MGAQITGGPNWLQIER------GSWPLRAIDLDCNHIPDAAMTLAVMALYAQGTTTLRNI 353 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMAF 410 
           ASWRVKET+R+ A+  EL KLGASVEEG DY  ITPP +       +I TYDDHR+AM F 
Sbjct: 354 ASWRVKETDRLAAMACELAKLGASVEEGADYLRITPPARPADWKSASIRTYDDHRVAMCF 413 
 
Query: 411 SLAAC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
           SLAA   A +PV I DP C  KTFPDYF+ L 
Sbjct: 414 SLAAFNPAGLPVRIEDPKCVAKTFPDYFEAL 444 
 
 
>ref|YP_003168109.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Candidatus Accumulibacter 
           phosphatis clade IIA str. UW-1] 
 gb|ACV36180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Accumulibacter phosphatis clade IIA str. UW-1] 
          Length = 655 
 
 Score =  389 bits (999), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 222/432 (51%), Positives = 280/432 (64%), Gaps = 32/432 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE--ADKAAK 74 
           GT++LPGSKS+SNR+LLLAAL+ G T + +LL ++D   ML ALR LG+ VE   D   + 
Sbjct: 16  GTLRLPGSKSISNRVLLLAALASGETELHDLLVADDTARMLDALRALGVGVEPLGDTVFR 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G GG FPV  A     LFLGNAG A R LTA +  AGG+  Y L GVPRM ERPI 
Sbjct: 76  ---VTGVGGVFPVRAA----DLFLGNAGTAFRPLTAVLALAGGD--YRLSGVPRMHERPI 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAP 191 
           GDLV GL+QLGAD+        PP+ ++      G  G  V + G +SSQ+LS LLMA P 
Sbjct: 127 GDLVDGLRQLGADIRYLGEAGFPPLAISPPMPGRGEEGRAVVVRGDVSSQFLSGLLMALP 186 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L   +  +E++ +LIS PYVE+TL  M RFGV+ +  D W RF +  G  Y+SP   +VE 
Sbjct: 187 LRGVETTVEVVGELISKPYVEITLATMARFGVQIQR-DGWRRFTVAAGSTYRSPGVLHVE 245 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----WTETSVTV 307 
           GDASSASYFLA  AI GG + VEG G  S+QGDV+FA+ L +MGA++T    W E S    
Sbjct: 246 GDASSASYFLALGAIGGGPLRVEGVGRDSMQGDVRFADALALMGARITCGANWLEASAPD 305 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G          L+ ID++ N +PD AMTLA VALFA+GPT++R++ASWRVKET+R+ A+ 
Sbjct: 306 AG---------SLQGIDLDCNHIPDAAMTLASVALFAEGPTSLRNIASWRVKETDRIAAM 356 
 
Query: 368 RTELTKLGASVEEGPDYCIITPP---EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            TEL KLGA V+ G D+  ++PP     L    IDTYDDHR+AM FS+AA    P+ I D 
Sbjct: 357 ATELRKLGARVDVGEDFIRVSPPLAGRALQPAVIDTYDDHRIAMCFSVAALG-TPLRIND 415 
 
Query: 425 PGCTRKTFPDYF 436 
           P    KTFPDYF 
Sbjct: 416 PQTVAKTFPDYF 427 
 
 
>ref|NP_777908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Bp (Baizongia pistaciae)] 
 sp|P59416.1|AROA_BUCBP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|AAO27013.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Bp (Baizongia pistaciae)] 
          Length = 427 
 
 Score =  389 bits (998), Expect = e-106,   Method: Compositional matrix adjust. 
 Identities = 201/437 (45%), Positives = 273/437 (62%), Gaps = 16/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  ++GT+ LPGSKS++NR LLL+A+S  TT + N+L S+D  YML  L+  G 
Sbjct: 3   ECLTLNPISLVNGTINLPGSKSITNRALLLSAMSNSTTHLKNILYSQDTQYMLNTLKICG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +            + GC     +     +  LFLGNAG A RSL A  +    N   +L  
Sbjct: 63  IKFNCSYTNLSCTIEGCNKPLNIS---HKTSLFLGNAGTAFRSLAAIFSLNNNNI--LLT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM++RPI  LV  L+Q GA +        PP+++ G  G  GG + +SG ISSQ+LS 
Sbjct: 118 GNKRMKQRPIKHLVQALQQGGAQITYSEQDQYPPIKIKG--GFIGGNIFVSGKISSQFLS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+A PLA  D  I + +KL+S PY+++TL L+ +FG+K  H D + +F ++G QKY S 
Sbjct: 176 ALLIATPLAQLDSTITVTEKLVSKPYIDITLNLISKFGIKIIHKD-YTKFNVQGRQKYIS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           PK   +EGDASSASYFLA AAI GG+V V G G  S+QGDVKFA VL+ MGA +T+ +   
Sbjct: 235 PKEYSIEGDASSASYFLAAAAIKGGSVKVTGIGLNSIQGDVKFANVLKKMGAYITFGKDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +           +K L  ID++MN +PD AMT+A+VALF+ G T IR++ +WRVKET+R+ 
Sbjct: 295 IVCK--------KKDLIGIDLDMNDIPDAAMTIAIVALFSKGKTVIRNIYNWRVKETDRL 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+  EL K+GA V EG DY  I PP       I+TYDDHR+AM F+L A + + VT+ + 
Sbjct: 347 SAMTNELKKIGAQVIEGNDYIEILPPINFVYAKINTYDDHRIAMCFALIALSGIKVTLLN 406 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
             C  KTFPDYF  L + 
Sbjct: 407 YKCVNKTFPDYFQKLKS 423 
 
 
>gb|AAX45946.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Bibersteinia trehalosi] 
          Length = 413 
 
 Score =  387 bits (994), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 216/425 (50%), Positives = 282/425 (66%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ LQPI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLQPISLVLGEINLPGSKSLSNRALLLAALAHGTTTVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  +  +      V G GG F   D    + LFLGNAG AMR LTAA+   G   A  +L 
Sbjct: 62  VQYDLSEDKTVCTVQGVGGAFEWNDG---LSLFLGNAGTAMRPLTAALCLKGQSEAEVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PP+ +     L GGK+++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPILHLVDALRQAGASVQYLENEGYPPIAIRNTD-LKGGKIQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEI   L+S PY+++TL +M+ FGV  +++D +  F+++G Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIKGDLVSKPYIDITLAMMQDFGVSVQNND-YKTFFVQGNQHYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +PKN Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APKNRYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             V           R  L+ +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFVQAE--------RGELRGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
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           R+ A+ TEL K+GA+VEEG D+  + P +  +     I+TY+DHRMAM F+L A +  PV 
Sbjct: 348 RLTAMATELRKIGATVEEGEDFIRVQPLKLSEFKHAEIETYNDHRMAMCFALVALSNTPV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAV31127.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Yersinia ruckeri] 
          Length = 393 
 
 Score =  387 bits (993), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 214/408 (52%), Positives = 273/408 (66%), Gaps = 16/408 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I+GTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+D+ +ML AL++LG 
Sbjct: 1   ESLTLQPIALINGTVNLPGSKSVSNRALLLAALAEGTTRLHNLLDSDDIRHMLNALKSLG 60 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        +  V G GG      A + ++LFLGNAG AMR L AA+    GN+  VL  
Sbjct: 61  VNYRLSADRTQCDVDGLGGPLV---ADKTLELFLGNAGTAMRPLAAALCL--GNSDIVLT 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPIG LV  L+Q GA +D     + PP+R+ G  G  GG++ + GS+SSQ+L+ 
Sbjct: 116 GEERMKERPIGHLVDALRQGGAQIDYLEQENYPPLRIRG--GFRGGELTVDGSVSSQFLT 173 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPLA  D  I I   L+S PY+++TL LM  FGV+  H + +  F+I+GGQ Y S 
Sbjct: 174 ALLMAAPLATQDTHIRIQGDLVSRPYIDITLHLMRSFGVEVTHQN-YQVFHIQGGQTYHS 232 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD KFA+VLE MGA + W +   
Sbjct: 233 PGEYLVEGDASSASYFLAAAAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAIIHWGDDY 292 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +        R  L  ID++MN +PD AMT+A  ALFA GPT IR++ +WRVKET+R+ 
Sbjct: 293 IECS--------RGELCGIDMDMNHIPDAAMTIATAALFAKGPTIIRNIYNWRVKETDRL 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
            A+ TEL K+GA VEEG DY  + PP  L    I TY+DHRMAM FSL 
Sbjct: 345 SAMATELRKVGAEVEEGQDYIRVVPPAHLIAAEIGTYNDHRMAMCFSL 392 
 
 
>gb|AAX45928.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
 
 Score =  386 bits (992), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 218/425 (51%), Positives = 280/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   + + L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAEGDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
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Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|YP_746641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosomonas eutropha 
           C91] 
 sp|Q0AIZ5.1|AROA_NITEC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI58676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosomonas eutropha 
           C91] 
          Length = 433 
 
 Score =  386 bits (992), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 220/443 (49%), Positives = 279/443 (62%), Gaps = 13/443 (2%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L  ++  +G V+LPGSKS+SNR+LLL+AL+EGTT + NLL S+D   ML AL+ LG 
Sbjct: 2   EWLDLPLVRCAAGKVRLPGSKSISNRVLLLSALAEGTTTISNLLESDDTGRMLDALKMLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++V       + ++ GC G+F V++A     LFLGNAG A R LTA ++   G+  Y L  
Sbjct: 62  VAVTRTDE-DQYLITGCSGRFSVKEA----DLFLGNAGTAFRPLTAVLSLMHGH--YHLS 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L+Q+GA +        PP+ ++     P   + ++G+ISSQ+LS 
Sbjct: 115 GVPRMHERPIGDLVDALRQVGAVITYLEREHFPPLEIHPAAIHPA-DILINGNISSQFLS 173 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMA PLA     I +   LIS PYV +T+  M  FGV+ E  +SW RF + G Q Y S 
Sbjct: 174 GLLMALPLAGEPATIIVNGTLISQPYVTLTIAQMAYFGVQVER-ESWLRFIVPGNQIYHS 232 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA  AI GG V V+G G  S QGD++F E LE MGA +       
Sbjct: 233 PGKIVVEGDASSASYFLAAGAIAGGPVRVDGVGRDSCQGDIRFVEALEAMGACIKMGSDW 292 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  + P     G K LKAID + N +PD AMTLA  ALFA G T +R++ASWRVKET+R+ 
Sbjct: 293 IESSAPGCRSDG-KVLKAIDFDCNHIPDAAMTLATTALFAQGTTTLRNIASWRVKETDRI 351 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            A+ TEL KLGA VE G D+  ITPP+   V  T IDTYDDHRMAM FSL +    PV I 
Sbjct: 352 TAMSTELRKLGAQVESGDDFLRITPPDDPLVANTVIDTYDDHRMAMCFSLISLG-TPVRI 410 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            DP C  KTFPDYF+  +      
Sbjct: 411 NDPHCVAKTFPDYFEKFTAITHQ 433 
 
 
>ref|YP_003977767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Achromobacter 
           xylosoxidans A8] 
 gb|ADP15052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Achromobacter 
           xylosoxidans A8] 
          Length = 440 
 
 Score =  386 bits (991), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 229/442 (51%), Positives = 289/442 (65%), Gaps = 19/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  +++  G + LPGSKS+SNR+LLL+A++EG+TV+  LL+S+D   MLGALR LG+ V  
Sbjct: 9   LPRVRQARGVIALPGSKSISNRVLLLSAIAEGSTVITGLLDSDDTRVMLGALRQLGVQVS 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              A   +V V    +FPVE A     LF+GNAG A+R LTAA+   GG+  Y L GVPR 
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Sbjct: 69  ELDAG--SVTVQGVRRFPVESA----DLFMGNAGTAIRPLTAALALMGGD--YRLSGVPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV-KLSGSISSQYLSALL 187 
           M ERPIGDLV  LK LGA +D       PP+R+ G G +    V ++ GS+SSQ+L+ALL 
Sbjct: 121 MHERPIGDLVDALKGLGASIDYLGQPGYPPLRI-GRGEIAADAVTRVQGSVSSQFLTALL 179 
 
Query: 188 MAAPLALGD----VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           MAAPL  G     V IE++ +LIS PY+E+TL LM RFGV+    D W RF I GG  Y+ 
Sbjct: 180 MAAPLQAGRSGKPVTIEVLGELISKPYIEITLNLMARFGVQVRR-DGWSRFVIDGGAAYR 238 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDAS+ASYFLA  AI GG + V G G  S+QGDV FA  L  MGA V++    
Sbjct: 239 SPGQIAVEGDASTASYFLALGAIGGGPLRVTGVGADSIQGDVAFAATLADMGASVSYGPD 298 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V+G  R   G + LKA D + N +PD AMT A +AL+ADGP  +R++ SWRVKET+R 
Sbjct: 299 WIEVSGA-RVAQGER-LKAFDTDFNLIPDAAMTAAALALYADGPCRLRNIGSWRVKETDR 356 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A++TEL KLGA VE GPD+  +TPP  +      I T+DDHRMAM FSLAA     V  
Sbjct: 357 IHAMQTELEKLGAQVESGPDWLRVTPPAQDAWRDAHIGTWDDHRMAMCFSLAAFGPAAVR 416 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFV 443 
           I DPGC  KTFP YFDV +  V 
Sbjct: 417 ILDPGCVSKTFPGYFDVYAGLV 438 
 
 
>gb|AAX45938.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
 
 Score =  386 bits (991), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 218/425 (51%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGAETAQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|YP_002552856.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Acidovorax ebreus TPSY] 
 gb|ACM32856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidovorax ebreus 
           TPSY] 
          Length = 673 
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 Score =  386 bits (991), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 225/452 (49%), Positives = 288/452 (63%), Gaps = 40/452 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+  + G+V+LPGSKS+SNR+LLLAALS+GTT V +LL S+D   ML ALR LG +V  
Sbjct: 9   LPPLASVQGSVQLPGSKSISNRVLLLAALSQGTTEVRDLLASDDTRVMLDALRQLGCTV- 67 
 
Query: 69  ADKAAKRAV-VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            D+A    V + G G   P        QLF+GNAG AMR LTAA+   GG   Y L GVP 
Sbjct: 68  -DEAGGGTVRITGLGSSTP----PSPTQLFMGNAGTAMRPLTAALALLGGE--YELSGVP 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP----GGKVKLSGSISSQYL 183 
           RM ERPIGDLV  L+QLG  +D       PP+R+   GGLP       +++ G +SSQ+L 
Sbjct: 121 RMHERPIGDLVDALRQLGCRIDYLGNQGFPPLRIAHAGGLPPLQLQAPIRVRGDVSSQFL 180 
 
Query: 184 SALLMAAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +ALLMA PL     DV IE++ +LIS PY+ +TL L+ RFG+   H + W RF I  G + 
Sbjct: 181 TALLMALPLVARQQDVVIEVVGELISKPYIHITLELLARFGIAVRH-EQWQRFTIPAGSR 239 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           Y+SP   +VE DASSASYF+A  AI  G      + + G G  S+QGD++F E  + MGA 
Sbjct: 240 YQSPGLIHVEADASSASYFIAAGAIAAGANGQNGIKILGVGLDSIQGDIRFVEAAQAMGA 299 
 
Query: 297 KVT----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
           +VT    W E +   T P         LK+ID++ N +PD AMTLAV+AL+A G T +R+ 
Sbjct: 300 RVTGGPNWLEVARD-TWP---------LKSIDLDCNHIPDAAMTLAVMALYARGTTVLRN 349 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMA 409 
           +ASWRVKET+R+ A+  EL KLGA+VEEG DY  +TPP +       +I TYDDHR+AM  
Sbjct: 350 IASWRVKETDRIAAMTCELRKLGATVEEGADYLCVTPPAQSGDWRAASIHTYDDHRVAMC 409 
 
Query: 410 FSLAAC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
           FSLAA   A +PV I DP C  KTFPDYF+ L 
Sbjct: 410 FSLAAFNPAGLPVRIEDPKCVAKTFPDYFEAL 441 
 
 
>gb|ABB75365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosospira 
           multiformis ATCC 25196] 
          Length = 437 
 
 Score =  385 bits (990), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 216/425 (50%), Positives = 282/425 (66%), Gaps = 21/425 (4%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVV 79 
           +PGSKS+SNRILLLAALSEG T V +LL S+D   ML AL TLG+S+ +  +   R  +  
Sbjct: 1   MPGSKSISNRILLLAALSEGVTDVCDLLASDDTARMLDALSTLGVSILQIGRDHYR--LQ 58 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G G +FP+     E  LFLGNAG   R LTA +  A G+  Y L GVPRM ERPIGDLV  
Sbjct: 59  GVGDQFPLRLPTTEADLFLGNAGTVFRPLTAMLALAQGH--YRLSGVPRMHERPIGDLVD 116 
 
Query: 140 GLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
            L+Q+GAD+  +LG +  PP+++   G +  G++ + G +SSQ+L+ALLM  P    +++ 
Sbjct: 117 ALRQVGADI-TYLGKEGFPPLQIKP-GRIHPGEITVRGEVSSQFLTALLMVLPFLRAEMD 174 
 
Query: 199 ----IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
               I +  +LIS PY+++T+ LM RFGV+ E  + W RF +   Q+Y+SP   +VEGDA 
Sbjct: 175 ELPVITVAGELISRPYIDLTIALMARFGVQVEREE-WRRFTVPADQRYRSPGQVFVEGDA 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SSASYFLA  AI  G V VEG G  S+QGD++FAE LE MGA + + +  +  +GP     
Sbjct: 234 SSASYFLAAGAIGRGPVRVEGLGRDSVQGDIRFAEALERMGADIRFGDNWIEASGP---- 289 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            G   L+AID++ N +PD AMTLAV ALFA G T +R++ASWRVKET+R+ A+  EL KL 
Sbjct: 290 -GPGGLRAIDLDCNHIPDAAMTLAVTALFARGNTVLRNIASWRVKETDRIAAMAQELRKL 348 
 
Query: 375 GASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           GA VE G D+  I+PP  E +   AIDTYDDHRMAM FSL +    PV I DP C  KTF 
Sbjct: 349 GAEVEAGSDFLQISPPRGELVANAAIDTYDDHRMAMCFSLVSFG-APVRINDPRCVSKTF 407 
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Query: 433 PDYFD 437 
           PDYF+ 
Sbjct: 408 PDYFE 412 
 
 
>gb|ADX45885.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidovorax avenae 
           subsp. avenae ATCC 19860] 
          Length = 679 
 
 Score =  385 bits (989), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 220/451 (48%), Positives = 282/451 (62%), Gaps = 36/451 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+    G V+LPGSKS+SNR+LLLAALSEGTT V +LL S+D   ML ALR +G  V+ 
Sbjct: 9   LPPMDTAGGAVRLPGSKSISNRVLLLAALSEGTTEVHDLLASDDTRVMLDALREIGCGVD 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              AA+  V +   G  P   A+   +LFLGNAG AMR LTAA+   GG   + L GVPR 
Sbjct: 69  EGAAARGTVRITGLGTTP---ARSPAKLFLGNAGTAMRPLTAALALLGGE--FELSGVPR 123 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP----GGKVKLSGSISSQYLS 184 
           M ERPIGDLV  L QLG  +        PP+R+   GG+P       V++ G +SSQ+L+ 
Sbjct: 124 MHERPIGDLVEALLQLGCHISYLGNPGFPPLRIAHAGGVPPLALDAPVRVRGDVSSQFLT 183 
 
Query: 185 ALLMAAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL     DV IE++ +LIS PY+ +TL+L+ERFG+   H D W RF I  G +Y 
Sbjct: 184 ALLMALPLVTREQDVVIEVVGELISRPYIHITLQLLERFGIPVRHDD-WQRFTIPAGSRY 242 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVE-----GCGTTSLQGDVKFAEVLEMMGAK 297 
           +SP   +VE DASSASYF+A  A+       E     G G  S+QGD++FAE    MGA+ 
Sbjct: 243 RSPGTIHVEADASSASYFIALGALAAPAPGQEPLRILGVGLDSIQGDIRFAEAARAMGAE 302 
 
Query: 298 VT----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           VT    W E             G   L+A+D++ N +PD AMTLAV+AL+A G T +R++ 
Sbjct: 303 VTGGPNWLEVR----------RGAWPLRAVDLDCNHIPDAAMTLAVMALYAKGTTTLRNI 352 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMAF 410 
           ASWRVKET+R+ A+     +LGA+VEEGPD+  +TPP         +I TYDDHR+AM F 
Sbjct: 353 ASWRVKETDRIAAMAQGCRRLGATVEEGPDFLRVTPPASPADWRAASIHTYDDHRIAMCF 412 
 
Query: 411 SLAAC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
           SLAA   A++PV I DP C  KTFPDYF+ L 
Sbjct: 413 SLAAYNPAKLPVRIEDPKCVAKTFPDYFEAL 443 
 
 
>ref|YP_802756.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Cc (Cinara cedri)] 
 sp|Q057N6.1|AROA_BUCCC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ90663.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Cc (Cinara cedri)] 
          Length = 435 
 
 Score =  385 bits (989), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 189/432 (43%), Positives = 271/432 (62%), Gaps = 15/432 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + L+P+  I G + +PGSKS+SNR+LLL+ALS G T++ NLL S+D+ YML AL  LG 
Sbjct: 3   DSLTLKPVDYIQGKINIPGSKSISNRVLLLSALSNGKTILKNLLYSDDIKYMLKALLKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  + DK   +  + G    F V   K +++LFLGNAG AMR L A ++        +L  
Sbjct: 63  IFYKLDKKKSKCTIYGISDAFSV---KNKIKLFLGNAGTAMRPLLAILSLKKNKI--ILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPI  LV  L+Q GA++        PP+ + G  G  GGK+ + GSISSQ+LS 
Sbjct: 118 GEKRMKERPIHHLVDSLRQGGANITYKNKKKFPPLYIKG--GFKGGKIFIDGSISSQFLS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
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           +LLMAAPLA  D EI + ++L+S PY+ +T+ LME+FG+     + +  FYIKG QKY S 
Sbjct: 176 SLLMAAPLAELDTEIIVKNQLVSKPYINLTINLMEKFGISVSILNDYKHFYIKGNQKYIS 235 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           PK  Y+E D SSA+YFLA AAI GG++ + G    S+QGD+ F ++L+ MG  + W + S 
Sbjct: 236 PKKYYIESDLSSATYFLAAAAIKGGSIQINGIQKKSIQGDINFIKILKQMGVSIQWKKNS 295 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V           +  L  I V+ N +PD AMT+A++ +F+     I+++ +WRVKET+R+ 
Sbjct: 296 VICK--------KNKLLGITVDCNHIPDAAMTIAILGVFSKKKVYIKNIYNWRVKETDRI 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V  G DY  + P +      I+TY+DHR+AM FSL + +   VT+ + 
Sbjct: 348 YAMSTELKKIGARVITGKDYIKVYPVKNFIHAKINTYNDHRIAMCFSLISLSGTSVTLLN 407 
 
Query: 425 PGCTRKTFPDYF 436 
           P C  KTFP +F 
Sbjct: 408 PKCVNKTFPSFF 419 
 
 
>gb|AAX45933.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
 gb|AAX45934.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
 
 Score =  385 bits (988), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           +  E        VV G GG F +++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFNIQNG---LSLFLGNAGTAMRPLAAALCLKGAETAQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|ZP_04762539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidovorax 
           delafieldii 2AN] 
 gb|EER60659.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidovorax 
           delafieldii 2AN] 
          Length = 676 
 
 Score =  385 bits (988), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 227/441 (51%), Positives = 294/441 (66%), Gaps = 33/441 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GTV LPGSKS+SNR+LLLAALSEGTTVV +LL S+D   ML ALR +G +V  D+A    

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 354



 

 

Sbjct: 16  AGTVDLPGSKSISNRVLLLAALSEGTTVVHDLLASDDTRVMLDALRQIGCTV--DEAGST 73 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             + G GG  P   AK    LF+GNAG AMR LTAA+   GG   + L GVPRM ERPIG 
Sbjct: 74  VRITGLGGHAPRSPAK----LFMGNAGTAMRPLTAALALLGGE--FELSGVPRMHERPIG 127 
 
Query: 136 DLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG----GKVKLSGSISSQYLSALLMAA 190 
           DLV  L+QLG  +D +LG D  PP+R+  + G+P       +++ G +SSQ+L+ALLMA  
Sbjct: 128 DLVQALRQLGCLID-YLGNDGYPPLRIAHVQGVPSLALTEPIRVRGDVSSQFLTALLMAL 186 
 
Query: 191 PLALG--DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           PLA G   + +E++ +LIS PY+ +TL+L+ERFG+  EH + W RF I  G +Y+SP +  
Sbjct: 187 PLAAGTQSIAVEVVGELISRPYIAITLQLLERFGIVVEHQN-WQRFTIVAGSRYQSPGSV 245 
 
Query: 249 YVEGDASSASYFLA-GAAITGGT----VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           +VE DASSASYF+A GA  T  T    + ++G G  S+QGD++F E    MGA VT     
Sbjct: 246 HVESDASSASYFIALGALTTSATGQKGIKIQGVGLDSIQGDIRFVEAARAMGAVVTGGPN 305 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V        G   LKAID++ N +PD AMTLAV+AL+A+G T +R++ASWRVKET+R 
Sbjct: 306 WLQVER------GAWPLKAIDLDCNHIPDAAMTLAVMALYAEGTTTLRNIASWRVKETDR 359 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAAC--AEV 418 
           + A+ TEL KLGA+ EEG DY  +TPP  +      +I TYDDHR+AM FSLAA   A + 
Sbjct: 360 IAAMATELRKLGATAEEGADYIRVTPPANVADWKAASIHTYDDHRVAMCFSLAAFNPARL 419 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
           PV I DP C  KTFPDYF+ L 
Sbjct: 420 PVRIEDPKCVAKTFPDYFEAL 440 
 
 
>gb|AAX45930.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
 
 Score =  385 bits (988), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 218/425 (51%), Positives = 280/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   + + L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDVLRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAEGDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAX45941.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia glucosida] 
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          Length = 413 
 
 Score =  385 bits (988), Expect = e-105,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 282/425 (66%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  E  +     VV G GG F V++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSEDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKAQVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLVITN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M+ FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMKDFGIMVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLAAGAIK-GNVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQAP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL+K+GA +EEG D+  I P   E+     I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLNAMATELSKIGAVIEEGEDFIRIQPLALEQFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAX45929.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
 gb|AAX45932.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
 gb|AAX45935.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
 gb|AAX45937.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
 
 Score =  385 bits (988), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   + + L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
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Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAX45936.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
 
 Score =  384 bits (987), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 216/425 (50%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           +  E        VV G GG F +++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFNIQNG---LSLFLGNAGTAMRPLAAALCLKGAETAQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 NFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ +EL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMASELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAT45241.1| 5-enol-pyruvylshikimate-phosphate synthase [Nymphaea alba] 
          Length = 264 
 
 Score =  384 bits (987), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 198/255 (77%), Positives = 224/255 (87%), Gaps = 1/255 (0%) 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           LRTLGL V+ D+  KRA+V GC G+FPV +D+ +EV+LFLGNAG AMR LTAAV AAGGN 
Sbjct: 1   LRTLGLRVDEDRDMKRAIVEGCSGQFPVAKDSAKEVELFLGNAGTAMRPLTAAVVAAGGN 60 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
             Y+LDGVPRMRERPIGDLV GL+QLGAD+ C LGT+CPPV +NG GGLPGGKVKLSGSI 
Sbjct: 61  TRYILDGVPRMRERPIGDLVSGLQQLGADIGCTLGTNCPPVYINGKGGLPGGKVKLSGSI 120 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQYL+ALLMAAPLALGDVE+E+ DKL+S+PYVEMTL+LMERFGV  EH   WDRF I+G 
Sbjct: 121 SSQYLTALLMAAPLALGDVEVEMADKLVSVPYVEMTLKLMERFGVAVEHGGGWDRFLIRG 180 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            Q Y SP +AYVEGDASSASYFLAGAAITGGTVTVEGCGT+SLQGDVKFAEVLE MGAKV 
Sbjct: 181 RQMYMSPGSAYVEGDASSASYFLAGAAITGGTVTVEGCGTSSLQGDVKFAEVLEKMGAKV 240 
 
Query: 299 TWTETSVTVTGPPRE 313 
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           TW++ SVTVTGPP++ 
Sbjct: 241 TWSQNSVTVTGPPKD 255 
 
 
>ref|NP_660644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Sg (Schizaphis graminum)] 
 sp|Q59178.2|AROA_BUCAP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAC05428.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Buchnera aphidicola] 
 gb|AAM67855.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Buchnera aphidicola 
           str. Sg (Schizaphis graminum)] 
          Length = 428 
 
 Score =  384 bits (986), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 212/429 (49%), Positives = 275/429 (64%), Gaps = 16/429 (3%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+P+  I+GT+ LPGSKS+SNR+LLL+A++ G T + NLL+S+D  YML ALR +G+    
Sbjct: 7   LKPVSYINGTIYLPGSKSISNRVLLLSAMANGITCLTNLLDSQDTQYMLNALRKIGIKFF 66 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    V G G  F +      + LFLGNAG AMR L AA++    N   VL G  R 
Sbjct: 67  LSNNNTTCHVHGIGKAFHLS---HPISLFLGNAGTAMRPLLAALSLYENNV--VLSGDDR 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPI  LV  LKQ GA ++   G   PPV   G  G  GG + L GSISSQ+L++LLM 
Sbjct: 122 MHERPIAHLVDALKQGGATLEYKKGIGYPPVLTKG--GFKGGSIMLDGSISSQFLTSLLM 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            APLAL +  I I   L+S PY+++TL LM+ FGV    +D +  FYIKG QKY+SP N  
Sbjct: 180 VAPLALQNTNIFIKGNLVSKPYIDITLNLMKSFGVNIV-NDCYKSFYIKGNQKYESPGNY 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGDASSASYFLA AAI GG+V V G G  S+QGD+KFA+VLE MGA + W ++ +    
Sbjct: 239 LVEGDASSASYFLAAAAIKGGSVKVVGVGKKSVQGDIKFADVLEKMGAIIDWGDSFIVCR 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                      L+ ID++MN +PD AMT+A+VALFA G + I+++ +WRVKET+R+ A+  
Sbjct: 299 --------HNKLEKIDLDMNHIPDAAMTIAIVALFAKGTSIIKNIYNWRVKETDRLSAMS 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            EL K+GA ++EG D   ITPP       IDTY+DHRMAM FSL   + + V I +P C  
Sbjct: 351 KELKKVGAIIKEGRDCLSITPPNFFKFAEIDTYNDHRMAMCFSLICLSGISVRILNPNCI 410 
 
Query: 429 RKTFPDYFD 437 
            KTFP YF+ 
Sbjct: 411 SKTFPSYFE 419 
 
 
>gb|AAX45940.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia glucosida] 
          Length = 413 
 
 Score =  384 bits (985), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 218/425 (51%), Positives = 280/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  E  +     VV G GG F V++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSEDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKAQVIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLVITN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M+ FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMKDFGIMVENRD-YKTFLVKGKQGYV 236 
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Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI  G V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLAAGAIK-GNVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQAP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLNAMATELRKIGAVVEEGDDFIRIQPLALEHFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAX45942.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia glucosida] 
          Length = 413 
 
 Score =  383 bits (984), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 280/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-NATYVL 123 
           +  E  +     VV G GG F +++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKCELSEDKTVCVVEGIGGAFNIQNG---LSLFLGNAGTAMRPLAAALCLKGEEKAQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLTITN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M+ FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMKDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLAAGAIKG-NVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQAP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLNAMATELRKIGAVVEEGEDFIRIQPLALEHFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>gb|AAX45939.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia glucosida] 
          Length = 413 
 
 Score =  383 bits (983), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 218/425 (51%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTRVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-NATYVL 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   A  +L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKAQVIL 118 
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Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAITN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M+ FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMKDFGIMVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLAAGAIKG-NVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQAP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLNAMATELRKIGAVVEEGDDFIRIQPLALEHFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|YP_971618.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Acidovorax avenae subsp. citrulli 
           AAC00-1] 
 gb|ABM33844.1| cytidylate kinase / 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Acidovorax citrulli AAC00-1] 
          Length = 679 
 
 Score =  383 bits (983), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 218/447 (48%), Positives = 282/447 (63%), Gaps = 28/447 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+    G V+LPGSKS+SNR+LLLAALSEGTT V +LL S+D   ML ALR +G  V+ 
Sbjct: 9   LPPLDTAGGAVRLPGSKSISNRVLLLAALSEGTTEVHDLLASDDTRVMLDALREIGCGVD 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              AA+  V +   G  P   A+   +LFLGNAG AMR LTAA+   GG   + L GVPR 
Sbjct: 69  EGAAAQGTVRITGLGTSP---ARSPSKLFLGNAGTAMRPLTAALALLGGE--FELSGVPR 123 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP----GGKVKLSGSISSQYLS 184 
           M ERPIGDLV  L QLG  +        PP+R+   GG+P       V++ G +SSQ+L+ 
Sbjct: 124 MHERPIGDLVEALLQLGCHISYLGNPGFPPLRIAHAGGVPPLALDAPVRVRGDVSSQFLT 183 
 
Query: 185 ALLMAAPLAL--GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ALLMA PL     DV IE++ +LIS PY+ +TL+L+ERFG++  H D W RF I  G +Y 
Sbjct: 184 ALLMALPLVAREKDVVIEVVGELISRPYIHITLQLLERFGIRVRH-DEWQRFTIPAGSRY 242 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVE-----GCGTTSLQGDVKFAEVLEMMGAK 297 
           +SP   +VE DASSASYF+A  A+       E     G G  S+QGD++FAE    MGA+ 
Sbjct: 243 RSPGTIHVEADASSASYFIALGALAAPAPGQEPLRILGVGLDSIQGDIRFAEAARAMGAE 302 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           VT     + V        G   L+A+D++ N +PD AMTLAV+AL+A G T +R++ASWR 
Sbjct: 303 VTGGPNWLVVRR------GAWPLRAVDLDCNHIPDAAMTLAVMALYAQGTTTLRNIASWR 356 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMAFSLAA 414 
           VKET+R+ A+     +LGA+VEEG D+  +TPP         +I TYDDHR+AM FSLAA 
Sbjct: 357 VKETDRIAAMAQGCRRLGATVEEGSDFLRVTPPASPADWRAASIHTYDDHRIAMCFSLAA 416 
 
Query: 415 C--AEVPVTIRDPGCTRKTFPDYFDVL 439 
              A++PV I DP C  KTFPDYF+ L 
Sbjct: 417 FNPAKLPVRIEDPKCVAKTFPDYFEAL 443 
 
 
>gb|AAX45931.1| 5-enolpyruvylshikimate 3-phosphatesynthase [Mannheimia haemolytica] 
          Length = 413 
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 Score =  382 bits (982), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 217/425 (51%), Positives = 279/425 (65%), Gaps = 18/425 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-L 123 
           +  E        VV G GG F V++    + LFLGNAG AMR L AA+   G   + + L 
Sbjct: 62  VKYELSDDKTVCVVEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++   GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLEYEGYPPLAISN-SGLQGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA  D+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAESDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKG-KVKVTGIGKKSIQGDRLFADVLEKMGAKITWGE 295 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 296 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TEL K+GA VEEG D+  I P   E      I+TY+DHRMAM FSL A +   V 
Sbjct: 348 RLTAMATELRKVGAEVEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSNTEV 407 
 
Query: 421 TIRDP 425 
           TI DP 
Sbjct: 408 TILDP 412 
 
 
>ref|ZP_07045860.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Comamonas testosteroni S44] 
 gb|EFI60520.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Comamonas testosteroni S44] 
          Length = 686 
 
 Score =  382 bits (982), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 219/468 (46%), Positives = 289/468 (61%), Gaps = 45/468 (9%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E + L  +   +G+V LPGSKS+SNR+LLLAALS+GTT + +LL+S+D   ML  L 
Sbjct: 1   MFTTEFLDLPALDSANGSVSLPGSKSISNRVLLLAALSQGTTTIHDLLDSDDTRVMLAGL 60 
 
Query: 61  RTLGLSVEADKAAK-RAV-VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + LG S+  D     +A+ V G GG+ P   A     LFLGNAG AMR LTAA++  GG+ 
Sbjct: 61  KQLGCSISPDAVTPGQAIDVTGIGGQLP---AGTAATLFLGNAGTAMRPLTAALSVLGGD 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN--GIGGLPGGKVKLSG 176 
             + + GVPRM ERPIGDLV  L+QLG  +D       PP+++       L    +K+ G 
Sbjct: 118 --FEMTGVPRMYERPIGDLVDALRQLGCKIDYLKDEGFPPLKIGQPDFSQLGSESIKVRG 175 
 
Query: 177 SISSQYLSALLMAAPLALG--DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            +SSQ+L++LLMA PL     D+ IE++ +LIS PY+ +TL L+ RFG+ A  +D W RF 
Sbjct: 176 DVSSQFLTSLLMALPLLAKERDITIEVVGELISRPYIHITLELLARFGI-AVKNDRWQRF 234 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT--------------VTVEGCGTTS 280 
            I  G +Y+SP   +VE DASSASYF+A  AI  GT              + + G G  S 
Sbjct: 235 VIPSGSRYQSPGAIHVEADASSASYFIALGAIATGTTDDADADNVPQPKNIRILGVGQDS 294 
 
Query: 281 LQGDVKFAEVLEMMGAKV----TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 336 
           +QGD++F E  + MGA++     W + S           G   LKAID++ N +PD AMT 
Sbjct: 295 IQGDIRFIEAAQAMGAQIESGPNWLQVSR----------GSWPLKAIDLDCNHIPDAAMT 344 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP---EKL 393 
           L  +AL+ADG T +R++ASWRVKET+R+ A+  EL KLGASVEEG DY  ITPP       
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Sbjct: 345 LGTMALYADGVTTLRNIASWRVKETDRIAAMAIELRKLGASVEEGADYIRITPPAGKTAW 404 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAAC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
              +I TYDDHR+AM FSLAA   A++PV I DP C  KTFPDYF+ L 
Sbjct: 405 KAASIHTYDDHRVAMCFSLAAFNPAKLPVRIEDPKCVAKTFPDYFEAL 452 
 
 
>ref|YP_003277469.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Comamonas 
           testosteroni CNB-2] 
 gb|ACY32173.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Comamonas 
           testosteroni CNB-2] 
          Length = 690 
 
 Score =  382 bits (982), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 220/472 (46%), Positives = 290/472 (61%), Gaps = 49/472 (10%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E + L  +   +G+V LPGSKS+SNR+LLLAALS+GTT + +LL+S+D   ML  L 
Sbjct: 1   MFTTEFLDLPALDSANGSVSLPGSKSISNRVLLLAALSQGTTTIHDLLDSDDTRVMLAGL 60 
 
Query: 61  RTLGLSVEADKAAK-RAV-VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + LG S+  D     +A+ V G GG+ P   A     LFLGNAG AMR LTAA++  GG+ 
Sbjct: 61  KQLGCSISPDAVTPGQAIDVTGIGGQLP---AGTAATLFLGNAGTAMRPLTAALSVLGGD 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN--GIGGLPGGKVKLSG 176 
             + + GVPRM ERPIGDLV  L+QLG  +D       PP+++       L    +K+ G 
Sbjct: 118 --FEMTGVPRMYERPIGDLVDALRQLGCKIDYLKDEGFPPLKIGQPDFSQLGSESIKVRG 175 
 
Query: 177 SISSQYLSALLMAAPL------ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
            +SSQ+L++LLMA PL      A  D+ IE++ +LIS PY+ +TL L+ RFG+ A  +D  
Sbjct: 176 DVSSQFLTSLLMALPLLANVPGAQRDITIEVVGELISRPYIHITLELLARFGI-AVKNDR 234 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT--------------VTVEGC 276 
           W RF I  G +Y+SP   +VE DASSASYF+A  AI  GT              + + G  
Sbjct: 235 WQRFVIPAGSRYQSPGAIHVEADASSASYFIALGAIATGTTDDADADNAPQPKSIRILGV 294 
 
Query: 277 GTTSLQGDVKFAEVLEMMGAKV----TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
           G  S+QGD++F E  + MGA++     W + S           G   LKAID++ N +PD 
Sbjct: 295 GQDSIQGDIRFIEAAQAMGAQIESGPNWLQVSR----------GSWPLKAIDLDCNHIPD 344 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-- 390 
            AMTL  +AL+ADG T +R++ASWRVKET+R+ A+  EL KLGASVEEG DY  ITPP   
Sbjct: 345 AAMTLGTMALYADGVTTLRNIASWRVKETDRIAAMAIELRKLGASVEEGADYIRITPPAG 404 
 
Query: 391 -EKLNVTAIDTYDDHRMAMAFSLAAC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
                  +I TYDDHR+AM FSLAA   A++PV I DP C  KTFPDYF+ L 
Sbjct: 405 KAAWKAASIHTYDDHRVAMCFSLAAFNPAKLPVRIEDPKCVAKTFPDYFEAL 456 
 
 
>ref|ZP_05909047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ4037] 
 gb|EFO44253.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ4037] 
          Length = 381 
 
 Score =  382 bits (982), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 204/391 (52%), Positives = 261/391 (66%), Gaps = 15/391 (3%) 
 
Query: 49  NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 108 
           +S+D+ +ML AL  LG+           VV G G  F V    E V+LFLGNAG AMR L 
Sbjct: 1   DSDDIRHMLNALTKLGVKYTLSADKTECVVEGLGRPFSV---SEPVELFLGNAGTAMRPL 57 
 
Query: 109 TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 168 
            AA+    G   YVL G PRM+ERPIG LV  L++ GAD++    T+ PP+++ G G L  
Sbjct: 58  AAALCV--GQGEYVLTGEPRMKERPIGHLVTALQKAGADIEYLENTNYPPLKIVGTG-LK 114 
 
Query: 169 GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 228 
            G V + GSISSQ+L+A LM+APLA G+V I+I   L+S PY+++TL +M++FGV+  ++ 
Sbjct: 115 AGTVSIDGSISSQFLTAFLMSAPLAEGEVRIKIEGDLVSKPYIDITLHIMKQFGVEVINN 174 
 
Query: 229 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 288 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 362



 

 

           D +  F I  GQ Y +P +  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA 
Sbjct: 175 D-YQEFVIPAGQHYVAPGDFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFA 233 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
           + LE MGA++ W +  V          G+  LK ID++ N +PD AMT+A  ALFA+G T 
Sbjct: 234 DALEKMGAEIEWGDDYVI------SRVGK--LKGIDMDYNHIPDAAMTIATTALFAEGTT 285 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
           AIR+V +WRVKET+R+ A+ TEL K+GA VEEG DY I+ P   L   AIDTYDDHRMAM 
Sbjct: 286 AIRNVYNWRVKETDRLSAMATELRKVGAEVEEGEDYIIVKPVPHLKHAAIDTYDDHRMAM 345 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            FSL A ++ PVTI DP CT KTFPDYFD L 
Sbjct: 346 CFSLLALSDTPVTINDPKCTSKTFPDYFDKL 376 
 
 
>ref|NP_760987.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio vulnificus 
           CMCP6] 
          Length = 376 
 
 Score =  382 bits (981), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 201/387 (51%), Positives = 257/387 (66%), Gaps = 15/387 (3%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL  LG+  E        VV G G  F   +A+E   LFLGNAG AMR L AA+    
Sbjct: 1   MLNALTKLGVHYELSADKTVCVVEGLGRPFTATEAQE---LFLGNAGTAMRPLAAALCL- 56 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G   +VL G PRM+ERPIG LV  L++ GA ++     + PP+++N  G L  G V +  
Sbjct: 57  -GKGEFVLTGEPRMKERPIGHLVDALREAGAQIEYLENENYPPLKINATG-LQAGTVNID 114 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           GSISSQ+L+A LMAAPLA G+V+I I+ +L+S PY+++TL +M++FGV    ++++  F  
Sbjct: 115 GSISSQFLTAFLMAAPLAQGEVKIHIVGELVSKPYIDITLHIMKQFGVDVV-NNAYQEFI 173 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I  GQ Y SP    VEGDASSASYFLA AAI GG + V G G  S+QGD+ FA+ LE MG 
Sbjct: 174 IPAGQSYVSPGQFLVEGDASSASYFLAAAAIKGGEIKVTGIGKNSIQGDIHFADALEKMG 233 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A++ W E  V          GR  LK ID++ N +PD AMT+A  ALFA G TAIR+V + 
Sbjct: 234 AEIEWGEDYVI------SRVGR--LKGIDMDYNHIPDAAMTIATTALFAQGTTAIRNVYN 285 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           WRVKET+R+ A+ TEL K+GA VEEG DY I+ PP++L   AIDTYDDHR+AM FSL A  
Sbjct: 286 WRVKETDRLSAMATELRKVGAEVEEGEDYLIVNPPQQLRHAAIDTYDDHRIAMCFSLVAL 345 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           ++ PVTI DP CT KTFPDYFD L++  
Sbjct: 346 SDTPVTINDPKCTSKTFPDYFDKLASL 372 
 
 
>ref|ZP_03719717.1| hypothetical protein NEIFLAOT_01566 [Neisseria flavescens 
           NRL30031/H210] 
 gb|EEG33406.1| hypothetical protein NEIFLAOT_01566 [Neisseria flavescens 
           NRL30031/H210] 
          Length = 430 
 
 Score =  382 bits (981), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 214/433 (49%), Positives = 275/433 (63%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+ LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E+     R   
Sbjct: 16  TIALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIESLPEG-RLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP + A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGSGGRFPNQTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           V  L+  GADV      + PP+++     NG   +P     + G++SSQ+L+ALLMA PL 
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Sbjct: 129 VDALRIAGADVQYLGNENYPPLQIGKRKDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV    ++++  F I  G KY +P++ YVEG 
Sbjct: 184 TGQAFEIHMVGELISKPYIDITLKLMAQFGVDII-NENYRVFKIPAGAKYHAPEHLYVEG 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DASSASYFL    I G  + V G G  S+QGDV FA  LE +GA V W E  V ++ P   
Sbjct: 243 DASSASYFLGAGLIAGTPIRVTGIGAHSIQGDVAFARELEKIGADVIWGENFVEISRP-- 300 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLA+VAL    P  +R++ SWRVKET+R+ A+ TEL  
Sbjct: 301 ---AERKIQAFDLDANHIPDAAMTLAIVALATKQPCTLRNIGSWRVKETDRIAAMATELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSLA+   VPV I DP CT KT 
Sbjct: 358 KLGAEVVEEAEAIHITPPETLTSDAVIDTYDDHRMAMCFSLASLLGVPVIINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FPDYF V ++  K 
Sbjct: 418 FPDYFQVFASLTK 430 
 
 
>ref|ZP_03544339.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Comamonas 
           testosteroni KF-1] 
 gb|EED68625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Comamonas 
           testosteroni KF-1] 
          Length = 690 
 
 Score =  382 bits (980), Expect = e-104,   Method: Compositional matrix adjust. 
 Identities = 221/472 (46%), Positives = 288/472 (61%), Gaps = 49/472 (10%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E + L  +   +GTV LPGSKS+SNR+LLLAALS+GTT + +LL+S+D   ML  L 
Sbjct: 1   MFTTEFLDLPALDSANGTVSLPGSKSISNRVLLLAALSQGTTTIHDLLDSDDTRVMLAGL 60 
 
Query: 61  RTLGLSVEADKAAK-RAV-VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + LG S+  D     RA+ V G GG+ P   A     LFLGNAG AMR LTAA++  GG+ 
Sbjct: 61  KQLGCSISPDVVTPGRAIEVTGIGGQLP---AGTAATLFLGNAGTAMRPLTAALSVLGGD 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN--GIGGLPGGKVKLSG 176 
             + + GVPRM ERPIGDLV  L+QLG  +D       PP+++       L    +K+ G 
Sbjct: 118 --FEMTGVPRMYERPIGDLVDALRQLGCKIDYLKDEGFPPLKIGQPDFSQLGTDSIKVRG 175 
 
Query: 177 SISSQYLSALLMAAPL------ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
            +SSQ+L++LLMA PL      A  D+ IE++ +LIS PY+ +TL L+ RFG+ A  +D  
Sbjct: 176 DVSSQFLTSLLMALPLLANVPGAQRDIVIEVVGELISRPYIHITLELLARFGI-AVKNDR 234 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT--------------VTVEGC 276 
           W RF I     Y+SP   +VE DASSASYF+A  AI  GT              + + G  
Sbjct: 235 WQRFVIPASSHYQSPGAIHVEADASSASYFIALGAIATGTTDDADADNAPQPKSIRILGV 294 
 
Query: 277 GTTSLQGDVKFAEVLEMMGAKV----TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
           G  S+QGD++F E  + MGA++     W + S           G   LKAID++ N +PD 
Sbjct: 295 GQDSIQGDIRFIEAAQAMGARIESGPNWLQVS----------RGSWPLKAIDLDCNHIPD 344 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-- 390 
            AMTL  +AL+ADG T +R++ASWRVKET+R+ A+  EL KLGASVEEG DY  ITPP   
Sbjct: 345 AAMTLGTMALYADGVTTLRNIASWRVKETDRIAAMAIELRKLGASVEEGADYIRITPPAG 404 
 
Query: 391 -EKLNVTAIDTYDDHRMAMAFSLAAC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
                  +I TYDDHR+AM FSLAA   A++PV I DP C  KTFPDYF+ L 
Sbjct: 405 KAAWKAASIHTYDDHRVAMCFSLAAFNPAKLPVRIEDPKCVAKTFPDYFEAL 456 
 
 
>gb|EGB11856.1| hypothetical protein AURANDRAFT_19755 [Aureococcus anophagefferens] 
          Length = 486 
 
 Score =  381 bits (978), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 249/457 (54%), Positives = 295/457 (64%), Gaps = 41/457 (8%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI ++ G V+LPGSKSLSNR LL+AAL EG T V+NLL S+D   ML AL  +G 
Sbjct: 45  ESLSLSPIAKVGGVVRLPGSKSLSNRALLIAALCEGETTVENLLASDDTERMLEALAAMG 104 
 
Query: 65  LSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA----GGNA 119 
           ++V AD       V   G  K P  D      LFLGNAG AMR L A + A     GG+  
Sbjct: 105 VAV-ADLGDAAVRVTSSGALKAPGAD------LFLGNAGTAMRPLAAVLAAVAATDGGD- 156 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD---CPPVRVNGIGGLPGGKVKLSG 176 
            +VLDG PRMRERPI DLV GLKQLG DV+C    D   CPPV V     + GG  ++SG 
Sbjct: 157 -FVLDGTPRMRERPIEDLVDGLKQLGCDVECTQNGDFGGCPPVVVKPGARVDGGVARVSG 215 
 
Query: 177 SISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 229 
             SSQ+LSALL+A+       PL      IEI D+LIS PYV++T+ LM +FGV  +    
Sbjct: 216 KTSSQFLSALLLASPLLATTQPLV-----IEITDELISQPYVQLTVDLMAKFGVVVDIDG 270 
 
Query: 230 SWDRFYIKGGQKYKS---PKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 285 
           ++  F +   QKY +   P   Y VEGDASSASYFLA AA+TGG +TV GCG+ S QGDV 
Sbjct: 271 AYRSFTVAPAQKYTNAGLPDATYFVEGDASSASYFLAAAAMTGGDLTVVGCGSESTQGDV 330 
 
Query: 286 KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 345 
           +FAEVL  MGA VT   T++TV           +LK IDV+   +PD AMTLA VAL A  
Sbjct: 331 RFAEVLRDMGAPVTLHPTNITVAA------ATPNLKGIDVDCLDIPDAAMTLAAVALVAA 384 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE-KLNVTA-IDTYDD 403 
           GPT IR+V SWRVKETERM AI  E TKLGA V EG  +C+ITPP  K N  A I+TYDD 
Sbjct: 385 GPTTIRNVGSWRVKETERMKAIVAETTKLGADVFEGDTHCVITPPAGKPNAGAEIETYDD 444 
 
Query: 404 HRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           HR+AM F+LAACA VPVTI DP CT KTFP YFD L+ 
Sbjct: 445 HRIAMTFALAACAGVPVTILDPKCTSKTFPTYFDELA 481 
 
 
>ref|ZP_04758091.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria flavescens 
           SK114] 
 gb|EER55877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria flavescens 
           SK114] 
          Length = 430 
 
 Score =  381 bits (978), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 210/428 (49%), Positives = 271/428 (63%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E+     R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVHIES-LPEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP + A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNQTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV      + PP++++         + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVQYLGNENYPPLQISKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV   + D +  F I  G  Y +P++ YVEGDASSA 
Sbjct: 189 EIHMVGELISKPYIDITLKLMAQFGVDIINED-YRVFKIPAGANYHAPEHLYVEGDASSA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFL    I G  + V G G  S+QGDV FA  LE +GA V W E  V ++ P        
Sbjct: 248 SYFLGAGLIAGTPIRVTGIGAHSIQGDVAFARELEKIGADVIWGENFVEISRP-----AE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + ++A D++ N +PD AMTLA+VAL    P  +R++ SWRVKET+R+ A+ TEL KLGA  
Sbjct: 303 RKIQAFDLDANHIPDAAMTLAIVALATKQPCTLRNIGSWRVKETDRITAMATELRKLGAD 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE L   A IDTYDDHRMAM+FSLA+   +PV I DP CT KTFPDYF 
Sbjct: 363 VIEEAEAIHITPPETLTSDAVIDTYDDHRMAMSFSLASLLGIPVIINDPKCTHKTFPDYF 422 
 
Query: 437 DVLSTFVK 444 
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            V ++    
Sbjct: 423 QVFTSLTN 430 
 
 
>ref|NP_878673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Blochmannia floridanus] 
 sp|Q7VR41.1|AROA_BLOFL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD83448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Blochmannia floridanus] 
          Length = 433 
 
 Score =  380 bits (976), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 203/433 (46%), Positives = 276/433 (63%), Gaps = 15/433 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L PIK+I+GT+ LPGSKS+SNR LLLAA S G T + NLL+S+D  YML AL  LG+  
Sbjct: 5   ITLNPIKKINGTIYLPGSKSISNRALLLAAQSVGATRLINLLDSDDTRYMLAALLQLGVK 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +     K   + G GG   ++    +  LFLGNAG A+R L AA++    N   VL G  
Sbjct: 65  YKLSTDHKICEIKGVGGS--LQSKNTQTTLFLGNAGTAIRPLIAALSIKSHNI--VLTGD 120 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM+ERPI  LV  L+Q G  ++        PV++   GG  GG + + G ISSQ+LSA+ 
Sbjct: 121 MRMKERPIFHLVDTLRQGGGRIEYIERDHHLPVKL--YGGYCGGNIVIKGDISSQFLSAV 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM  PLA  +  IE+I  L+S PY+++TL +M  FG+  +H   +  FY +G + YK+P+ 
Sbjct: 179 LMMTPLASKNTYIEVIGSLVSKPYIDITLSVMRAFGICVQHDKDYKFFYCEGNRIYKAPQ 238 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +EGDASSASYFLA AAI GGT+ V G G  S QGD+KFA +LE MG+ +TW +  +  
Sbjct: 239 EYVIEGDASSASYFLAAAAIKGGTIRVLGVGKNSKQGDIKFANILERMGSIITWGDNYIE 298 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG--PTAIRDVASWRVKETERM 364 
            +           LK+ID+++N +PD AMTLAV+ALF     P  +R++ +WRVKE++R+ 
Sbjct: 299 CSKGIM-------LKSIDIDVNDIPDAAMTLAVIALFTTNNLPMILRNIYNWRVKESDRL 351 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL K+GA V EG DY  I PP ++    I+TY+DHR+AM F+L A + V VTI + 
Sbjct: 352 HAMATELRKVGAIVSEGYDYLHIVPPVQIQSAFINTYNDHRIAMCFALVALSNVSVTINN 411 
 
Query: 425 PGCTRKTFPDYFD 437 
           P C  KTFPD+FD 
Sbjct: 412 PKCVCKTFPDFFD 424 
 
 
>ref|NP_873807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus ducreyi 
           35000HP] 
 sp|Q7VLN9.1|AROA_HAEDU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAP96196.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus ducreyi 
           35000HP] 
          Length = 435 
 
 Score =  380 bits (976), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 214/439 (48%), Positives = 284/439 (64%), Gaps = 17/439 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E+I L PI  I G + LPGSKSLSNR LLLAAL++GTT V NLL S+DV +ML AL 
Sbjct: 1   MNTIEKIRLDPITRIEGEITLPGSKSLSNRALLLAALAKGTTRVTNLLVSDDVEHMLNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-NA 119 
           +TLG+     +  +  +V G  G    ++    + LFLGNAG  MR L A +   G   A 
Sbjct: 61  QTLGIRYTLSQDKRECIVEGACGALAWQNG---LSLFLGNAGTVMRPLAAVLCLKGEVRA 117 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
             VL G  RM++RPI  LV  L+Q GA+++       PP+ +   G L GGK+++ GSIS 
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Sbjct: 118 EVVLTGEARMQQRPIQHLVDALRQAGANIEYLENQGYPPLAIKNTG-LIGGKIQIDGSIS 176 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLM APLA  D++IEI+  L+S PY++MTL +M  FGV  ++++ +  F+++   
Sbjct: 177 SQFLTALLMVAPLAESDMQIEIVGDLVSKPYIDMTLAMMRDFGVVVQNNN-YQSFFVQAQ 235 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           Q Y SP   +VEGDASSASYFLA AAI G  V V G G  S+QGD  FA+VL  MGA ++ 
Sbjct: 236 QCYLSPGQYWVEGDASSASYFLAAAAIKG-KVKVNGIGKNSIQGDRLFADVLAKMGANIS 294 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W E  +           +  L+ IDV++N +PD A+T+A+VALFA+  T IR+V +WRVK 
Sbjct: 295 WGEDFIQAE--------KSVLRGIDVDLNHIPDAAITIAIVALFAETETIIRNVYNWRVK 346 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           ET+R+ A+ TEL KLGA+VEEG D+  I P          I+TY+DHR+AM FSL A +  
Sbjct: 347 ETDRLSAMATELRKLGATVEEGQDFIRIQPLALTDFETAEIETYNDHRIAMCFSLIALSN 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
             VTI DP CTRKTFP+YF 
Sbjct: 407 TAVTILDPQCTRKTFPNYF 425 
 
 
>gb|EFV83522.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Achromobacter 
           xylosoxidans C54] 
          Length = 440 
 
 Score =  379 bits (974), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 227/443 (51%), Positives = 287/443 (64%), Gaps = 19/443 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  ++   G + LPGSKS+SNR+LLLAA+++G T +  LL+S+D   ML ALR LG++V  
Sbjct: 9   LPRVRRAQGVMALPGSKSISNRVLLLAAIADGETAITGLLDSDDTRVMLAALRQLGVAV- 67 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           ++ A  R  V G   +FPV+ A     LF+GNAG A+R LTAA+   GG+  Y L GVPR 
Sbjct: 68  SELAEGRVTVRGVS-RFPVDSA----DLFMGNAGTAIRPLTAALALMGGD--YRLSGVPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV-KLSGSISSQYLSALL 187 
           M ERPIGDLV  LK LGA +D       PP+ + G G +    V ++ GS+SSQ+L+ALL 
Sbjct: 121 MHERPIGDLVDALKALGARIDYLGQPGYPPLHI-GRGAIATPAVTQVQGSVSSQFLTALL 179 
 
Query: 188 MAAPLALGD----VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           MAAPL  G     V IE++ +LIS PY+E+TL LM RFGV  +  D W RF I GG +Y+ 
Sbjct: 180 MAAPLQAGQSGQPVVIEVLGELISKPYIEITLNLMARFGVTVQR-DGWGRFTIAGGARYR 238 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDAS+ASYFLA  AI GG + V G G  S+QGDVKFA+ L  MGA V + +  
Sbjct: 239 SPGQIAVEGDASTASYFLALGAIGGGPLRVTGVGADSIQGDVKFADTLAAMGATVAYGDG 298 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + VTG      GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SWRVKET+R 
Sbjct: 299 WIEVTGVRVAEGGR--LKAFDTDFNLIPDAAMTAAALALYADGPCRLRNIGSWRVKETDR 356 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A++TEL KLGA VE G D+  +TPP         I T+DDHRMAM FSLAA     V  
Sbjct: 357 IHAMQTELEKLGAQVESGLDWLRVTPPADGAWRDAHIGTWDDHRMAMCFSLAAFGPAAVR 416 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I DPGC  KTFP YFDV +  V  
Sbjct: 417 ILDPGCVSKTFPGYFDVYAGLVS 439 
 
 
>gb|AAA21529.1| 5-enolpyruvylshikimate 3-phosphate synthase [Mannheimia 
           haemolytica] 
          Length = 434 
 
 Score =  378 bits (971), Expect = e-103,   Method: Compositional matrix adjust. 
 Identities = 220/439 (50%), Positives = 282/439 (64%), Gaps = 22/439 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           E++ L PI  + G + LPGSKSLSNR LLLAAL+ GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKLTLTPISRVEGEINLPGSKSLSNRALLLAALATGTTQVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVL 123 
           +  E        V+ G GG F V++    + LFLGNAG AMR L AA+   G   +  +L 
Sbjct: 62  VKYELSDDKTVCVLEGIGGAFKVQNG---LSLFLGNAGTAMRPLAAALCLKGEEKSQIIL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q+GA+V        PP+ ++      GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQVGAEVQYLENEGYPPLAISN-SVCRGGKVQIDGSISSQFL 177 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLM+APLA GD+EIEII  L+S PY+++TL +M  FG+  E+ D +  F +KG Q Y  
Sbjct: 178 TALLMSAPLAEGDMEIEIIGDLVSKPYIDITLSMMNDFGITVENRD-YKTFLVKGKQGYV 236 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P+  Y VEGDASSASYFLA  AI  G VT  G G  S+QGD  FA+VLE MGAK+TW E 
Sbjct: 237 APQGNYLVEGDASSASYFLASGAIKAGKVT--GIGKKSIQGDRLFADVLEKMGAKITWGE 294 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +     P        LK +D++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+ 
Sbjct: 295 DFIQAEQSP--------LKGVDMDMNHIPDAAMTIATTALFAEGETVIRNIYNWRVKETD 346 
 
Query: 363 RMVAIRTELTK---LGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           R+ A+ TEL K        EEG D+  I P   E      I+TY+DHRMAM FSL A +  
Sbjct: 347 RLTAMATELRKVGAEVEEGEEGEDFIRIQPLALENFQHAEIETYNDHRMAMCFSLIALSN 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
             VTI DP CT KTFP YF 
Sbjct: 407 TEVTILDPNCTAKTFPTYF 425 
 
 
>ref|YP_001155282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. asymbioticus QLW-P1DMWA-1] 
 gb|ABP33718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. asymbioticus QLW-P1DMWA-1] 
          Length = 442 
 
 Score =  376 bits (965), Expect = e-102,   Method: Compositional matrix adjust. 
 Identities = 226/452 (50%), Positives = 285/452 (63%), Gaps = 20/452 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G  EI + P     G++ LPGSKS+SNR LLLAAL+ GTT + NLL+++D   M  AL 
Sbjct: 1   MSGIPEITIGPFTRAQGSIVLPGSKSISNRALLLAALASGTTTLKNLLDADDTQVMRNAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LGLSV  D+A    VV GCGG+FPV +A     LF+GNAG A+R LTAA+   GGN   
Sbjct: 61  RQLGLSV-IDQANHVCVVKGCGGQFPVREA----DLFMGNAGTAIRPLTAALAMQGGN-- 113 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GV RM ERPI DLV GL+Q+GA +D  L    PP+++          VK+ G +SS 
Sbjct: 114 YRLSGVARMHERPIRDLVDGLRQVGAKIDYELQEGYPPIKILAADIQIKDVVKVRGDVSS 173 
 
Query: 181 QYLSALLMAAPLALGD-VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           Q+L+ALLMA PL   + V IE+I +LIS PY+++TL+LM RFGV     D+   F I    
Sbjct: 174 QFLTALLMALPLVAQEAVRIEVIGELISRPYIDITLKLMARFGVNVACPDA-QSFVIPAK 232 
 
Query: 240 QK---YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                YKSP N  VEGDASSASYFLA  A+  G V V G G  S+QGDV FA+ L +MGA 
Sbjct: 233 TSDAVYKSPGNLSVEGDASSASYFLALGALGAGPVRVLGVGKDSIQGDVAFADALALMGA 292 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           K+T  E  + V+G  +   G+  L  I ++  ++PD AMTLAV ALFA+G T + ++ASW 
Sbjct: 293 KITAGEDWIEVSGV-KNAGGK--LNGITLDCTEIPDAAMTLAVAALFAEGQTRLNNIASW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-----VTAIDTYDDHRMAMAFS 411 
           RVKET+R+ A+  EL K+GA VEEG DY ++  P  L         IDTYDDHRMAM FS 
Sbjct: 350 RVKETDRIAAMAKELKKIGAIVEEGADYIVVQAPAALGDWKSPSEGIDTYDDHRMAMCFS 409 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           LA      + I DP C  KTFP YF   +  V 
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Sbjct: 410 LATLGPNTLKINDPNCVAKTFPTYFAEFAKIV 441 
 
 
>ref|YP_588703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Baumannia 
           cicadellinicola str. Hc (Homalodisca coagulata)] 
 sp|Q1LTL1.1|AROA_BAUCH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF14261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Baumannia 
           cicadellinicola str. Hc (Homalodisca coagulata)] 
          Length = 428 
 
 Score =  376 bits (965), Expect = e-102,   Method: Compositional matrix adjust. 
 Identities = 203/436 (46%), Positives = 282/436 (64%), Gaps = 17/436 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  ++GT+ LPGSKS+SNR LLLAA + G T + NLL+S DV YML AL  LG 
Sbjct: 3   ELLTLQPIVRVNGTIHLPGSKSISNRALLLAAQALGKTCLINLLDSYDVRYMLDALHKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++       +   + G G    V+ A E   L+LGN+GIA+RSL AA+     N   ++  
Sbjct: 63  INYCLSIDRRSCEIDGIGRPLRVDTALE---LYLGNSGIALRSLVAALCLQ--NKNIIIT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ RPIG LV  L+Q  A +      + PP+ + G  G   G + +  S+SSQ+L+ 
Sbjct: 118 GDKRMKNRPIGHLVDALRQGSAQIHYLEKDNYPPLLLQG--GFYNGDITIDCSLSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           +LLM APLA  D  I +  +L+S PY++MTL +M+ FG+  +H D +  FYIKG  +Y+S 
Sbjct: 176 SLLMMAPLASQDRCIFVKGRLVSKPYIDMTLAMMKSFGIVVQH-DQYKIFYIKGKSQYRS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDA++ASYFLA AAI GGTV V G G+ S+QGD++FA++L  MGA + W     
Sbjct: 235 PGHYLVEGDATNASYFLAAAAIRGGTVRVTGVGSNSIQGDIRFADILANMGAIIRWGVNY 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA-DGPTAIRDVASWRVKETER 363 
           +  T        R  L +ID++MN +PD AMT+A+VALF  +G T +R++ +WR+KET R 
Sbjct: 295 IECT--------RNSLCSIDIDMNALPDTAMTIAIVALFTYNGVTTLRNIYNWRIKETNR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +VA+ TEL K+GA V EG +Y  I PP    +  I+TYDDHR+AM F+L A + V +TI  
Sbjct: 347 LVAMATELRKVGAIVVEGKEYLSIKPPNMFKIAKINTYDDHRIAMCFALVALSNVSITIV 406 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           +P CT KTFPD+F +L 
Sbjct: 407 NPKCTYKTFPDFFKLL 422 
 
 
>gb|AAF01290.1|AF182427_3 5-enolpyruvylshikimate-3-phosphate synthase [Bordetella 
           bronchiseptica] 
          Length = 442 
 
 Score =  371 bits (953), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 221/449 (49%), Positives = 278/449 (61%), Gaps = 17/449 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G   + L   +   G V LPGSKS+SNR+LLLAAL+EG+T +  LL+S+D   ML AL 
Sbjct: 1   MSGLAYLDLPAARLARGEVALPGSKSISNRVLLLAALAEGSTEITGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG+SV  + A  R  + G   +FP E A    +LFLGNAG A R LTAA+   GG+   
Sbjct: 61  RQLGVSV-GEVADGRVTIEGVA-RFPTEQA----ELFLGNAGTAFRPLTAALALMGGD-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q GA ++       PP+R+ G      G V++ GS+SS 
Sbjct: 113 YRLSGVPRMHERPIGDLVDALRQFGAGIEYLGQAGYPPLRIGGGSIRVDGPVRVEGSVSS 172 
 
Query: 181 QYLSALLMAAPL----ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           Q+L+ALLMAAP+    +  D+ IE++ +LIS PY+E+TL LM RFGV     D W  F I 
Sbjct: 173 QFLTALLMAAPVLARRSGQDITIEVVGELISKPYIEITLNLMARFGVSVRR-DGWRAFTI 231 
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Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                Y+ P    +EGDAS+ASYFLA  AI GG V V G G  S+QGDV FA  L  MGA 
Sbjct: 232 ARDAAYRGPGRMAIEGDASTASYFLALGAIGGGPVRVTGVGEDSIQGDVAFAATLAAMGA 291 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            V +    +   G      GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SW 
Sbjct: 292 DVRYGPGWIETRGVRVAEGGR--LKAFDADFNLIPDAAMTAATLALYADGPCRLRNIGSW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL KLGA V+ G D+  + PP         I T+DDHRMAM FSLAA 
Sbjct: 350 RVKETDRIHAMHTELEKLGAGVQSGADWLEVAPPAPGGWRDAHIGTWDDHRMAMCFSLAA 409 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                V I DPGC  KTFPDYFDV +  + 
Sbjct: 410 FGPAAVRILDPGCVSKTFPDYFDVYAGLL 438 
 
 
>ref|YP_003844455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 ref|ZP_07631702.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 gb|ADL52691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
          Length = 428 
 
 Score =  371 bits (953), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 204/422 (48%), Positives = 274/422 (64%), Gaps = 22/422 (5%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + +PGSKS++NR L++AAL+EGTTV+ N+L S+D  YM+ A+R LG +VE D+  KR V+ 
Sbjct: 18  IDVPGSKSVANRALIIAALAEGTTVLKNMLFSDDTRYMMEAIRKLGNTVEVDEQ-KRTVI 76 
 
Query: 79  VGCGGK--FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           V    +  FP      E +LF+GNAG AMR L   ++A  G  +  L G+ RM+ERPI D 
Sbjct: 77  VKSAAEKVFP------ETELFIGNAGTAMRFLPTYISAGKGKVS--LTGIERMKERPIKD 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           LV GL++LG +V        PP  ++   GLPGG++ + G  SSQYL+++L++AP A  D 
Sbjct: 129 LVDGLRELGVEVTYKEKDGFPPFEIDS-NGLPGGEISIRGDKSSQYLTSILLSAPYAKED 187 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           V ++I  KL+SIPYV++T+R+M+ FGV+ E+ D +  F+IK GQKYKS +   VEGD SS 
Sbjct: 188 VTVKIQGKLVSIPYVDITIRMMKDFGVEVENRD-YKEFFIKSGQKYKS-REYIVEGDCSS 245 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           ASYF   AAIT   + V      ++QGD+K  +VLE MG  V++ E  V V G  +     
Sbjct: 246 ASYFFGIAAITNSEIKVNNVCKNTMQGDIKLLDVLEKMGVSVSYGENHVLVKGSGK---- 301 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L+ I V+M+ M DVA TL+VVALFADG T I +V + R+KET+R+ A+  EL KLGA 
Sbjct: 302 ---LRGITVDMHHMSDVAQTLSVVALFADGVTKIENVYNMRIKETDRIKAVYNELMKLGA 358 
 
Query: 377 SVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            V E  D  II P  K N    IDTYDDHRMAM+FSLA      V I+DP C  KTFP Y 
Sbjct: 359 KVTELEDGLIIEPAVKYNENVEIDTYDDHRMAMSFSLAGLRIPGVKIKDPDCVSKTFPSY 418 
 
Query: 436 FD 437 
           F+ 
Sbjct: 419 FE 420 
 
 
>ref|ZP_07342849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderiales 
           bacterium 1_1_47] 
 gb|EFL83403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderiales 
           bacterium 1_1_47] 
          Length = 431 
 
 Score =  371 bits (953), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 215/444 (48%), Positives = 276/444 (62%), Gaps = 17/444 (3%) 
 
Query: 5   EEIV-LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
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           EEI+ L PI ++ G+V LPGSKS+SNR LLLAALSEGTT ++NLL +ED   M+GAL TL 
Sbjct: 2   EEILKLDPIMKVGGSVDLPGSKSISNRALLLAALSEGTTELNNLLVAEDTEMMIGALETL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+ +E         V GCGG FPV+ A     LFLGNAG AMR L++++  +GG   YVL 
Sbjct: 62  GVKLEVSNDGTEVKVEGCGGNFPVKKA----DLFLGNAGTAMRPLSSSLAFSGGE--YVL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGV RMR+RPI  LV  L  +G  +        PP+++     +    V + G +SSQ++ 
Sbjct: 116 DGVARMRQRPIAHLVEALNSVGGRLSYLGEPGFPPIKIEPATRINSDIVHVRGDVSSQFV 175 
 
Query: 184 SALLMAAPLALGD--VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           S LLMAAPL   +  + I I  +LIS PYV +T RLMERFGV+ + S+   + ++      
Sbjct: 176 SGLLMAAPLIAPEQGLRIRIDGELISSPYVSLTCRLMERFGVEVKTSE---KDFLVPRTL 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           YK+P    VE DASSASYFLA  A+ G  + + G G  S+QGD  F E L  MGA VT   
Sbjct: 233 YKAPSVFEVEADASSASYFLALGALVG-PLKINGIGADSVQGDAAFVEYLVKMGAAVTRG 291 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E  +  TGP R  +G K L  +  ++  +PD AMT A +A   +GPT +R ++SWRVKET 
Sbjct: 292 ENWIK-TGPSR--YGHK-LHGLQADVRPIPDAAMTFAAMAPMCEGPTILRGISSWRVKET 347 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  ELTK+G  VE   D   ITPP KL     DTY DHRMAM  SL A   VPV  
Sbjct: 348 DRIAAMHNELTKVGCRVESTDDMIKITPPVKLRSAVFDTYKDHRMAMCMSLIAAGGVPVE 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           IRDP C RKTFPDYF+ L+  V+  
Sbjct: 408 IRDPNCVRKTFPDYFERLAGVVEK 431 
 
 
>ref|NP_879749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella pertussis 
           Tohama I] 
 sp|P12421.2|AROA_BORPE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE41250.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella pertussis 
           Tohama I] 
          Length = 442 
 
 Score =  371 bits (952), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 221/449 (49%), Positives = 278/449 (61%), Gaps = 17/449 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G   + L   +   G V LPGSKS+SNR+LLLAAL+EG+T +  LL+S+D   ML AL 
Sbjct: 1   MSGLAYLDLPAARLARGEVALPGSKSISNRVLLLAALAEGSTEITGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG+SV   + A   V +    +FP E A    +LFLGNAG A R LTAA+   GG+   
Sbjct: 61  RQLGVSV--GEVADGCVTIEGVARFPTEQA----ELFLGNAGTAFRPLTAALALMGGD-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q GA ++       PP+R+ G      G V++ GS+SS 
Sbjct: 113 YRLSGVPRMHERPIGDLVDALRQFGAGIEYLGQAGYPPLRIGGGSIRVDGPVRVEGSVSS 172 
 
Query: 181 QYLSALLMAAPL----ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           Q+L+ALLMAAP+    +  D+ IE++ +LIS PY+E+TL LM RFGV     D W  F I 
Sbjct: 173 QFLTALLMAAPVLARRSGQDITIEVVGELISKPYIEITLNLMARFGVSVRR-DGWRAFTI 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                Y+ P    +EGDAS+ASYFLA  AI GG V V G G  S+QGDV FA  L  MGA 
Sbjct: 232 ARDAVYRGPGRMAIEGDASTASYFLALGAIGGGPVRVTGVGEDSIQGDVAFAATLAAMGA 291 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            V +    +   G      GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SW 
Sbjct: 292 DVRYGPGWIETRGVRVAEGGR--LKAFDADFNLIPDAAMTAATLALYADGPCRLRNIGSW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL KLGA V+ G D+  + PPE        I T+DDHRMAM FSLAA 
Sbjct: 350 RVKETDRIHAMHTELEKLGAGVQSGADWLEVAPPEPGGWRDAHIGTWDDHRMAMCFSLAA 409 
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Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                V I DPGC  KTFPDYFDV +  + 
Sbjct: 410 FGPAAVRILDPGCVSKTFPDYFDVYAGLL 438 
 
 
>ref|NP_885305.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella 
           parapertussis 12822] 
 sp|Q7W602.1|AROA_BORPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE38415.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella 
           parapertussis] 
          Length = 442 
 
 Score =  371 bits (952), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 220/449 (48%), Positives = 278/449 (61%), Gaps = 17/449 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G   + L   +   G V LPGSKS+SNR+LLLAAL+EG+T +  LL+S+D   ML AL 
Sbjct: 1   MSGLAYLDLPAARLARGEVALPGSKSISNRVLLLAALAEGSTEITGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG+SV   + A   V +    +FP+E A    +LFLGNAG A R LTAA+   GG+   
Sbjct: 61  RQLGVSV--GEVADGCVTIEGVARFPIEQA----ELFLGNAGTAFRPLTAALALMGGD-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q GA ++       PP+R+ G      G V++ GS+SS 
Sbjct: 113 YRLSGVPRMHERPIGDLVDALRQFGAGIEYLGQAGYPPLRIGGGSIRVDGPVRVEGSVSS 172 
 
Query: 181 QYLSALLMAAPL----ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           Q+L+ALLMAAP+    +  D+ IE++ +LIS PY+E+TL LM RFGV     D W  F I 
Sbjct: 173 QFLTALLMAAPVLARRSGQDITIEVVGELISKPYIEITLNLMARFGVSVRR-DGWRAFTI 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                Y+ P    +EGDAS+ASYFLA  AI GG V V G G  S+QGDV FA  L  MGA 
Sbjct: 232 ARDAAYRGPGRMAIEGDASTASYFLALGAIGGGPVRVTGVGEDSIQGDVAFAATLAAMGA 291 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            V +    +   G      GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SW 
Sbjct: 292 DVRYGPGWIETRGVRVAEGGR--LKAFDADFNLIPDAAMTAATLALYADGPCRLRNIGSW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL KLGA V+ G D+  + PP         I T+DDHRMAM FSLAA 
Sbjct: 350 RVKETDRIHAMHTELEKLGAGVQSGADWLEVAPPAPGGWRDAHIGTWDDHRMAMCFSLAA 409 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                V I DPGC  KTFPDYFDV +  + 
Sbjct: 410 FGPAAVRILDPGCVSKTFPDYFDVYAGLL 438 
 
 
>ref|YP_002923575.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Candidatus 
           Hamiltonella defensa 5AT (Acyrthosiphon pisum)] 
 sp|C4K4D4.1|AROA_HAMD5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACQ67427.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Candidatus 
           Hamiltonella defensa 5AT (Acyrthosiphon pisum)] 
          Length = 428 
 
 Score =  370 bits (951), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 208/437 (47%), Positives = 281/437 (64%), Gaps = 16/437 (3%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++ + L+PI +I+GTV LPGSKS+SNR+LLL+AL+ G T + N L+S+D  YML AL+ L 
Sbjct: 2   SKSLNLEPIGKINGTVYLPGSKSISNRVLLLSALAAGKTRLTNFLDSDDTRYMLEALKAL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+     K      V G  G     +    ++L  GNAG  MR LTA ++   G +  VL 
Sbjct: 62  GVRYTVSKNGTCCEVEGVNGPL---NTPHPIELMTGNAGTVMRFLTAVLSL--GQSDVVL 116 
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Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G  RM+ERP+  LV  L+Q  A +      + PP+R+ G  G  GG + L G+ISSQ+L 
Sbjct: 117 TGGARMKERPMDPLVDALRQGNAQITYLEKKNSPPLRLRG--GFRGGNLTLRGNISSQFL 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALL+ APLA  D  IE+   L+S PYVEMTL LM  FG+   H   +  F IK  QK+K 
Sbjct: 175 TALLIMAPLAEQDTAIEVQGFLVSKPYVEMTLHLMRVFGISVTHKH-YRTFNIKAHQKFK 233 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP +  +EGDA++ASYFLA AAI GG V V G G  S+QGDV+FA+VL+ MGA + W E  
Sbjct: 234 SPGHYRIEGDATAASYFLAAAAIKGGCVRVIGVGQKSIQGDVQFADVLQKMGAFIHWGED 293 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +    P R       LK ID++MN MPD AMTLA  ALF++GPT I+++ +WR+KET+R 
Sbjct: 294 YIECR-PGR-------LKGIDMDMNSMPDAAMTLATTALFSEGPTRIQNIYNWRLKETDR 345 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  EL KLGA ++EG DY  I  P+ L    I TY+DHR+AM+FSL A +++P+ I  
Sbjct: 346 LSAMSAELRKLGAQIKEGQDYIEIISPKNLKAAEIQTYNDHRIAMSFSLMALSDMPIRIL 405 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           +P CT KTFPD+F  L+ 
Sbjct: 406 NPRCTSKTFPDFFQKLA 422 
 
 
>sp|Q03321.4|AROA_AERSA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 427 
 
 Score =  370 bits (949), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 216/435 (49%), Positives = 278/435 (63%), Gaps = 20/435 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG+  + 
Sbjct: 6   LEPISRVAGEVNLPGSKSVSNRALLLAALARGTTRLTNLLDSDDIRHMLAALTQLGVKYK 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    V G G  F V      V LFLGNAG AMR L AA+    G+  Y+L G PR 
Sbjct: 66  LSADKTECTVHGLGRSFAVS---APVNLFLGNAGTAMRPLCAALCL--GSGEYMLGGEPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIG LV  L   GA +        PP+ V+   GL GG V + GS+SSQ+L+A LM 
Sbjct: 121 MEERPIGHLVDCLALKGAHIQYLKKDGYPPLVVDA-KGLWGGDVHVDGSVSSQFLTAFLM 179 
 
Query: 189 AAPLALGDV--EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           AAP A+  V   I I  +L+S PY+++TL +M   GV  EH D++  FYIKG Q   SP  
Sbjct: 180 AAP-AMAPVIPRIHIKGELVSKPYIDITLHIMNSSGVVIEH-DNYKLFYIKGNQSIVSPG 237 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLA  AI G  V V G G  S+ GD+ FA+VLE MGA++TW +  +  
Sbjct: 238 DFLVEGDASSASYFLAAGAIKG-KVRVTGIGKHSI-GDIHFADVLERMGARITWGDDFIE 295 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
               P        L  +D++MN +PD AMT+A VALFA+GPT+IR++ +WRVKET+R+ A 
Sbjct: 296 AEQGP--------LHGVDMDMNHIPDXAMTIAXVALFAEGPTSIRNIYNWRVKETDRLHA 347 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           + T++ KLG S E    Y  +TPP +L    IDTY  HR+AM FSL A +++ VTI DPG 
Sbjct: 348 MATDVRKLGVSEEGDLHYITVTPPTQLKHAEIDTYKHHRIAMCFSLVALSDIAVTINDPG 407 
 
Query: 427 CTRKTFPDYFDVLST 441 
           CT KTFPDYFD L++ 
Sbjct: 408 CTSKTFPDYFDKLAS 422 
 
 
>ref|NP_890002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella 
           bronchiseptica RB50] 
 sp|Q9RND7.2|AROA_BORBR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 emb|CAE33961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella 
           bronchiseptica RB50] 
          Length = 442 
 
 Score =  370 bits (949), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 220/449 (48%), Positives = 277/449 (61%), Gaps = 17/449 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G   + L   +   G V LPGSKS+SNR+LLLAAL+EG+T +  LL+S+D   ML AL 
Sbjct: 1   MSGLAYLDLPAARLARGEVALPGSKSISNRVLLLAALAEGSTEITGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG+SV   + A   V +    +FP E A    +LFLGNAG A R LTAA+   GG+   
Sbjct: 61  RQLGVSV--GEVADGCVTIEGVARFPTEQA----ELFLGNAGTAFRPLTAALALMGGD-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q GA ++       PP+R+ G      G V++ GS+SS 
Sbjct: 113 YRLSGVPRMHERPIGDLVDALRQFGAGIEYLGQAGYPPLRIGGGSIRVDGPVRVEGSVSS 172 
 
Query: 181 QYLSALLMAAPL----ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           Q+L+ALLMAAP+    +  D+ IE++ +LIS PY+E+TL LM RFGV     D W  F I 
Sbjct: 173 QFLTALLMAAPVLARRSGQDITIEVVGELISKPYIEITLNLMARFGVSVRR-DGWRAFTI 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                Y+ P    +EGDAS+ASYFLA  AI GG V V G G  S+QGDV FA  L  MGA 
Sbjct: 232 ARDAAYRGPGRMAIEGDASTASYFLALGAIGGGPVRVTGVGEDSIQGDVAFAATLAAMGA 291 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            V +    +   G      GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SW 
Sbjct: 292 DVRYGPGWIETRGVRVAEGGR--LKAFDADFNLIPDAAMTAATLALYADGPCRLRNIGSW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL KLGA V+ G D+  + PP         I T+DDHRMAM FSLAA 
Sbjct: 350 RVKETDRIHAMHTELEKLGAGVQSGADWLEVAPPAPGGWRDAHIGTWDDHRMAMCFSLAA 409 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                V I DPGC  KTFPDYFDV +  + 
Sbjct: 410 FGPAAVRILDPGCVSKTFPDYFDVYAGLL 438 
 
 
>ref|YP_785874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella avium 
           197N] 
 sp|Q2L2S7.1|AROA_BORA1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAJ48961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella avium 
           197N] 
          Length = 439 
 
 Score =  369 bits (947), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 220/442 (49%), Positives = 279/442 (63%), Gaps = 18/442 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  I++  G   LPGSKS+SNR+LL+AAL+EG T +  LL+S+D   ML ALR LG++V  
Sbjct: 9   LPHIRQARGLAALPGSKSISNRVLLIAALAEGRTEISGLLDSDDTRVMLAALRQLGVAV- 67 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D    R  V G   +FP E A    +LFLGNAG A R LTAA+   GG+  Y L GVPR 
Sbjct: 68  TDLGQGRVAVEGAR-RFPAEKA----ELFLGNAGTAFRPLTAALALMGGD--YRLSGVPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L+  GA +D       PP+ + G G +   +V++ GS+SSQ+L+ALL+ 
Sbjct: 121 MHERPIGDLVDALRAWGARIDYLGQAGYPPLHI-GRGDIRADRVRVQGSVSSQFLTALLL 179 
 
Query: 189 AAPLALG----DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AAP+  G     V IE+I +LIS PY+E+TL LM R+GV     D W  F I+G  +Y+S 
Sbjct: 180 AAPIEAGASGRPVTIEVIGELISKPYIEITLNLMARYGVNVVR-DGWRAFTIEGDARYRS 238 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDAS+ASY LA   + GG V V G G  S+QGD  FA+ L  MGA +T      
Sbjct: 239 PGSIAVEGDASTASYLLALGVLGGGPVRVTGVGEQSIQGDTAFADTLAAMGANITKGSDW 298 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +  +G      GR  +KA D + N +PD AMT A +ALFADGP  +R++ SWRVKET+R+ 
Sbjct: 299 IEASGQAVAEGGR--IKAFDADFNLIPDAAMTAATMALFADGPCRLRNIGSWRVKETDRI 356 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            A+ TEL KLGA VE GPD+  +TPP   +     I T+DDHRMAM FSLAA     V I 
Sbjct: 357 HAMHTELAKLGAKVESGPDWLSLTPPADSDWRDAHIGTWDDHRMAMCFSLAAFGPAAVRI 416 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            DPGC  KTFPDYFDV +  V  
Sbjct: 417 LDPGCVSKTFPDYFDVYAGLVS 438 
 
 
>gb|AAA22968.1| 5-enolpyruvylshikimate-3-phosphate synthase (EC 2.5.1.19) 
           [Bordetella pertussis] 
          Length = 442 
 
 Score =  369 bits (946), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 220/449 (48%), Positives = 277/449 (61%), Gaps = 17/449 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+G   + L   +   G V LPGSKS+SNR+LLLAAL+EG+T +  LL+S+D   ML AL 
Sbjct: 1   MSGLAYLDLPAARLARGEVALPGSKSISNRVLLLAALAEGSTEITGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG+SV   + A   V +    +FP E A    +LFLGNAG A R LTAA+   GG+   
Sbjct: 61  RQLGVSV--GEVADGCVTIEGVARFPTEQA----ELFLGNAGTAFRPLTAALALMGGD-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q GA ++       PP+R+ G      G V++ GS+SS 
Sbjct: 113 YRLSGVPRMHERPIGDLVDALRQFGAGIEYLGQAGYPPLRIGGGSIRVDGPVRVEGSVSS 172 
 
Query: 181 QYLSALLMAAPL----ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           Q+L+ALLMAAP+    +  D+ IE++ +LIS PY+E+TL LM RFGV     D W  F I 
Sbjct: 173 QFLTALLMAAPVLARRSGQDITIEVVGELISKPYIEITLNLMARFGVSVRR-DGWRAFTI 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                Y+ P    +EGDAS+ASYFLA  AI GG V V G G  S+QGDV FA  L  MGA 
Sbjct: 232 ARDAVYRGPGRMAIEGDASTASYFLALGAIGGGPVRVTGVGEDSIQGDVAFAATLAAMGA 291 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            V +    +   G      GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SW 
Sbjct: 292 DVRYGPGWIETRGVRVAEGGR--LKAFDADFNLIPDAAMTAATLALYADGPCRLRNIGSW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL KLGA V+ G D+  + PPE        I T+DDHRMAM F LAA 
Sbjct: 350 RVKETDRIHAMHTELEKLGAGVQSGADWLEVAPPEPGGWRDAHIGTWDDHRMAMCFLLAA 409 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                V I DPGC  KTFPDYFDV +  + 
Sbjct: 410 FGPAAVRILDPGCVSKTFPDYFDVYAGLL 438 
 
 
>ref|YP_522830.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Rhodoferax ferrireducens T118] 
 gb|ABD69299.1| 3-phosphoshikimate 1-carboxyvinyltransferase / cytidylate kinase 
           [Rhodoferax ferrireducens T118] 
          Length = 669 
 
 Score =  369 bits (946), Expect = e-100,   Method: Compositional matrix adjust. 
 Identities = 216/456 (47%), Positives = 287/456 (62%), Gaps = 45/456 (9%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P+  +SGTV LPGSKS+SNR+LLL+ALS G T + +LL+S+D   M  ALR LG  V    
Sbjct: 11  PLTGVSGTVVLPGSKSISNRVLLLSALSAGRTTLIDLLDSDDTRVMFEALRALGCGVR-- 68 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           ++     + G GG+        +  LF+GNAG A+R LTAA+   GG+  + L GVPRM  
Sbjct: 69  QSGSTVEIEGLGGQL----GHRQAALFMGNAGTAIRPLTAALAVLGGD--FELRGVPRMH 122 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGK----VKLSGSISSQYLSA 185 
           ERPIGDLV  L+Q+G  +D +LG D  PP+ +    G P  K    +++ G +SSQ+L+A 
Sbjct: 123 ERPIGDLVDALRQIGCHID-YLGQDGFPPLHI----GRPSLKLDTPIRVRGDVSSQFLTA 177 
 
Query: 186 LLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           LLMA PL  A  D+ IE++ +LIS PY+E+TL L+ RF V+    D W RF I    +++ 
Sbjct: 178 LLMALPLVAATRDIVIEVVGELISRPYIEITLNLLARFNVRVVR-DGWQRFTIPAASQFR 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           SP   +VE DASSASYF+A  AI  G      + +EG G  S+QGD++F E  +MMGA+V 
Sbjct: 237 SPGTLFVEADASSASYFIAAGAIATGAGGQKGLRIEGVGADSIQGDIRFIEAAQMMGAQV 296 
 
Query: 299 ----TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
                W E S           G   LKAID++ N +PD AMTLA++AL+A G T +R++A 
Sbjct: 297 QSGPNWLEVSR----------GCWPLKAIDLDCNHIPDAAMTLAMMALYAQGSTTLRNIA 346 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP---EKLNVTAIDTYDDHRMAMAFS 411 
           SWRVKET+R+ A+  EL KLGA+VEEG D+  +TPP         +I TYDDHRMAM FS 
Sbjct: 347 SWRVKETDRIAAMACELRKLGATVEEGADFIRVTPPAVAADWRAASIHTYDDHRMAMCFS 406 
 
Query: 412 LAAC--AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           LAA   A +PV I DP C  KTFPDYF+ L +  +  
Sbjct: 407 LAAFNPAGLPVRIVDPKCVAKTFPDYFEALFSLAQT 442 
 
 
>emb|CAX49833.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase; EPSP 
           synthase; EPSPS) [Neisseria meningitidis 8013] 
          Length = 433 
 
 Score =  368 bits (945), Expect = e-99,   Method: Compositional matrix adjust. 
 Identities = 209/428 (48%), Positives = 267/428 (62%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+ T  + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNTCEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    +Y +P++ +VEGDASSA 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADARYHAPEHLHVEGDASSA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA + I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P        
Sbjct: 248 SYFLAASLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-----KE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 303 RAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           DV S+  + 
Sbjct: 423 DVFSSLTE 430 
 
 
>ref|ZP_06980072.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria sp. oral 
           taxon 014 str. F0314] 
 gb|EFI24244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria sp. oral 
           taxon 014 str. F0314] 
          Length = 431 
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 Score =  368 bits (944), Expect = 1e-99,   Method: Compositional matrix adjust. 
 Identities = 217/437 (49%), Positives = 273/437 (62%), Gaps = 14/437 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I L  +K     V LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESIRLPAVKTKPAAVALPGSKSISNRSLLLAALSDNVCEIHSLLKSDDTDRMLDALAALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E      R  V G GG+FP   A     LFLGNAG A R LTA +   GG  +Y L  
Sbjct: 63  VKIEFLDGG-RLKVYGTGGRFPNRSA----DLFLGNAGTAFRPLTAVLAVLGG--SYSLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L+  GADV      + PP+ +N        ++ + G +SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDALRIAGADVRYEGRENYPPLHINERTDSGVREIPIRGDVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+LMA PL     EI I+ +LIS PY+++TL+LM RFGV    ++ +  F I  G +Y + 
Sbjct: 176 AILMALPLTGQAFEIRIVGELISKPYIDITLKLMARFGVNVA-NEGYRMFKIPAGARYHA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P++ YVEGDASSASYFLA   ITG  V V G G  S+QGDV FA  LE +GA V W +   
Sbjct: 235 PEHLYVEGDASSASYFLAAGLITGVPVRVTGIGRNSIQGDVAFARELEKIGADVLWGDDF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V+ P   P     ++A D++ N +PD AMTLAVVAL AD P  +R++ SWRVKET+R+ 
Sbjct: 295 IEVSRPETRP-----VQAFDLDANHIPDAAMTLAVVALAADAPCTLRNIGSWRVKETDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL KLGA V E P+   ITPPE+L   A IDTYDDHR+AM FSL +   VPV I  
Sbjct: 350 TAMAAELRKLGAVVVEEPEAIRITPPEQLRTDAIIDTYDDHRIAMCFSLVSLMGVPVVIN 409 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT KTFP YFD  + 
Sbjct: 410 DPKCTHKTFPTYFDTFA 426 
 
 
>gb|ADO31856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis alpha710] 
          Length = 433 
 
 Score =  367 bits (943), Expect = 1e-99,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 266/428 (62%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+ T  + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNTCEIHSLLKSDDTDRMLEALNKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
              L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y +P++ +VEGDASSA 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYHAPEHLHVEGDASSA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P        
Sbjct: 248 SYFLAAGLIAATPVCVIGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-----KE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + +++ D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 303 RAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYF 422 
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Query: 437 DVLSTFVK 444 
           DV S+  + 
Sbjct: 423 DVFSSLTE 430 
 
 
>ref|YP_003083433.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis alpha14] 
 emb|CBA06624.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis alpha14] 
          Length = 433 
 
 Score =  367 bits (943), Expect = 1e-99,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 266/428 (62%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
              L+  GADV+ F     PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 ADALRIAGADVEYFGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y +P++ +VEGDASSA 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYHAPEHLHVEGDASSA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P        
Sbjct: 248 SYFLAAGLIAATPVCVIGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-----KE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + +++ D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 303 RAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           DV S+  + 
Sbjct: 423 DVFSSLTE 430 
 
 
>ref|ZP_03084951.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4024] 
          Length = 375 
 
 Score =  367 bits (942), Expect = 2e-99,   Method: Compositional matrix adjust. 
 Identities = 204/390 (52%), Positives = 261/390 (66%), Gaps = 16/390 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           ++ T        R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ 
Sbjct: 294 ISCT--------RGELNAIDMDMNHIPDAAMTIATAALFAKGTTTLRNIYNWRVKETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            A+ TEL K+GA VEEG DY  ITPPEKLN 
Sbjct: 346 FAMATELRKVGAEVEEGHDYIRITPPEKLN 375 
 
 
>ref|YP_004048828.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Neisseria lactamica 
           ST-640] 
 emb|CBN87465.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Neisseria lactamica 
           020-06] 
          Length = 432 
 
 Score =  367 bits (942), Expect = 2e-99,   Method: Compositional matrix adjust. 
 Identities = 211/433 (48%), Positives = 269/433 (62%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTGRMLEALDKLGVGIEY-LAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           V  L+  GADV+       PP+ +     NG   +P     + G++SSQ+L+ALLMA PL 
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y++P++ YVEG 
Sbjct: 184 TGQAFEIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYRAPEHLYVEG 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS ASYFLA   I    + V G G  S+QGDV FA  LE +GA V W E  V V+ P   
Sbjct: 243 DASGASYFLAAGLIAATPIRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRPKE 302 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL  
Sbjct: 303 -----RAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KT 
Sbjct: 358 KLGAKVVEEAEAIRITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FP YFDV S+  + 
Sbjct: 418 FPTYFDVFSSLTE 430 
 
 
>gb|ADZ03829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis NZ-05/33] 
          Length = 433 
 
 Score =  367 bits (941), Expect = 2e-99,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 266/428 (62%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+ T  + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNTCEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
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              L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y +P++ +VEGDASSA 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYHAPEHLHVEGDASSA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P        
Sbjct: 248 SYFLAAGLIAATPVCVIGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-----KE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + +++ D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 303 RAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           DV S+  + 
Sbjct: 423 DVFSSLTE 430 
 
 
>ref|NP_274444.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis MC58] 
 sp|Q9JYU1.1|AROA_NEIMB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAF41793.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis MC58] 
 gb|EFV63523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis H44/76] 
 gb|EGC63144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis CU385] 
 gb|ADY95408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis H44/76] 
          Length = 433 
 
 Score =  367 bits (941), Expect = 3e-99,   Method: Compositional matrix adjust. 
 Identities = 214/446 (47%), Positives = 273/446 (61%), Gaps = 25/446 (5%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VQIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSIS 179 
           GVPRM ERPIGDLV  L+  GADV+       PP+ +     NG   +P     + G++S 
Sbjct: 116 GVPRMHERPIGDLVDALRIAGADVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVS 170 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    
Sbjct: 171 SQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPAD 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             Y +P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V  
Sbjct: 230 AHYHAPEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVV 289 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W E  V V+ P       + +++ D++ N +PD AMTLA+VAL       +R++ SWRVK 
Sbjct: 290 WGENFVEVSRP-----KERAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL +   V 
Sbjct: 345 ETDRIAAMANELRKLGAKVVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGV 404 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
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           PV I DP CT KTFP YFDV S+  + 
Sbjct: 405 PVVINDPKCTHKTFPTYFDVFSSLTE 430 
 
 
>ref|ZP_06393938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria mucosa ATCC 
           25996] 
 gb|EFC88796.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria mucosa ATCC 
           25996] 
          Length = 444 
 
 Score =  366 bits (940), Expect = 3e-99,   Method: Compositional matrix adjust. 
 Identities = 209/428 (48%), Positives = 267/428 (62%), Gaps = 16/428 (3%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
            TV LPGSKS+SNR LLLAALS+ T  + +LL S+D   ML AL  LG+ +E   A  R  
Sbjct: 27  ATVALPGSKSISNRTLLLAALSDNTCEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEGRL 85 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GV RM ERPIGD 
Sbjct: 86  KVHGTGGRFPNRTA----NLFLGNAGTAFRPLTAALAVLGGD--YHLHGVARMHERPIGD 139 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           LV  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL     
Sbjct: 140 LVDALRIAGADVEYLGNEHYPPLHIGERQDRGERVIPIKGNVSSQFLTALLMALPLTGQA 199 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            EI ++ +LIS PY+++TL+LM +FGV+  + D +  F I    +Y +P++ +VEGDASS 
Sbjct: 200 FEIRMVGELISKPYIDITLKLMAQFGVQVANED-YRVFKIPADARYHAPEHLHVEGDASS 258 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           ASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P       
Sbjct: 259 ASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP------ 312 
 
Query: 317 RKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
           ++H ++A D++ N +PD AMTLA+VAL +     + ++ SWRVKET+R+ A+  EL KLG 
Sbjct: 313 KEHTVQAFDLDANHIPDAAMTLAIVALASGQTCTLHNIGSWRVKETDRIAAMANELRKLG 372 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           A V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KTFP  
Sbjct: 373 AKVVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPT 432 
 
Query: 435 YFDVLSTF 442 
           YF+V S+  
Sbjct: 433 YFEVFSSL 440 
 
 
>gb|EGC67044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M01-240013] 
          Length = 433 
 
 Score =  366 bits (939), Expect = 4e-99,   Method: Compositional matrix adjust. 
 Identities = 213/446 (47%), Positives = 273/446 (61%), Gaps = 25/446 (5%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VQIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSIS 179 
           GVPRM ERPIGDLV  L+  G DV+       PP+ +     NG   +P     + G++S 
Sbjct: 116 GVPRMHERPIGDLVDALRIAGTDVEYLGNEHYPPLHIGERQDNGEHVIP-----IKGNVS 170 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    
Sbjct: 171 SQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPAD 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            +Y +P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V  
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Sbjct: 230 ARYHAPEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVV 289 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W E  V V+ P       + ++A D++ N +PD AMTLA+VAL       +R++ SWRVK 
Sbjct: 290 WGENFVEVSRP-----KERAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL KLGA V E  +   ITPP+ L   A IDTYDDHRMAM FSL +   V 
Sbjct: 345 ETDRIAAMANELRKLGAKVVEEAEAIHITPPKTLTPDAVIDTYDDHRMAMCFSLVSLLGV 404 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP CT KTFP YFDV S+  + 
Sbjct: 405 PVVINDPKCTHKTFPTYFDVFSSLTE 430 
 
 
>gb|EGC51388.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis N1568] 
          Length = 433 
 
 Score =  366 bits (939), Expect = 5e-99,   Method: Compositional matrix adjust. 
 Identities = 211/441 (47%), Positives = 270/441 (61%), Gaps = 15/441 (3%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VEIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L+  GADV+       PP+ +          + + G++SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLVDALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    +Y + 
Sbjct: 176 ALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADARYHA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E   
Sbjct: 235 PEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V+ P       + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ 
Sbjct: 295 VEVSRP-----KERAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL KLGA V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I  
Sbjct: 350 AAMANELRKLGAKVAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLGVPVVIN 409 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           DP CT KTFP YFDV S+  + 
Sbjct: 410 DPKCTHKTFPTYFDVFSSLTE 430 
 
 
>ref|ZP_04727277.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           MS11] 
 ref|ZP_06133022.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           MS11] 
 gb|EEZ47662.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           MS11] 
          Length = 433 
 
 Score =  365 bits (937), Expect = 8e-99,   Method: Compositional matrix adjust. 
 Identities = 209/428 (48%), Positives = 265/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
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           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ V  +       + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHVGELQNNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|YP_975365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis FAM18] 
 sp|A1KUN6.1|AROA_NEIMF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAM10584.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Neisseria 
           meningitidis FAM18] 
 gb|EGC55081.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M6190] 
 gb|EGC60997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis ES14902] 
 gb|ADY94021.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis G2136] 
 gb|ADY97325.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M01-240149] 
          Length = 433 
 
 Score =  365 bits (937), Expect = 8e-99,   Method: Compositional matrix adjust. 
 Identities = 209/441 (47%), Positives = 270/441 (61%), Gaps = 15/441 (3%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VQIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDL   L+  GADV+       PP+ +          + + G++SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y + 
Sbjct: 176 ALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYHA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E   
Sbjct: 235 PEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V+ P       + +++ D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ 
Sbjct: 295 VEVSRP-----KERAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRI 349 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL KLGA V E  +   ITPP+ L   A IDTYDDHRMAM FSL +   VPV I  
Sbjct: 350 AAMANELRKLGAKVVEEAEAIHITPPKTLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVIN 409 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           DP CT KTFP YFDV S+  + 
Sbjct: 410 DPKCTHKTFPTYFDVFSSLTE 430 
 
 
>emb|CBA05487.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis alpha153] 
          Length = 433 
 
 Score =  365 bits (936), Expect = 1e-98,   Method: Compositional matrix adjust. 
 Identities = 210/441 (47%), Positives = 269/441 (60%), Gaps = 15/441 (3%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VEIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDL   L+  GADV+       PP+ +          + + G++SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y + 
Sbjct: 176 ALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADAHYHA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E   
Sbjct: 235 PEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V+ P       + +++ D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ 
Sbjct: 295 VEVSRP-----KERAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I  
Sbjct: 350 AAMANELRKLGAKVVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVIN 409 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           DP CT KTFP YFDV S+  + 
Sbjct: 410 DPKCTHKTFPTYFDVFSSLTE 430 
 
 
>emb|CBX21677.1| unnamed protein product [Neisseria lactamica Y92-1009] 
          Length = 432 
 
 Score =  364 bits (935), Expect = 1e-98,   Method: Compositional matrix adjust. 
 Identities = 209/433 (48%), Positives = 267/433 (61%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVGIEY-LAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTA +   GGN  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAMLAVLGGN--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           V  L+  GADV+       PP+ +     NG   +P     + G++SSQ+L+ALLMA PL 
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y +P++ +VEG 
Sbjct: 184 TGQAFEIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYHAPEHLHVEG 242 
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Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS ASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P   
Sbjct: 243 DASGASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVAWGENFVEVSRPKE 302 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL  
Sbjct: 303 -----RAVRAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KT 
Sbjct: 358 KLGAKVVEEAEAIRITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FP YF++ S+  + 
Sbjct: 418 FPTYFEIFSSLTE 430 
 
 
>emb|CBA07392.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis alpha275] 
 gb|ADZ01268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M04-240196] 
          Length = 433 
 
 Score =  364 bits (934), Expect = 2e-98,   Method: Compositional matrix adjust. 
 Identities = 207/428 (48%), Positives = 265/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+ T  + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNTCEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
              L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++++  F I     Y +P++ +VEGDASSA 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFKIPADAHYHAPEHLHVEGDASSA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P        
Sbjct: 248 SYFLAAGLIAATPVCVIGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-----KE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + +++ D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 303 RAVQSFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           DV S+  + 
Sbjct: 423 DVFSSLTE 430 
 
 
>ref|YP_002943532.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Variovorax paradoxus S110] 
 gb|ACS18266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Variovorax paradoxus 
           S110] 
          Length = 670 
 
 Score =  363 bits (933), Expect = 2e-98,   Method: Compositional matrix adjust. 
 Identities = 215/442 (48%), Positives = 290/442 (65%), Gaps = 26/442 (5%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SGTV+LPGSKS+SNR+LLLAAL+ GTT V +LL+S+D   ML ALR LG  ++A  +  R 
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Sbjct: 16  SGTVRLPGSKSISNRVLLLAALASGTTTVHDLLDSDDTRVMLDALRALGCGIDAAGSTLR 75 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             + G GG+  ++     + LFLGNAG AMR LTAA++  GG   + L GVPRM ERPIG 
Sbjct: 76  --ITGIGGQ--LKPGGPMLPLFLGNAGTAMRPLTAALSLLGGE--FELSGVPRMHERPIG 129 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGI--GGLP-GGKVKLSGSISSQYLSALLMAAPL 192 
           DLV  L QLG  +D       PP+R+  +  G L     +++ G +SSQ+L+ALL+A PL 
Sbjct: 130 DLVDALTQLGCRIDYLGNPGYPPLRIRPVDHGALVLDAPIRVRGDVSSQFLTALLLALPL 189 
 
Query: 193 AL-GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           A   D+ IE++ +LIS PY+E+TL L+ RFG+ A   + W+RF I  G +Y SP + +VE 
Sbjct: 190 AARKDIVIEVVGELISKPYIEITLNLLARFGI-AVQREGWERFTIPAGSRYSSPGDIHVE 248 
 
Query: 252 GDASSASYFLAGAAITGG-----TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            DASSASYF+A  AI  G     ++ +EG G  S+QGD++F E    MGA+V      +  
Sbjct: 249 ADASSASYFIALGAIATGASGQDSIRIEGVGADSIQGDIRFIEAARQMGAQVDSGPNWLD 308 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V        G   LKAID++ N +PD AMTLAV+AL+ADGP+ +R++ASWRVKET+R+ A 
Sbjct: 309 VR------RGAWPLKAIDLDANHIPDAAMTLAVMALYADGPSTLRNIASWRVKETDRIDA 362 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAAC--AEVPVTI 422 
           +  EL KLGA+V+ GPD+  + P E+      +I TYDDHR+AM FSLAA   A +PV I 
Sbjct: 363 MANELRKLGATVDSGPDFIRVHPLERPGWQAASIRTYDDHRVAMCFSLAAFNPAGLPVRI 422 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +P C  KTFPDYF+ L +  + 
Sbjct: 423 LEPHCVAKTFPDYFETLFSVAQ 444 
 
 
>ref|ZP_04718785.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           35/02] 
 ref|ZP_04721137.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           DGI18] 
 ref|ZP_04723200.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           FA6140] 
 ref|ZP_04734749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID24-1] 
 ref|ZP_04736345.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID332] 
 ref|ZP_06128871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           35/02] 
 ref|ZP_06148876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID332] 
 gb|EEZ43511.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           35/02] 
 gb|EEZ54698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID332] 
 gb|ADV07691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           TCDC-NG08107] 
          Length = 433 
 
 Score =  363 bits (932), Expect = 3e-98,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 264/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKRQDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 386



 

 

 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|ZP_06643322.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           F62] 
 gb|EFF39681.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           F62] 
          Length = 433 
 
 Score =  363 bits (932), Expect = 3e-98,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 264/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKRQDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|ZP_04738523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           SK-92-679] 
 ref|ZP_05106820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           1291] 
 ref|ZP_06151087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           SK-92-679] 
 gb|EEH62034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           1291] 
 gb|EEZ56909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           SK-92-679] 
          Length = 433 
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 Score =  363 bits (931), Expect = 3e-98,   Method: Compositional matrix adjust. 
 Identities = 209/428 (48%), Positives = 264/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ V          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHVGEREDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|ZP_04725392.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           FA19] 
 ref|ZP_06131133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           FA19] 
 gb|EEZ45773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           FA19] 
          Length = 433 
 
 Score =  363 bits (931), Expect = 4e-98,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 264/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKREDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
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Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|ZP_04729600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID18] 
 ref|ZP_04731895.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID1] 
 ref|ZP_05794466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           DGI2] 
 ref|ZP_06135380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID18] 
 ref|ZP_06137701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID1] 
 ref|ZP_06569673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           DGI2] 
 gb|EEZ50020.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID18] 
 gb|EEZ52341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           PID1] 
 gb|EFE04409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           DGI2] 
          Length = 433 
 
 Score =  363 bits (931), Expect = 4e-98,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 264/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKREDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|ZP_08133171.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kingella 
           denitrificans ATCC 33394] 
 gb|EGC17572.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kingella 
           denitrificans ATCC 33394] 
          Length = 430 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 389



 

 

 
 Score =  363 bits (931), Expect = 4e-98,   Method: Compositional matrix adjust. 
 Identities = 207/441 (46%), Positives = 272/441 (61%), Gaps = 22/441 (4%) 
 
Query: 5   EEIVLQP-IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           + I LQP   +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  L 
Sbjct: 3   DAIRLQPRTLKPHNTVALPGSKSISNRTLLLAALSDNECDIHSLLKSDDTDRMLEALTQL 62 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+ +E  + A    VVG  G+FP      E  LFLGNAG A R LTAA+   GG   Y L 
Sbjct: 63  GVPLE--QRAGSLHVVGQNGRFP----HTEADLFLGNAGTAFRPLTAALAVLGGE--YRL 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            GV RM ERPIGDLV  L+ +GA +D       PP+ ++     P   + + G++SSQ+L 
Sbjct: 115 HGVARMHERPIGDLVDALRLVGAHIDYLGNEGYPPLHIHARHNTPVLTIPIKGNVSSQFL 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMA PL     +I++  +LIS PY+++TL LM++FGV  E +  +  F++    +Y  
Sbjct: 175 TALLMALPLTGDAWQIQVEGELISKPYIDITLNLMKQFGVNVE-NRQYRTFHLPAASRYH 233 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           +P   +VEGDASSASYFLA   ++G  V V G G  ++QGDV FA  LE +GA V W +  
Sbjct: 234 APAQLHVEGDASSASYFLAAGLLSGKPVRVTGLGKHAIQGDVAFARELEKLGAIVLWGDD 293 
 
Query: 304 SVTVTGPPRE---PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            + V+    +   PF        D++ N +PD AMTLAVVAL      +IR++ SWRVKE 
Sbjct: 294 FIEVSRAKNQAVLPF--------DLDANHIPDAAMTLAVVALATGQTCSIRNIGSWRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVP 419 
           T+R+ A+  EL K+GA+V E  +   ITPPE+L   A IDTYDDHRMAM FSL +  +VP 
Sbjct: 346 TDRIAAMAAELRKVGATVVEEAEAIHITPPEQLIADAHIDTYDDHRMAMCFSLVSLLDVP 405 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLS 440 
           V I DP CT KTFP YFDV + 
Sbjct: 406 VIINDPQCTHKTFPTYFDVFA 426 
 
 
>ref|ZP_04740753.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           SK-93-1035] 
 ref|ZP_06153343.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           SK-93-1035] 
 gb|EEZ59165.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           SK-93-1035] 
          Length = 433 
 
 Score =  363 bits (931), Expect = 4e-98,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 264/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKREDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
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Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|YP_004154098.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Variovorax paradoxus 
           EPS] 
 gb|ADU35987.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Variovorax paradoxus 
           EPS] 
          Length = 688 
 
 Score =  362 bits (930), Expect = 4e-98,   Method: Compositional matrix adjust. 
 Identities = 212/448 (47%), Positives = 286/448 (63%), Gaps = 34/448 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+   +GTV+LPGSKS+SNR+LLLAAL+ GTT + +LL+S+D   ML ALR LG  ++ 
Sbjct: 27  LPPLVGAAGTVRLPGSKSISNRVLLLAALASGTTTIHDLLDSDDTRVMLDALRALGCGIQ 86 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              +  +  + G GG+     A   + LFLGNAG AMR LTAA++  GG+  + L GVPR 
Sbjct: 87  PSGSTLQ--ITGLGGQLKSSGAL--LPLFLGNAGTAMRPLTAALSLLGGD--FELSGVPR 140 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG---LPGGKVKLSGSISSQYLSA 185 
           M ERPIGDLV  L QLG ++D       PP+R++ +          +++ G +SSQ+L+A 
Sbjct: 141 MHERPIGDLVDALTQLGCNIDYLGNPGYPPLRIHPVDHDDLALDAPIRVRGDVSSQFLTA 200 
 
Query: 186 LLMAAPLAL-GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LL+A P+A   D+ IE++ +LIS PY+E+TL L+ RFG+     D W+RF I  G  Y S 
Sbjct: 201 LLLALPIAARNDIVIEVVGELISKPYIEITLNLLARFGITVRR-DGWERFTIPAGSSYSS 259 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEMMGAKV- 298 
           P + +VE DASSASYF+A  AI  G      + +EG G  S+QGD++F +    MGA+V  
Sbjct: 260 PGDIHVEADASSASYFIALGAIATGVSGKTGIRIEGVGADSIQGDIRFIDAARQMGAEVD 319 
 
Query: 299 ---TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
               W E             G   LKAID++ N +PD AMTLAV+AL+ADGP+ +R++AS 
Sbjct: 320 SGPNWLEVRR----------GAWPLKAIDLDANHIPDAAMTLAVMALYADGPSTLRNIAS 369 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLA 413 
           WRVKET+R+ A+  EL KLGA+VE GPD+  + P  +      +I TYDDHR+AM FSLA 
Sbjct: 370 WRVKETDRIDAMANELQKLGATVEAGPDFIRVHPLAQAGWQAASIRTYDDHRVAMCFSLA 429 
 
Query: 414 AC--AEVPVTIRDPGCTRKTFPDYFDVL 439 
           A   A VPV I +P C  KTFPDYF+ L 
Sbjct: 430 AFNPAGVPVRILEPHCVAKTFPDYFETL 457 
 
 
>ref|YP_002001528.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           NCCP11945] 
 sp|B4RL93.1|AROA_NEIG2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF29582.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           NCCP11945] 
          Length = 433 
 
 Score =  362 bits (929), Expect = 6e-98,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 263/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG   Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGG--YHLHGVPRMHERPIGDL 128 
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Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKRQDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>gb|ADY99871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M01-240355] 
          Length = 433 
 
 Score =  361 bits (927), Expect = 1e-97,   Method: Compositional matrix adjust. 
 Identities = 212/446 (47%), Positives = 271/446 (60%), Gaps = 25/446 (5%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKLSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GGN  Y L  
Sbjct: 63  VEIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGN--YRLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSIS 179 
           GV RM ERPIGDL   L+  GA+V+       PP+ +     NG   +P     + G++S 
Sbjct: 116 GVARMHERPIGDLTDALRIAGANVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVS 170 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    
Sbjct: 171 SQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPAD 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            +Y +P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V  
Sbjct: 230 ARYHAPEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVV 289 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W E  V V+ P       + ++A D++ N +PD AMTLA+VAL       +R++ SWRVK 
Sbjct: 290 WGENFVEVSRPK-----ERAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL KLGA V E  +   ITPPE     A IDTYDDHRMAM FSL +   V 
Sbjct: 345 ETDRIAAMANELRKLGAKVAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLGV 404 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP CT KTFP YFDV S+  + 
Sbjct: 405 PVVINDPKCTHKTFPTYFDVFSSLTE 430 
 
 
>ref|YP_208010.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria gonorrhoeae 
           FA 1090] 
 sp|Q5F889.1|AROA_NEIG1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|AAW89598.1| putative 5-enolpyruvoylshikimate-3-phosphate synthase [Neisseria 
           gonorrhoeae FA 1090] 
          Length = 433 
 
 Score =  361 bits (926), Expect = 1e-97,   Method: Compositional matrix adjust. 
 Identities = 208/428 (48%), Positives = 263/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNVCEIHSLLKSDDTDRMLEALDKLGVQIE-HLAEGRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRSA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 VDALRIAGADVEYLGNEHYPPLHIGKRQDCGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVA-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+     P GR 
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVS----RPKGR 303 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET R+ A+  EL KLGA  
Sbjct: 304 A-VQAFDLDANHIPDAAMTLAIVALATRQTCTLRNIGSWRVKETGRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VVEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLISLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           +V S+  + 
Sbjct: 423 EVFSSLTE 430 
 
 
>ref|ZP_07369427.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis ATCC 13091] 
 gb|EFM04862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis ATCC 13091] 
          Length = 433 
 
 Score =  361 bits (926), Expect = 1e-97,   Method: Compositional matrix adjust. 
 Identities = 206/428 (48%), Positives = 262/428 (61%), Gaps = 14/428 (3%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
              L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL      
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLTALLMALPLTGQAF 188 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDAS A 
Sbjct: 189 EIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADAHYHAPEHLHVEGDASGA 247 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P        
Sbjct: 248 SYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-----KE 302 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA  
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Sbjct: 303 RAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAK 362 
 
Query: 378 VEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V E  +   ITPPE     A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF 
Sbjct: 363 VAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYF 422 
 
Query: 437 DVLSTFVK 444 
           DV S+  + 
Sbjct: 423 DVFSSLTE 430 
 
 
>gb|EGC53282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis OX99.30304] 
          Length = 433 
 
 Score =  361 bits (926), Expect = 1e-97,   Method: Compositional matrix adjust. 
 Identities = 210/433 (48%), Positives = 266/433 (61%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GV RM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YRLHGVARMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
              L+  GADV+       PP+ +     NG   +P     + G++SSQ+L+ALLMA PL 
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEG 
Sbjct: 184 TGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADAHYHAPEHLHVEG 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P   
Sbjct: 243 DASSASYFLAAGLIAATPVCVIGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRP-- 300 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLAVVAL       +R++ SWRVKET+R+ A+  EL  
Sbjct: 301 ---KERAVQAFDLDANHIPDAAMTLAVVALATGQTCTLRNIGSWRVKETDRIAAMANELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE     A IDTYDDHRMAM FSL +  +VPV I DP CT KT 
Sbjct: 358 KLGAKVAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLDVPVVINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FP YFDV S+  + 
Sbjct: 418 FPTYFDVFSSLTE 430 
 
 
>ref|YP_003249697.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fibrobacter 
           succinogenes subsp. succinogenes S85] 
 gb|ACX75215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fibrobacter 
           succinogenes subsp. succinogenes S85] 
 gb|ADL26487.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fibrobacter 
           succinogenes subsp. succinogenes S85] 
          Length = 442 
 
 Score =  361 bits (926), Expect = 2e-97,   Method: Compositional matrix adjust. 
 Identities = 207/440 (47%), Positives = 276/440 (62%), Gaps = 28/440 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L      +G++++PGSKS++NR+LL++A++ GTT + NLL S+D  YM  AL+ LG+ V+ 
Sbjct: 13  LDAYHSFNGSIRVPGSKSITNRVLLISAIANGTTRLHNLLRSDDTRYMGEALKRLGVKVD 72 
 
Query: 69  ADKAAKRAVVVGCG-----GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
                  AVV G G     G FPVE       L+LGNAG AMRSLTAA++   G   ++L 
Sbjct: 73  FSDDYTDAVVEGHGKPFDAGNFPVE-------LYLGNAGTAMRSLTAALSLGWGK--FIL 123 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
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            G  RM ERPI DLV  L  LGAD+        PPVR+    GL GG V + G+ISSQYL 
Sbjct: 124 RGEERMGERPILDLVDALSTLGADIKYLESEGYPPVRIKA-DGLKGGDVSVRGNISSQYL 182 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALL+ AP     + I +  KLIS PY+E+TL +M+ FGV   H+D  D FY+  G  Y+ 
Sbjct: 183 TALLICAPYCKTPLHIHVEGKLISAPYIELTLDVMKCFGVNVRHNDLTD-FYVPQGV-YQ 240 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-- 301 
           SP + YVEGDASSA+Y LA AAI+GG V V G    S+QGD+ F +VL+ MG  VT +   
Sbjct: 241 SPGDYYVEGDASSATYPLAAAAISGGEVKVLGISEDSIQGDIAFIDVLKRMGVDVTPSVE 300 
 
Query: 302 ---ETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
              E  +   GP       + L+++ D +  ++PD AMTLAV+ALFAD PT IR + SWR 
Sbjct: 301 PSGEKCIICKGPKD-----RRLRSLGDFSAVEIPDAAMTLAVLALFADAPTTIRGIGSWR 355 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           VKET+R+ A+  EL K+GA+V    D   I PP++L    I+TY+DHRMAM FSL +    
Sbjct: 356 VKETDRIAAMVAELRKVGATVSSDMDSITIEPPKELRPATIETYNDHRMAMCFSLVSLGG 415 
 
Query: 418 VPVTIRDPGCTRKTFPDYFD 437 
           VP+ I DP C  KT+P +F+ 
Sbjct: 416 VPIKILDPACVNKTYPHFFE 435 
 
 
>ref|YP_003643565.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thiomonas intermedia 
           K12] 
 gb|ADG31235.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thiomonas intermedia 
           K12] 
          Length = 658 
 
 Score =  360 bits (924), Expect = 2e-97,   Method: Compositional matrix adjust. 
 Identities = 212/445 (47%), Positives = 273/445 (61%), Gaps = 21/445 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+    G VKLPGSKS+SNR+LLLAAL+EG T +  LL+S+D   ML AL+ LG++V  
Sbjct: 8   LPPLIGAGGRVKLPGSKSISNRVLLLAALAEGQTEITGLLDSDDTRVMLAALQALGIAVR 67 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             +  + A V G  G+FP   A     LF+GNAG A+R LTAA+   GG+  Y L GVPR 
Sbjct: 68  --REGETAHVQGGAGRFPAAQAD----LFMGNAGTAIRPLTAALALLGGD--YALHGVPR 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L+Q G D+        PP+ +        G V + G +SSQ+L+ALL+ 
Sbjct: 120 MHERPIGDLVDALRQFGCDIRYTGQEGYPPLHIGASHFRLNGDVAVRGDVSSQFLTALLL 179 
 
Query: 189 AAPLALGDVEIEII--DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           A PL   D +I I    +LIS PY+E+TL L+ RFGV+ + +  W+RF I  G + +SP  
Sbjct: 180 ALPLKASDHDIAIAVQGELISKPYIEITLNLLRRFGVQVQRT-GWERFVIPAGSRLRSPG 238 
 
Query: 247 NAYVEGDASSASYFLAGAAI-----TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
              VEGDASSASYFLA   +      G  V VEG G  S+QGDV FA VLE +GA+V W  
Sbjct: 239 RIAVEGDASSASYFLAAGVLGQWHGKGAPVRVEGVGRDSIQGDVAFARVLEDLGAQVRWG 298 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  +   G      G   L+  D++   +PD AMTLA+ ALFAD PT +  + SWRVKET 
Sbjct: 299 DDFIETDG---LQAGLTALRGGDIDCLAIPDAAMTLAMTALFADAPTTLTAIGSWRVKET 355 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A+ TELTKLGA VE GPD+  + P    +    AI TYDDHRMAM FSLA+      
Sbjct: 356 DRIHAMATELTKLGAQVESGPDWLRVHPLSAAQWRSAAIATYDDHRMAMCFSLASFGHAD 415 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + I DPGC  KT+P YFD  +   + 
Sbjct: 416 IRILDPGCVAKTYPGYFDDFARIAR 440 
 
 
>emb|CBY91058.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase; EPSP 
           synthase; EPSPS) [Neisseria meningitidis WUE 2594] 
          Length = 433 
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 Score =  360 bits (924), Expect = 2e-97,   Method: Compositional matrix adjust. 
 Identities = 210/433 (48%), Positives = 266/433 (61%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GV RM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YRLHGVARMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
              L+  GADV+       PP+ +     NG   +P     + G++SSQ+L+ALLMA PL 
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEG 
Sbjct: 184 TGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADAHYHAPEHLHVEG 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P   
Sbjct: 243 DASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFACELEKIGADVVWGENFVEVSRP-- 300 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLAVVAL       +R++ SWRVKET+R+ A+  EL  
Sbjct: 301 ---KERAVQAFDLDANHIPDAAMTLAVVALATGQTCTLRNIGSWRVKETDRIAAMANELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE     A IDTYDDHRMAM FSL +  +VPV I DP CT KT 
Sbjct: 358 KLGAKVAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLDVPVVINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FP YFDV S+  + 
Sbjct: 418 FPTYFDVFSSLTE 430 
 
 
>gb|EGC59129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M0579] 
          Length = 433 
 
 Score =  360 bits (924), Expect = 3e-97,   Method: Compositional matrix adjust. 
 Identities = 213/446 (47%), Positives = 271/446 (60%), Gaps = 25/446 (5%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VQIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YRLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSIS 179 
           GV RM ERPIGDL   L+  GADV+       PP+ +     NG   +P     + G++S 
Sbjct: 116 GVARMHERPIGDLADALRIAGADVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVS 170 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    
Sbjct: 171 SQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPAD 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             Y +P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V  
Sbjct: 230 AHYHAPEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFACELEKIGADVV 289 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W E  V V+ P       + ++A D++ N +PD AMTLAVVAL       +R++ SWRVK 
Sbjct: 290 WGENFVEVSRP-----KERAVQAFDLDANHIPDAAMTLAVVALATGQTCTLRNIGSWRVK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+  EL KLGA V E  +   ITPPE     A IDTYDDHRMAM FSL +  +V 
Sbjct: 345 ETDRIAAMANELRKLGAKVAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLDV 404 
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Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV I DP CT KTFP YFDV S+  + 
Sbjct: 405 PVVINDPKCTHKTFPTYFDVFSSLTE 430 
 
 
>ref|YP_002342947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis Z2491] 
 sp|Q9JTT3.1|AROA_NEIMA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAM08779.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Neisseria 
           meningitidis Z2491] 
          Length = 433 
 
 Score =  360 bits (924), Expect = 3e-97,   Method: Compositional matrix adjust. 
 Identities = 209/433 (48%), Positives = 266/433 (61%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GV RM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YRLHGVARMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
              L+  GADV+       PP+ +     NG   +P     + G++SSQ+L+ALLMA PL 
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEG 
Sbjct: 184 TGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADAHYHAPEHLHVEG 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P   
Sbjct: 243 DASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFACELEKIGADVVWGENFVEVSRP-- 300 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL  
Sbjct: 301 ---KERAVRAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE     A IDTYDDHRMAM FSL +  +VPV I DP CT KT 
Sbjct: 358 KLGAKVAEEAEAIHITPPETPTPDAVIDTYDDHRMAMCFSLVSLLDVPVVINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FP YFDV S+  + 
Sbjct: 418 FPTYFDVFSSLTE 430 
 
 
>gb|EGC65034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis 961-5945] 
          Length = 433 
 
 Score =  360 bits (923), Expect = 3e-97,   Method: Compositional matrix adjust. 
 Identities = 210/433 (48%), Positives = 266/433 (61%), Gaps = 24/433 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG+ +E   A  R   
Sbjct: 16  TVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLK 74 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L GV RM ERPIGDL 
Sbjct: 75  VHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YRLHGVARMHERPIGDL 128 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
              L+  GADV+       PP+ +     NG   +P     + G++SSQ+L+ALLMA PL 
Sbjct: 129 ADALRIAGADVEYLGKEHYPPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPL 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I     Y +P++ +VEG 
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Sbjct: 184 TGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADAHYHAPEHLHVEG 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DASSASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P   
Sbjct: 243 DASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFACELEKIGADVVWGENFVEVSRPKE 302 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL  
Sbjct: 303 -----RAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELR 357 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL +   VPV I DP CT KT 
Sbjct: 358 KLGAKVVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKT 417 
 
Query: 432 FPDYFDVLSTFVK 444 
           FP YFDV S+  + 
Sbjct: 418 FPTYFDVFSSLTE 430 
 
 
>ref|YP_004124452.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Blochmannia vafer str. BVAF] 
 gb|ADV33778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Blochmannia vafer str. BVAF] 
          Length = 441 
 
 Score =  359 bits (922), Expect = 4e-97,   Method: Compositional matrix adjust. 
 Identities = 198/437 (45%), Positives = 274/437 (62%), Gaps = 16/437 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L PI +++GTV LPGSKS+SNR LLLAA S GTT + NLL+S+DV YML AL  LG+  
Sbjct: 5   IKLDPIYKVNGTVSLPGSKSISNRALLLAAQSVGTTRLINLLDSDDVQYMLNALYKLGIQ 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKE---EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            +     K   + G GG    ++      ++ LFLGNAG  +R L AA++        +L 
Sbjct: 65  YKLSSDRKICEIDGIGGPLQFQNKSSLHPQLTLFLGNAGTVVRPLIAALSIVTSQNI-ML 123 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G  RM+ERPI  L+  L+Q G+ ++        PV +NG  G  GG + + G+ISSQ+L 
Sbjct: 124 TGDVRMQERPIHHLIHALRQGGSQINYLKKEYHVPVCLNG--GYRGGTIIIQGNISSQFL 181 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S++LM  PLA  +  I++  KL+S PY+++TL +M+ FG+  +H D +  FY +G + Y  
Sbjct: 182 SSILMMIPLAPENTCIKVDGKLVSKPYIDLTLSIMKIFGITIQHQD-YKIFYCEGNRLYV 240 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SPK   +EGDASSASYFLA +AI GGTV V G    S QGDV F+++L  MGA V+W +  
Sbjct: 241 SPKEYIIEGDASSASYFLAASAIKGGTVKVLGIDKHSKQGDVYFSDILNRMGAFVSWGDN 300 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
            +  T       G     +ID+++N MPD AMTLA++ALF      P  +R++ +WRVKE 
Sbjct: 301 YIECTR------GTTLNASIDIDVNHMPDAAMTLAIIALFTIEKKIPMILRNIYNWRVKE 354 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           ++R+ A+ TEL K+GA V EG DY  I  P+K+    I+TY DHR+AM FSL A + V V 
Sbjct: 355 SDRLYAMATELRKVGAKVIEGYDYLYIFAPQKIQSAYINTYHDHRIAMCFSLIALSGVSV 414 
 
Query: 421 TIRDPGCTRKTFPDYFD 437 
            I +P C  KTFPD+F+ 
Sbjct: 415 IIDNPQCICKTFPDFFN 431 
 
 
>gb|EGC57232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis M13399] 
          Length = 433 
 
 Score =  359 bits (922), Expect = 5e-97,   Method: Compositional matrix adjust. 
 Identities = 208/441 (47%), Positives = 267/441 (60%), Gaps = 15/441 (3%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E V  P+  +   TV LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   ESVRLPVARLKPSTVALPGSKSISNRTLLLAALSDNACEIHSLLKSDDTDRMLEALDKLG 62 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+   GG+  Y L  
Sbjct: 63  VQIEY-LAEDRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVLGGD--YHLH 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDL   L+  GADV+       PP+ +          + + G++SSQ+L+ 
Sbjct: 116 GVPRMHERPIGDLADALRIAGADVEYLGKEHYPPLHIGKRQDNGERVIPIKGNVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++ +  F I    +Y + 
Sbjct: 176 ALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVI-NEGYRVFKIPADARYHA 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P++ +VEGDAS ASYFLA   I    V V G G  S+QGDV FA  LE +GA V W E   
Sbjct: 235 PEHLHVEGDASGASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENF 294 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V+ P       + ++A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ 
Sbjct: 295 VEVSRP-----KERAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL KLGA V E  +   IT PE     A IDTYDDHRMAM FSL +   VPV I  
Sbjct: 350 AAMANELRKLGAKVAEEAEAIHITSPETPTPDAVIDTYDDHRMAMCFSLVSLLGVPVVIN 409 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           DP CT KTFP YFDV S+  + 
Sbjct: 410 DPKCTHKTFPTYFDVFSSLTE 430 
 
 
>ref|ZP_06686582.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Achromobacter 
           piechaudii ATCC 43553] 
 gb|EFF76472.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Achromobacter 
           piechaudii ATCC 43553] 
          Length = 440 
 
 Score =  358 bits (919), Expect = 1e-96,   Method: Compositional matrix adjust. 
 Identities = 222/443 (50%), Positives = 287/443 (64%), Gaps = 19/443 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  +++  G + LPGSKS+SNR+LLL+A++EG+T++  LL+S+D   ML ALR LG+ V  
Sbjct: 9   LPRVRQAHGVMALPGSKSISNRVLLLSAIAEGSTLITGLLDSDDTRVMLAALRQLGVQV- 67 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +D  A R  V G   +FPV+ A     LF+GNAG A+R LTAA+   GG+  Y L GVPR 
Sbjct: 68  SDLDAGRVTVEGVR-RFPVQSA----DLFMGNAGTAIRPLTAALALMGGD--YRLSGVPR 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV-KLSGSISSQYLSALL 187 
           M ERPIGDL   L  LGA +D       PP+ + G G +    V ++ GS+SSQ+L+ALL 
Sbjct: 121 MHERPIGDLADALNALGARIDYLGQPGYPPLHI-GQGQIADDAVTRVQGSVSSQFLTALL 179 
 
Query: 188 MAAPLALGD----VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +AAPL  G     V IE++ +LIS PY+E+TL LM RFGV+    + W RF I+GG  Y+ 
Sbjct: 180 LAAPLQAGRSGKPVTIEVVGELISKPYIEITLNLMARFGVQVRR-EGWSRFVIEGGAGYR 238 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP    VEGDAS+ASYFLA  AI GG + V G G  S+QGDV FA+ L  MGA VT+    
Sbjct: 239 SPGQIAVEGDASTASYFLALGAIGGGPLRVTGVGANSIQGDVAFADTLAQMGANVTYGPD 298 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V+G       R  LKA D + N +PD AMT A +AL+ADGP  +R++ SWRVKET+R 
Sbjct: 299 WIEVSGVHVADGAR--LKAFDTDFNLIPDAAMTAAALALYADGPCRLRNIGSWRVKETDR 356 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A++TEL KLGA VE GPD+  + PP  +      I T+DDHRMAM FSLAA     V  
Sbjct: 357 IHAMQTELEKLGALVESGPDWLRVIPPAQDAWRDAHIGTWDDHRMAMCFSLAAFGPAAVR 416 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I DPGC  KTFP YFDV ++ V  
Sbjct: 417 ILDPGCVSKTFPGYFDVYASLVS 439 
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>ref|YP_002474989.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus parasuis 
           SH0165] 
 gb|ACL32041.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus parasuis 
           SH0165] 
          Length = 385 
 
 Score =  358 bits (918), Expect = 1e-96,   Method: Compositional matrix adjust. 
 Identities = 193/385 (50%), Positives = 248/385 (64%), Gaps = 17/385 (4%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL+ LG++ +         V G GG F  ++    + LFLGNAG AMR LTAA+    
Sbjct: 1   MLNALKALGVNYQLSDDKTVCTVEGVGGAFQWQNG---LSLFLGNAGTAMRPLTAALCLK 57 
 
Query: 116 G-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           G   A  +L G PRM+ERPI  LV  L Q GA V        PP+ +    G+ GGK+++ 
Sbjct: 58  GEQEAEVILTGEPRMKERPIKHLVDALLQAGASVQYLENEGYPPIAIRN-SGIQGGKIQI 116 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            GSISSQ+L+ALLM+APLA GD+EIEI+ +L+S PY+++TL +M+ FGV   H++ +  F 
Sbjct: 117 DGSISSQFLTALLMSAPLASGDMEIEIVGELVSKPYIDITLAMMKDFGVTVSHNN-YQTF 175 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           ++KG Q Y SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA+VLE M 
Sbjct: 176 FVKGNQHYVSPQKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFADVLEKM 234 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAK+TW E  +           +  LK ID++MN +PD AMT+A  ALFA+G T IR++  
Sbjct: 235 GAKITWGEDFIQAE--------QGELKGIDMDMNHIPDAAMTIATTALFAEGETVIRNIY 286 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSL 412 
           +WRVKET+R+ A+ TEL K+GA VEEG D+  I P   +K     I TY+DHRMAM FSL 
Sbjct: 287 NWRVKETDRLTAMATELRKVGAEVEEGEDFIRIQPLALDKFQHAEIATYNDHRMAMCFSL 346 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFD 437 
            A +   VTI DP CT KTFP YFD 
Sbjct: 347 VALSNTSVTILDPKCTAKTFPTYFD 371 
 
 
>ref|ZP_06753565.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Simonsiella muelleri 
           ATCC 29453] 
 gb|EFG31437.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Simonsiella muelleri 
           ATCC 29453] 
          Length = 431 
 
 Score =  357 bits (917), Expect = 2e-96,   Method: Compositional matrix adjust. 
 Identities = 203/442 (45%), Positives = 270/442 (61%), Gaps = 22/442 (4%) 
 
Query: 5   EEIVLQPIKEI--SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
            E +  P +++  S TV LPGSKS+SNRILLLAALS+    + +LL S+D   ML AL   
Sbjct: 2   NEFIFLPPRQLKSSNTVALPGSKSISNRILLLAALSDNVCQIHSLLQSDDTDRMLEALEK 61 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           LG+ ++   +    V  G  G FP + A     LFLGNAG A R LTAA+   GGN  Y  
Sbjct: 62  LGIPLQKSLSGSLKVT-GQNGVFPNQHA----DLFLGNAGTAFRPLTAALAILGGN--YH 114 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L GV RM ERPIGDLV  L+ +GA+V+       PP++++        K+ + G +SSQ+ 
Sbjct: 115 LYGVARMHERPIGDLVDALRIVGANVEYLGNEGYPPLQIHDFTDTKIRKIPIKGDVSSQF 174 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L+ALLMA PL     EI +  +LIS PY+ +TL LM++F +  + + +   F +     Y 
Sbjct: 175 LTALLMALPLTGKAYEIHVQGELISKPYINITLNLMKKFDIHVD-NQAHQIFRLPAKTHY 233 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++P+  +VEGDASSASYFLA   ++G  V V G G  ++QGDV F   LE +GA VTW + 
Sbjct: 234 RAPELIHVEGDASSASYFLAAGLLSGKPVRVTGLGKHAIQGDVAFVHELEKIGATVTWGD 293 
 
Query: 303 TSVTVTGPPRE---PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
             + V+    +   PF        D++ N +PD AMTLA+VAL    P AIR++ SWRVK 
Sbjct: 294 DFIEVSRAVNQSILPF--------DLDANHIPDAAMTLAIVALATGAPCAIRNIGSWRVK 345 
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Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEV 418 
           ET+R+ A+ TEL K+GA V E  D   ITPP++L N   IDTYDDHRMAM FSL +   V 
Sbjct: 346 ETDRITAMATELRKVGAIVVEENDAIYITPPKQLINNAKIDTYDDHRMAMCFSLVSLLGV 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
            VTI DP CT KTFP YF + + 
Sbjct: 406 SVTINDPKCTHKTFPTYFQIFN 427 
 
 
>ref|ZP_01786780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae R3021] 
 ref|ZP_01797315.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae R3021] 
 gb|EDJ90947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae R3021] 
 gb|EDK13423.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae 22.4-21] 
          Length = 380 
 
 Score =  357 bits (916), Expect = 2e-96,   Method: Compositional matrix adjust. 
 Identities = 192/385 (49%), Positives = 245/385 (63%), Gaps = 17/385 (4%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL+ LG+  +         + G GG F +++    + LFLGNAG AMR LTAA+    
Sbjct: 1   MLNALKALGVRYQLSDDKTICEIEGLGGAFNIQN---NLSLFLGNAGTAMRPLTAALCLK 57 
 
Query: 116 GGNAT-YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           G   +  +L G PRM+ERPI  LV  L+Q GAD+        PP+ +    G+ GGKVK+ 
Sbjct: 58  GKTESEIILTGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAIRN-KGIKGGKVKI 116 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            GSISSQ+L+ALLM+APLA  D EIEII +L+S PY+++TL +M  FGVK E+   + +F 
Sbjct: 117 DGSISSQFLTALLMSAPLAENDTEIEIIGELVSKPYIDITLAMMRDFGVKVENQ-HYQKF 175 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           YIKG Q Y SP    VEGDASSASYFLA   I G  V V G G  S+QGD  FA+VLE M 
Sbjct: 176 YIKGNQSYISPNKYLVEGDASSASYFLAAGTIKG-KVKVTGIGKNSIQGDRLFADVLEKM 234 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAK+TW E  +              L  ID++MN +PD AMT+A  ALFA+G T IR++  
Sbjct: 235 GAKITWGEDFIQAE--------HAELNGIDMDMNHIPDAAMTIATTALFANGETVIRNIY 286 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSL 412 
           +WRVKET+R+ A+ TEL K+GA VEEG D+  I P    +     I+TY+DHRMAM FSL 
Sbjct: 287 NWRVKETDRLTAMATELRKIGAEVEEGEDFIRIQPLVLNQFKHANIETYNDHRMAMCFSL 346 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFD 437 
            A +  PVTI DP CT KTFP +F+ 
Sbjct: 347 IALSNTPVTILDPKCTAKTFPTFFN 371 
 
 
>ref|ZP_06735729.1| hypothetical protein NEIELOOT_02577 [Neisseria elongata subsp. 
           glycolytica ATCC 29315] 
 gb|EFE48603.1| hypothetical protein NEIELOOT_02577 [Neisseria elongata subsp. 
           glycolytica ATCC 29315] 
          Length = 429 
 
 Score =  355 bits (911), Expect = 7e-96,   Method: Compositional matrix adjust. 
 Identities = 212/449 (47%), Positives = 279/449 (62%), Gaps = 35/449 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I L+P +    ++ LPGSKS+SNR LLLAALS+    + +LL S+D   ML AL  LG 
Sbjct: 3   DSIRLEPRRLKPSSIALPGSKSISNRTLLLAALSDNGCTIRSLLQSDDTDRMLDALTALG 62 
 
Query: 65  LSVE--ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           + +E  +D   +   + GCGG+FP    + E  LFLGNAG A R L AA+   GG+  Y  
Sbjct: 63  VGIEPLSDGLIR---IRGCGGRFP----QREADLFLGNAGTAFRPLAAALAVLGGD--YR 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-----NGIGGLPGGKVKLSGS 177 
           L GV RM ERPIGDLV  L+ +GAD+      + PP+ +     NGI  +P     + G+ 
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Sbjct: 114 LHGVARMHERPIGDLVDALRIIGADIRYTGNENYPPLHIGKRQDNGIHSVP-----VKGN 168 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +SSQ+L+ALLMA PL     EI++  +LIS PY+++TL LM RFGV  E+ D + RF +  
Sbjct: 169 VSSQFLTALLMALPLTGEVFEIQVEGELISKPYIDITLNLMRRFGVNVEN-DGYRRFRLP 227 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
              +Y +P+  +VEGDASSASYFLA   ++   + V G G  ++QGD  FA  LE +GA  
Sbjct: 228 AA-RYIAPETVHVEGDASSASYFLAAGLLSAVPIRVTGLGKNAIQGDAAFARELEKIGAA 286 
 
Query: 298 VTWTETSVTVT---GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           VTW +  + V+   G    PF        D++ N +PD AMTLAVVAL A  P  +R++  
Sbjct: 287 VTWGDDFIEVSRAEGQAVLPF--------DLDANHIPDAAMTLAVVALAAGAPCTLRNIG 338 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLA 413 
           SWRVKET+R+ A+  EL K+GA+V E  +   ITPP +L   A IDTYDDHRMAM FSL  
Sbjct: 339 SWRVKETDRIAAMAAELRKVGATVREEAEAIHITPPARLTPNAVIDTYDDHRMAMCFSLV 398 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A   VPVTI DP CTRKTFPDYF V  +  
Sbjct: 399 ALLGVPVTINDPQCTRKTFPDYFAVFESL 427 
 
 
>ref|YP_997872.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Verminephrobacter eiseniae EF01-2] 
 gb|ABM58854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Verminephrobacter 
           eiseniae EF01-2] 
          Length = 705 
 
 Score =  355 bits (910), Expect = 1e-95,   Method: Compositional matrix adjust. 
 Identities = 221/471 (46%), Positives = 290/471 (61%), Gaps = 46/471 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L  +   +G V+LPGSKS+SNR+LLLAALS GTT V  LL S+D   ML ALR +G + 
Sbjct: 7   IDLPALDAAAGEVRLPGSKSISNRVLLLAALSNGTTTVHQLLASDDTRVMLDALRQIGCA 66 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V  D+A     + G GG+ P   AK    LFLGNAG AMR LTAA+   GG   + L GV 
Sbjct: 67  V--DEAGSSVHITGLGGRAPRAPAK----LFLGNAGTAMRPLTAALALLGGE--FELSGV 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKV------------- 172 
            RM +RPIGDLV  L+QLG  +D +LG D  PP+R+      P   V              
Sbjct: 119 ARMHQRPIGDLVDALRQLGCRID-YLGNDGYPPLRIAHAACAPAPDVPALVPGVPPLALA 177 
 
Query: 173 ---KLSGSISSQYLSALLMAAPLALG--DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 227 
              ++ G +SSQ+L+ALLMA PLA G   + IE++ +LIS PY+ +TL L+ RFG+  E  
Sbjct: 178 EPIRVRGDVSSQFLTALLMALPLAAGRQSIVIEVLGELISKPYIAITLELLARFGIVVER 237 
 
Query: 228 SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT--------VTVEGCGTT 279 
              W RF I  G +Y+SP + +VE DASSASYF+A  AI  G         + + G G   
Sbjct: 238 Q-GWQRFTIAAGSRYQSPGSIHVEADASSASYFIALGAIASGAGGPNGAQGIRIAGLGLD 296 
 
Query: 280 SLQGDVKFAEVLEMMGAKVTWTETSVTVT-GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
           S+QGD++F E    MGA VT     + V  G P + +    LKAID++ N +PD AMTLA 
Sbjct: 297 SIQGDIRFVEAARAMGAVVTGGPHWLHVQRGAPGQGW---PLKAIDIDCNHIPDAAMTLA 353 
 
Query: 339 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP---EKLNV 395 
           V+AL+A G + +R++ASWRVKET+R+ A+   L +LGASVEEG D+  ITPP   E     
Sbjct: 354 VMALYAQGSSRLRNIASWRVKETDRIAAMAAGLRQLGASVEEGADFIRITPPPRTEDWKA 413 
 
Query: 396 TAIDTYDDHRMAMAFSLAAC--AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +IDT+DDHR+AM F+LAA   A +P+ I+DP C  KTFPDYF+ L +  + 
Sbjct: 414 ASIDTHDDHRVAMCFALAAFNPAGLPIRIQDPKCVAKTFPDYFEALFSVAQ 464 
 
 
>ref|YP_002521490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermomicrobium 
           roseum DSM 5159] 
 gb|ACM04612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermomicrobium 
           roseum DSM 5159] 
          Length = 434 
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 Score =  355 bits (910), Expect = 1e-95,   Method: Compositional matrix adjust. 
 Identities = 202/430 (46%), Positives = 267/430 (62%), Gaps = 20/430 (4%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP+  I   V+LPGSKSL+NR L+LAAL++G +V++  L SED   M+ +LR LG+ V+  
Sbjct: 18  QPVDAI---VRLPGSKSLTNRALVLAALADGVSVLEGALLSEDSWVMVDSLRRLGIPVDV 74 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           D+ A+R +V G GG  P   A    +LF+GN+G   R LTA    A G+  Y++DGVPRM 
Sbjct: 75  DEPAERMIVQGKGGTLPATRA----ELFVGNSGTTARFLTA--MTALGHGEYLIDGVPRM 128 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           RERPI  L+  L QLG   +  LGT CPPVRV    GL GG ++L G ISSQYLSALLM  
Sbjct: 129 RERPIQPLLDALAQLGVQAESLLGTGCPPVRVRSY-GLAGGTIRLRGDISSQYLSALLMI 187 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            P     + IE+   L+S+PYVEMTL +M  FG  A H  +   F++ G Q+Y+S +    
Sbjct: 188 GPCTRDGLRIELESPLVSVPYVEMTLAVMADFGAIATHEHA-QVFHVPGNQRYRS-RTYA 245 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E DAS+ASYF A AA T G + V   GT S QGDV+F ++LE MG  V     ++TV   
Sbjct: 246 IEPDASAASYFFALAAATAGRIRVVNLGTRSRQGDVQFVDLLERMGCTVIREPDALTV-- 303 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                 G++ L+ I+ +MN + D   TLA +A  ADGP  IR+V   R KET+R+ A+   
Sbjct: 304 -----IGKRPLRGIEADMNAISDTVPTLAALAPLADGPVIIRNVQHIRYKETDRIAAVAN 358 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           EL +LG +VEE PD   I  P  +    I TY DHRMAM+F++  CA   + I DPGC   
Sbjct: 359 ELRRLGITVEEFPDGLRIE-PGPVQPAVIRTYGDHRMAMSFAILGCAVPGLEIDDPGCVA 417 
 
Query: 430 KTFPDYFDVL 439 
           KTFPD+F+ L 
Sbjct: 418 KTFPDFFERL 427 
 
 
>ref|ZP_01042651.1| 5-enolpyruvylshikimate-3-phosphate synthase [Idiomarina baltica 
           OS145] 
 gb|EAQ32395.1| 5-enolpyruvylshikimate-3-phosphate synthase [Idiomarina baltica 
           OS145] 
          Length = 441 
 
 Score =  354 bits (908), Expect = 2e-95,   Method: Compositional matrix adjust. 
 Identities = 205/440 (46%), Positives = 276/440 (62%), Gaps = 18/440 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P    SGTV LPGSKS+SNR LL+AAL      + N+L S+D   M+ AL TLG+SV+ 
Sbjct: 17  LAPRSACSGTVTLPGSKSISNRALLMAALCGQPVTLKNVLESDDTARMIDALTTLGVSVK 76 
 
Query: 69  -ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-LDGV 126 
            +D       V GCGG++  + A  E  L+LGNAG A+R L A + A+  N   + LDG  
Sbjct: 77  RSDLDPSEYQVEGCGGRW--QPAHNE--LYLGNAGTAVRPLVAVLAASLSNTQVMRLDGN 132 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RMRERPI  L+  L   GA++ C       P+ +    G  GG+V + GS SSQY+SAL 
Sbjct: 133 ARMRERPIAALIDSLTAAGANIQCHAEPGFLPLTIES--GFKGGEVTIDGSASSQYISAL 190 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSWDRFYIKGGQKYKSP 245 
           LMA PL   D E+ +++++IS+PY+E+TL ++  FG++ + HSD    + I G Q Y+SP 
Sbjct: 191 LMALPLLADDSELLLVNEVISVPYIELTLSMLRDFGIQIDKHSDR--HYKIPGRQSYRSP 248 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            + +VEGDAS ASY++  AAI+GG +T+ G G  S+QGDV FAE+ + MGA V   + ++ 
Sbjct: 249 GSYFVEGDASGASYWIGAAAISGGPITIYGVGKNSIQGDVHFAELAQQMGANVEMLDNAI 308 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V+           LKAIDV+ N +PD AMTLA +ALFA G T IR+VASWRVKET+R+  
Sbjct: 309 RVSR-------STELKAIDVDCNNLPDAAMTLAPMALFAQGTTVIRNVASWRVKETDRLA 361 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  EL K+GA VEEG DY  +  P       +DTYDDHRMAM  +L A + V V+I DP 
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Sbjct: 362 AMAAELRKVGAQVEEGEDYLSVMAPAHWQHALLDTYDDHRMAMCSALIAFSPVGVSINDP 421 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
            C  KT+P +FD  S    + 
Sbjct: 422 QCCSKTYPQFFDEFSRLCHD 441 
 
 
>emb|CAZ88944.1| 3-phosphoshikimate 1-carboxyvinyltransferase:Cytidylate kinase 
           [Thiomonas sp. 3As] 
          Length = 659 
 
 Score =  353 bits (905), Expect = 4e-95,   Method: Compositional matrix adjust. 
 Identities = 212/453 (46%), Positives = 273/453 (60%), Gaps = 21/453 (4%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  +E   L P+    G VKLPGSKS+SNR+LLLAAL+EG   +  LL+S+D   ML AL 
Sbjct: 1   MMKSEARDLPPLIGAGGRVKLPGSKSISNRVLLLAALAEGQAEITGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           + LG++V   +  + A V G  G+FP   A     LF+GNAG A+R LTAA+   GG+   
Sbjct: 61  QALGIAVR--REGETAHVQGGAGRFPAAQA----DLFMGNAGTAIRPLTAALALLGGD-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q G ++        PP+ +        G V + G +SS 
Sbjct: 113 YALHGVPRMHERPIGDLVDALRQFGCEIRYTGQEGYPPLHIGASHFRLNGDVAVRGDVSS 172 
 
Query: 181 QYLSALLMAAPLALGDVEIEII--DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q+L+ALL+A PL   D +I I    +LIS PY+E+TL L+ RFGV+   +  W+RF I   
Sbjct: 173 QFLTALLLALPLKASDHDIAIAVQGELISKPYIEITLNLLRRFGVQVRRT-GWERFVIPA 231 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAI-----TGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           G   +SP    VEGDASSASYFLA   +      G  V VEG G  S+QGDV FA VLE  
Sbjct: 232 GSGLRSPGRIAVEGDASSASYFLAAGVLGQWHGKGAPVRVEGVGRDSIQGDVAFARVLED 291 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           +GA+V W +  +   G      G   L+  D++   +PD AMTLA+ ALFAD PT +  + 
Sbjct: 292 LGAQVRWGDDFIETDG---LQAGLTALRGGDIDCLAIPDAAMTLAMTALFADAPTTLTAI 348 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFS 411 
            SWRVKET+R+ A+ TELTKLGA VE GPD+  +   P  +    AI TYDDHRMAM FS 
Sbjct: 349 GSWRVKETDRIHAMATELTKLGAKVESGPDWLRVHPLPAVQWRSAAIATYDDHRMAMCFS 408 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           LA+     + I DPGC  KT+P YFD  +   + 
Sbjct: 409 LASFGHADIRILDPGCVAKTYPGYFDDFARIAR 441 
 
 
>ref|YP_003319237.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphaerobacter 
           thermophilus DSM 20745] 
 gb|ACZ38415.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphaerobacter 
           thermophilus DSM 20745] 
          Length = 435 
 
 Score =  352 bits (902), Expect = 8e-95,   Method: Compositional matrix adjust. 
 Identities = 201/437 (45%), Positives = 265/437 (60%), Gaps = 18/437 (4%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +EI +QP++  +   V +PGSKS +NR L +AAL++GT+V+   L S D HYM  AL  L 
Sbjct: 9   DEIEIQPVRAPVDVEVAVPGSKSDTNRALPIAALADGTSVIRGALFSNDTHYMAAALNAL 68 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+ V A +  +   V G GG  P   A     L +GN+G   R LTA +  A G   YVL 
Sbjct: 69  GIHVTASREDRTFTVAGAGGSIPARSAS----LVIGNSGTTARFLTALL--ALGRGEYVL 122 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DGV RMR+RPI  L+  L+QLG D     GT CPPVR+    GL GG  +L G  SSQ+L 
Sbjct: 123 DGVERMRQRPIQPLLNALQQLGVDAVSIHGTGCPPVRIRA-NGLRGGHTRLDGRESSQFL 181 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALLM  P     + I+I   L+S PYV++T   M  FG    + + + RF + G Q+Y+ 
Sbjct: 182 SALLMVGPCTPDGLTIDIEGDLVSKPYVDLTASTMAAFGATLTN-ERYRRFVVPGEQRYR 240 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           + +   VE DAS+ASYF A AA+TGG V V G G+ SLQGD++F EVLE MG  V  T   
Sbjct: 241 ATEY-QVEPDASAASYFFALAAVTGGRVRVPGLGSRSLQGDLRFVEVLERMGCTVEMTAD 299 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           +  V GP R       L  IDV+MN + D A TLA +A  A GP AIR+VA  R KET+R 
Sbjct: 300 ATEVRGPER-------LAGIDVDMNAISDTAQTLAAIAPLASGPVAIRNVAHIRAKETDR 352 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TEL +LG  VEE PD  ++  P  +    ++TYDDHRMAM+F++  CA   + I  
Sbjct: 353 ISAVVTELRRLGVRVEEMPDGLVVY-PSPVRPGRVETYDDHRMAMSFAILGCATPGIRIA 411 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DPGC  KTFP+++D L+ 
Sbjct: 412 DPGCVAKTFPEFWDTLA 428 
 
 
>ref|ZP_04600796.1| hypothetical protein GCWU000324_00250 [Kingella oralis ATCC 51147] 
 gb|EEP68356.1| hypothetical protein GCWU000324_00250 [Kingella oralis ATCC 51147] 
          Length = 431 
 
 Score =  350 bits (898), Expect = 3e-94,   Method: Compositional matrix adjust. 
 Identities = 210/443 (47%), Positives = 269/443 (60%), Gaps = 21/443 (4%) 
 
Query: 5   EEIVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E + L P + +   TV LPGSKS+SNR LLLAAL++    + +LL S+D   ML AL  L 
Sbjct: 3   ESLTLAPRRLKAHNTVALPGSKSISNRTLLLAALADNACEIRSLLKSDDTDRMLEALAAL 62 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+ +E   +    +  G GG FPV+ A     LFLGNAG A R LTAA+   GG+  Y L 
Sbjct: 63  GIKLETTPSGSLKIQ-GSGGAFPVKHA----DLFLGNAGTAFRPLTAALAILGGD--YHL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            GVPRM ERPIGDLV  L+  GA VD       PP+R++        ++ + G++SSQ+L 
Sbjct: 116 HGVPRMHERPIGDLVDALRLAGARVDYLGNAGFPPLRIHERADNGMRQIPIKGNVSSQFL 175 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALL+A PL     EI +  +LIS PY+++TL LM++FGV   +  S   F +    +Y  
Sbjct: 176 TALLIALPLTGEAFEIRVAGELISKPYIDITLNLMKQFGVSVANQ-SHQVFRLPENARYH 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           +P+   VEGDASSASYFLA   I+G  V V G G  ++QGDV FA  LE +G  V W +  
Sbjct: 235 APQVVNVEGDASSASYFLAAGLISGCPVRVTGLGRNAIQGDVAFAHELEKIGGTVQWGDD 294 
 
Query: 304 SVTVT---GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            + V+   G    PF        D++ N +PD AMTLAVVAL    P  IR++ASWRVKE 
Sbjct: 295 FIEVSRAAGQAVLPF--------DLDANHIPDAAMTLAVVALATGAPCRIRNIASWRVKE 346 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVP 419 
           T+R+ A+ TEL KLGA+V E PD   ITPP  L    AIDTYDDHRMAM FSL +   VP 
Sbjct: 347 TDRIAAMATELCKLGATVREDPDAIRITPPAALTPNAAIDTYDDHRMAMCFSLVSLMGVP 406 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           + I DP C  KTFP YFDV +   
Sbjct: 407 IIINDPKCVGKTFPQYFDVFNAL 429 
 
 
>ref|ZP_01552046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylophilales 
           bacterium HTCC2181] 
 gb|EAV47104.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylophilales 
           bacterium HTCC2181] 
          Length = 423 
 
 Score =  349 bits (895), Expect = 5e-94,   Method: Compositional matrix adjust. 
 Identities = 194/433 (44%), Positives = 273/433 (63%), Gaps = 20/433 (4%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + +L+   E+ G + LPGSKS++NR++LLA+LS   T++ N L S+D  YML AL  LG+ 
Sbjct: 3   QYILKGRSEVKGEIILPGSKSITNRVILLASLSNKKTLIRNYLQSDDTRYMLEALEKLGV 62 
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Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E  K      V G  G FP +D     +LFLGNAG A R LTAA+    G+  Y L G 
Sbjct: 63  MIE--KNGSEITVHGTNGSFPNKDC----ELFLGNAGTAFRPLTAALAMMDGH--YRLAG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           V RM ERPI DLV  LK LGA ++       PP+ +         K+ + G++SSQ+L++ 
Sbjct: 115 VQRMHERPIKDLVDSLKDLGARINYLENDGFPPLEIFPKTEKIIQKISIKGNVSSQFLTS 174 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL++ PL    + I +  +LIS PY+++TLRL+++FGV   + + W++F + G   ++SP 
Sbjct: 175 LLISVPLLNQPLSINLDGELISKPYIDITLRLLQKFGVSFNNMN-WNQFNLNGITVFRSP 233 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  +VEGDASSASYF   AAI  G + V G    S+QGD+KF +V+  MGAKVT+ E S+ 
Sbjct: 234 EEIWVEGDASSASYFFGAAAI-AGKIEVHGINQESIQGDLKFLDVVSSMGAKVTYLEKSI 292 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V     E  G   L+A++V+   +PD AMTLA +ALF  G T + ++ASW+VKET+R+  
Sbjct: 293 IV-----EKSG--ELRALEVDCKMIPDAAMTLATMALFCKGTTKLINIASWKVKETDRIQ 345 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  EL KLGA+V    +   ITPP   K NVT IDTYDDHR+AM FSL + +E  V I  
Sbjct: 346 AMSNELKKLGATVHSTNNTISITPPSIIKDNVT-IDTYDDHRIAMCFSLISLSERNVIIN 404 
 
Query: 424 DPGCTRKTFPDYF 436 
           +P C  KT+P++F 
Sbjct: 405 NPECVNKTYPNFF 417 
 
 
>ref|YP_155746.1| 5-enolpyruvylshikimate-3-phosphate synthase [Idiomarina loihiensis 
           L2TR] 
 sp|Q5QZ50.1|AROA_IDILO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAV82197.1| 5-enolpyruvylshikimate-3-phosphate synthase [Idiomarina loihiensis 
           L2TR] 
          Length = 429 
 
 Score =  347 bits (890), Expect = 2e-93,   Method: Compositional matrix adjust. 
 Identities = 204/441 (46%), Positives = 276/441 (62%), Gaps = 18/441 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L+P +   GTV LPGSKS++NR LL+AAL +   ++ NLL S+D   M  AL  LG+S 
Sbjct: 5   IHLEPRQHCRGTVTLPGSKSIANRALLMAALCQTPVILHNLLVSDDTSRMREALNALGVS 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA--AVTAAGGNATYVLD 124 
            E DK   R  V G GG +     K   +L+LGNAG AMR L A  A T    +   VL  
Sbjct: 65  FEDDKLITR--VNGLGGGW----NKPASELYLGNAGTAMRPLIAVLAATLKNEHQAVVLK 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM ERP+  L+  ++  GA V+    T  PP+ +    GL  G  ++ GS+SSQ++S 
Sbjct: 119 GDARMHERPVKHLIDAIQPRGAGVNYLGETGFPPLEMTS--GLKPGDFEIDGSVSSQFIS 176 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMA PL  GD  + +   ++S PY+E+TL+++  FG+  +  DS   + I GGQ Y+S 
Sbjct: 177 ALLMALPLLPGDSTLTLKGNVVSRPYIELTLQMLSDFGISIK-EDSPQCYAIPGGQCYQS 235 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P   +VEGDAS+ASY++A A +  G V + G G  S+QGD +FAEV+E MGA V++ + S 
Sbjct: 236 PGEYWVEGDASAASYWMAAALLGKGPVEIIGVGKNSIQGDKRFAEVIEAMGASVSYRKNS 295 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +TV+G          ++ ID + N +PD AMT+A +ALFA+ PT IR+VA+WRVKET+R+ 
Sbjct: 296 MTVSG-------TGSVQGIDQDFNDIPDAAMTVAPLALFANKPTTIRNVANWRVKETDRL 348 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TEL KLGA+V+EG D+  I P +     AIDTYDDHRMAM FSL A +   VTI D 
Sbjct: 349 HAMATELRKLGATVDEGEDFLRIEPLKHWRHIAIDTYDDHRMAMCFSLVAFSSAGVTIND 408 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           PGC  KT+PDYF   S    + 
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Sbjct: 409 PGCCAKTYPDYFSEFSRLCHS 429 
 
 
>ref|YP_004269980.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planctomyces 
           brasiliensis DSM 5305] 
 gb|ADY59958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planctomyces 
           brasiliensis DSM 5305] 
          Length = 430 
 
 Score =  347 bits (889), Expect = 3e-93,   Method: Compositional matrix adjust. 
 Identities = 208/436 (47%), Positives = 276/436 (63%), Gaps = 23/436 (5%) 
 
Query: 6   EIVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EI + P+   + G ++ PGSKS++NR L++AAL++GT+ +   L SED H ML +LR LG 
Sbjct: 10  EIEMSPVSGPVQGAIQPPGSKSITNRALIIAALADGTSRLTGTLASEDTHVMLESLRRLG 69 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           L    D+      + GCGG  P + A     L+L N+G ++R LTAA +   GN  Y LD 
Sbjct: 70  LEW-TDEGNGTISIQGCGGNIPADKAD----LWLENSGTSIRFLTAACSL--GNGEYRLD 122 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RMRERPI DLV  + Q G D+ C L +DCPPV +N  G LPGG + + G++SSQYLS 
Sbjct: 123 GNSRMRERPIRDLVQAISQFGVDIRCELDSDCPPVLINTTG-LPGGTITVPGNLSSQYLS 181 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM AP A   VEI +  +L+S+PYVEMTL++M+ FGV  E      RF I+  Q YK+ 
Sbjct: 182 ALLMVAPYAKEPVEIVVSGELVSVPYVEMTLQVMQSFGVNVE-VQQMQRFRIQ-PQTYKA 239 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + A +E DAS+ASYF A AA+TGG VTV G    +LQGDV F E L  MG  V + + S 
Sbjct: 240 REYA-IEPDASAASYFFAAAAVTGGNVTVNGLHRDALQGDVHFVEALRDMGCDVQYNDDS 298 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +TV G P        L  +D++MN + D A TLA VA+FA+GPT +R+VA  R+KET+R+ 
Sbjct: 299 ITVIGKP--------LNGVDIDMNAISDTAQTLAAVAVFANGPTRVRNVAHMRIKETDRV 350 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL +LG   EE  D   I P P +  +  I+TY+DHRMAM+FSL       V I  
Sbjct: 351 SAVVNELRRLGIETEEHEDGFTIHPGPTQPAL--IETYNDHRMAMSFSLIGLRNAGVRIS 408 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           +PGCT KT+P YF+ L 
Sbjct: 409 NPGCTAKTYPHYFEDL 424 
 
 
>ref|YP_001790000.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Leptothrix cholodnii SP-6] 
 gb|ACB33235.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptothrix cholodnii 
           SP-6] 
          Length = 699 
 
 Score =  343 bits (879), Expect = 4e-92,   Method: Compositional matrix adjust. 
 Identities = 217/472 (45%), Positives = 277/472 (58%), Gaps = 56/472 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P+   +GTV+LPGSKS+SNR+LLLA LS G T + +LL+S+D   ML ALR LG  +E 
Sbjct: 9   LPPLGAAAGTVRLPGSKSISNRLLLLAGLSAGVTTLVDLLDSDDTRVMLDALRGLGCRIE 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLD 124 
             +  +   + G  GK     A  E   FLGNAG AMR LTAA+    T  GG   Y L  
Sbjct: 69  --QQGRHTRITGVAGK----PAVLEADFFLGNAGTAMRPLTAALAVISTQNGGR--YTLS 120 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GVPRM ERPIGDLV  L+ LG  V+C      PP+R+ G   L    V++ G +SSQ+L+ 
Sbjct: 121 GVPRMHERPIGDLVDALRALGVAVECLGNEGYPPLRLAGGSLLLDAPVRVRGDVSSQFLT 180 
 
Query: 185 ALL-----------------------------MAAPLALGDVEIEIIDKLISIPYVEMTL 215 
           ALL                                P A  DV IE+I +LIS PY+E+TL 
Sbjct: 181 ALLLALPLAAGPRAPTLGTDGSSLPPEGASPPWGGPAAGRDVVIEVIGELISKPYIEITL 240 
 
Query: 216 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG--GTVTV 273 
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            L+ RFG+ A   + W RF I  G  Y +P   +VE DASSASYF+A  A+ G    V + 
Sbjct: 241 NLLARFGI-AVRREGWQRFTIPAGSAYVTPGEVHVEADASSASYFIALGALAGVDAPVRI 299 
 
Query: 274 EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 333 
           EG G  S+QGD++F E  + MGA+V     ++ V        G   LKAI+++ N +PD  
Sbjct: 300 EGVGAASIQGDIRFVEAAQAMGARVMAEPNALEVR------RGAWPLKAIELDCNHIPDA 353 
 
Query: 334 AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           AMTLAV+AL+ADGP+ + ++ASWRVKET+R+ A+ TEL KLGA VEEG D+  + P  +  
Sbjct: 354 AMTLAVMALYADGPSTLTNIASWRVKETDRIAAMATELRKLGAQVEEGADHIRVWPLAQF 413 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAA------CAEVPVTIRDPGCTRKTFPDYFDVL 439 
              AI TYDDHRMAM  SLAA       A VPV I DP C  KT+PDYF+ L 
Sbjct: 414 KPAAIHTYDDHRMAMCLSLAAFHTLKGAAPVPVRILDPKCVAKTYPDYFETL 465 
 
 
>ref|YP_001021434.1| bifunctional 3-phosphoshikimate 1-carboxyvinyltransferase/cytidine 
           monophosphate kinase [Methylibium petroleiphilum PM1] 
 gb|ABM95199.1| 3-phosphoshikimate 1-carboxyvinyltransferase / cytidylate kinase 
           [Methylibium petroleiphilum PM1] 
          Length = 674 
 
 Score =  342 bits (878), Expect = 6e-92,   Method: Compositional matrix adjust. 
 Identities = 209/440 (47%), Positives = 271/440 (61%), Gaps = 24/440 (5%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P++   GTV+LPGSKS+SNR+LLLA L  G T V +LL+S+D   ML ALR LG  +E D 
Sbjct: 12  PLQAAGGTVRLPGSKSISNRVLLLAGLCAGRTRVLDLLDSDDTQVMLDALRALGCDIETD 71 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN--ATYVLDGVPR 128 
            AA+  VV G GG+  V +A+    LFLGNAG AMR L AA+     +    + L GVPR 
Sbjct: 72  GAAR--VVTGLGGRLAVREAR----LFLGNAGTAMRPLAAALALLAADQGGRFELSGVPR 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIGDLV  L+ LG  + C      PP+R+          +++ G +SSQ+L+ALLM 
Sbjct: 126 MHERPIGDLVDALRPLGCTITCLANEGYPPLRLERGTLKLDAPIRVRGDVSSQFLTALLM 185 
 
Query: 189 AAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           A PL  A   + IE+  +LIS PY+E+TL L+ RFG+  +  + W RF I  G  Y+SP  
Sbjct: 186 ALPLVAARQSITIEVDGELISKPYIEITLALLARFGISVQR-EGWQRFVIPQGSAYRSPG 244 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              VEGDASSASYF+A  AI      + +EG G+ S+QGD++F E    MGA +T    + 
Sbjct: 245 EIAVEGDASSASYFIAAGAIAAADTPLRIEGVGSASIQGDIRFVEAARAMGADITEEANA 304 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V        G   L AI ++ N +PD AMTLA +AL+A G T + ++ASWRVKET+R+ 
Sbjct: 305 LVVR------RGAWPLTAITLDCNHIPDAAMTLAAMALYATGTTRLTNIASWRVKETDRI 358 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-----AEVP 419 
            A+  EL K GA+V EG D+  +TPP +    AI TYDDHRMAM  SLAA       +VP 
Sbjct: 359 AAMAIELRKFGATVLEGTDFIEVTPPARWQAAAIHTYDDHRMAMCASLAAFNPLAGGDVP 418 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           V I DP C  KTFP YFD L 
Sbjct: 419 VRILDPRCVNKTFPAYFDAL 438 
 
 
>ref|YP_001630496.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella petrii DSM 
           12804] 
 sp|A9IJI7.1|AROA_BORPD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAP42227.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bordetella petrii] 
          Length = 447 
 
 Score =  339 bits (870), Expect = 4e-91,   Method: Compositional matrix adjust. 
 Identities = 224/451 (49%), Positives = 276/451 (61%), Gaps = 17/451 (3%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M G   + L   ++  G V LPGSKS+SNR+LLLAAL+ G T +  LL+S+D   ML AL 
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Sbjct: 1   MTGQPYLDLPRARQARGQVALPGSKSISNRVLLLAALAAGRTDISGLLDSDDTRVMLAAL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG  VE  +A +  V VG  G+FPV+ A     LFLGNAG A R LTAA+   GG    
Sbjct: 61  RQLG--VELAEAGEGRVTVGGAGRFPVKQA----DLFLGNAGTAFRPLTAALALMGGQ-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y L GVPRM ERPIGDLV  L+Q GA +D       PP+ V           ++ G++SS 
Sbjct: 113 YRLSGVPRMHERPIGDLVDALRQWGARIDYLGQAGYPPLAVGEGRIRADAPARVQGAVSS 172 
 
Query: 181 QYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           Q+L+ALL+AAP+        V IE+  +LIS PY+E+TL LM R+GV+    D W  F I 
Sbjct: 173 QFLTALLLAAPVLAQGSDRPVVIEVAGELISKPYIEITLNLMARYGVQVRR-DGWRTFTI 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           + G  Y+SP    VEGDASSASYFLA  AI GG V V G G  S+QGDV FA  L  MG  
Sbjct: 232 EPGAAYRSPGAIAVEGDASSASYFLALGAIGGGPVRVTGVGADSIQGDVAFARTLADMGV 291 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           ++ +    +   G   +  GR  LKA D + N +PD AMT A +AL+ADGP  +R++ SW 
Sbjct: 292 QIDYGPDWIEARGVRVDQGGR--LKAFDTDFNLIPDAAMTAAALALYADGPCRLRNIGSW 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAA 414 
           RVKET+R+ A+ TEL KLGA VE GPD+  ITPP         I T+DDHRMAM FSLAA 
Sbjct: 350 RVKETDRIHAMHTELAKLGAEVESGPDWLRITPPADGGWRDAHIGTWDDHRMAMCFSLAA 409 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
                V I DPGC  KTFPDYFDV +  V   
Sbjct: 410 FGPAAVRILDPGCVSKTFPDYFDVYAGLVSG 440 
 
 
>ref|ZP_06390344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria subflava 
           NJ9703] 
 gb|EFC52172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria subflava 
           NJ9703] 
          Length = 377 
 
 Score =  339 bits (869), Expect = 6e-91,   Method: Compositional matrix adjust. 
 Identities = 188/390 (48%), Positives = 241/390 (61%), Gaps = 14/390 (3%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL  LG+ +E+     R  V G GG+FP     +   LFLGNAG A R LTAA+    
Sbjct: 1   MLEALDKLGVQIES-LPEGRLKVHGAGGRFP----NQSSDLFLGNAGTAFRPLTAALAVL 55 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
           GG+  Y L GVPRM ERPIGDLV  L+  GADV      + PP+++          + +  
Sbjct: 56  GGD--YHLHGVPRMHERPIGDLVDALRIAGADVQYLGNENYPPLQIGKRQDNGERVIPIK 113 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           G++SSQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV   + D +  F  
Sbjct: 114 GNVSSQFLTALLMALPLTGQAFEIHMVGELISKPYIDITLKLMAQFGVDIINED-YRVFK 172 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I  G KY +P++ YVEGDASSASYFL    I G  + V G G  S+QGDV FA  LE +G 
Sbjct: 173 IPAGAKYHAPEHLYVEGDASSASYFLGAGLIAGTPIRVTGIGAHSIQGDVAFARELEKIG 232 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A V W E  V ++ P       + ++A D++ N +PD AMTLA+VAL    P  +R++ S 
Sbjct: 233 ADVIWGENFVEISRP-----AERKIQAFDLDANHIPDAAMTLAIVALATKQPCTLRNIGS 287 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAA 414 
           WRVKET+R+ A+ TEL KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL + 
Sbjct: 288 WRVKETDRIAAMATELRKLGADVIEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVS 347 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              VPV I DP CT KTFPDYF V ++    
Sbjct: 348 LLGVPVIINDPKCTHKTFPDYFQVFASLTN 377 
 
 
>emb|CAJ75373.1| strongly similar to 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Candidatus Kuenenia stuttgartiensis] 
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          Length = 424 
 
 Score =  335 bits (860), Expect = 6e-90,   Method: Compositional matrix adjust. 
 Identities = 199/436 (45%), Positives = 269/436 (61%), Gaps = 23/436 (5%) 
 
Query: 7   IVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           I ++P+   I+  +++PGSKS +NR L+  AL++G + ++N L S+D HYM   L +LG+ 
Sbjct: 4   IEIKPVTGRINTIIRVPGSKSYTNRALITTALADGISSINNALFSDDTHYMASCLNSLGI 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE  K     +V G GG  P E A     LF+GNAG AMR LTA +T   G   Y + G 
Sbjct: 64  PVEERKDTNTFIVNGKGGCIPAEKA----NLFVGNAGTAMRFLTALLTL--GYGVYEIGG 117 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           V RM +RPI DL+ GL QLGA+V   L   CPPV + G G   G  + ++G +SSQY SA 
Sbjct: 118 VERMGQRPIQDLLEGLNQLGAEVKSKLDNGCPPVIIKGKGLKGGKAI-VNGDLSSQYFSA 176 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLM +P A  DV IE+   L+S  YV+MT+ LM + GV  E+   + R  +K GQ+YK+  
Sbjct: 177 LLMVSPYAENDVTIEVKGDLVSKRYVDMTIDLMGKHGVTVENI-GYKRLLVKSGQRYKTI 235 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  VEGDAS+ASYF A AAITGG V VEG G  SLQGDV+FA+VL+ MG  V      + 
Sbjct: 236 -SYEVEGDASAASYFFAVAAITGGRVRVEGVGKDSLQGDVQFADVLKKMGCHVDRGRDWI 294 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V+G        + L  +DV+M  MPDVA TLA VA++  G T +R+V + R+KET+R+  
Sbjct: 295 EVSG--------RALHGVDVDMGDMPDVAQTLAAVAVYVKGKTRVRNVKNMRIKETDRIA 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  EL K+G SV E  D   I P  P+      I+TYDDHRMAM+F+L       + I+ 
Sbjct: 347 AVAKELRKMGISVTEYEDGFEIEPSMPKP---AEIETYDDHRMAMSFALIGLKSDGIFIK 403 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           +P C  KTFP+YF ++ 
Sbjct: 404 NPKCVSKTFPNYFQLI 419 
 
 
>ref|ZP_03832181.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. carotovorum WPP14] 
          Length = 330 
 
 Score =  330 bits (847), Expect = 2e-88,   Method: Compositional matrix adjust. 
 Identities = 176/337 (52%), Positives = 230/337 (68%), Gaps = 14/337 (4%) 
 
Query: 105 MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 164 
           MR L AA+    G+   VL G PRM+ERPIG LV  L+Q GA +D     + PP+R++G  
Sbjct: 1   MRPLAAALCLTDGDI--VLTGEPRMKERPIGHLVDALRQGGAKIDYLEQENYPPLRLHG- 57 
 
Query: 165 GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 224 
            G  GG++ + GS+SSQ+L+ALLM APLA  D +I I   L+S PY+++TL +M+ FG++ 
Sbjct: 58  -GFQGGEISVDGSVSSQFLTALLMTAPLATQDTQISIQGDLVSKPYIDITLHMMKAFGIE 116 
 
Query: 225 AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 284 
             H +++ RF++ G Q+Y+SP +  VEGDASSASYFLA AAI GG V V G G  S+QGD 
Sbjct: 117 VRH-ENYQRFFVAGRQQYRSPGDYLVEGDASSASYFLAAAAIKGGVVRVTGVGRNSVQGD 175 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
           ++FA+VLE MGA V W E  +           R  L AID++MN +PD AMT+A  ALFA 
Sbjct: 176 IRFADVLEKMGATVRWGEDYIECE--------RGELHAIDMDMNHIPDAAMTIATAALFA 227 
 
Query: 345 DG-PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 403 
            G  T +R++ +WRVKET+R+ A+  EL K+GA VEEG DY  ITPP KL    I TY+D 
Sbjct: 228 QGGTTTLRNIYNWRVKETDRLAAMAIELRKVGAEVEEGNDYIRITPPTKLKAAEIGTYND 287 
 
Query: 404 HRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           HRMAM FSL A ++ PVTI DP CT KTFPDYF+ L+ 
Sbjct: 288 HRMAMCFSLVALSDTPVTILDPKCTAKTFPDYFEQLA 324 
 
 
>ref|ZP_01852123.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planctomyces maris 
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           DSM 8797] 
 gb|EDL62008.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planctomyces maris 
           DSM 8797] 
          Length = 428 
 
 Score =  330 bits (846), Expect = 3e-88,   Method: Compositional matrix adjust. 
 Identities = 199/425 (46%), Positives = 261/425 (61%), Gaps = 18/425 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I GTV+ PGSKS++NR L++AAL++GTT +  +L+S+D   M+ +L  LG+ V+ D A   
Sbjct: 14  IQGTVRPPGSKSITNRALIVAALAQGTTHLTGVLDSQDTQVMIESLNRLGIRVDHDPATC 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V GCGGK P      E  L+L N+G ++R LTA    A G   +VLDG  RMR+RPI 
Sbjct: 74  SIEVEGCGGKIP----SREATLWLENSGTSIRFLTA--LCAAGEGEFVLDGNARMRQRPI 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            DLV  L QLG DV C   T CPPV V    GLPGG   ++G++SSQYLSALLM AP A  
Sbjct: 128 QDLVNSLNQLGIDVACAEDTGCPPVCVKA-HGLPGGDTSIAGNVSSQYLSALLMVAPAAQ 186 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + IEI  +++S PY+++TL +M +FGV  +     +  +    Q Y+ P    +E DA 
Sbjct: 187 SPITIEIQGEMVSRPYLDITLGVMAQFGVTIDRIQ--ESVWRIQPQTYQRPVAYDIEPDA 244 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S+ASYF A AAITGG VTV+G    +LQGD+ F  VLE MG ++     S+TV G P    
Sbjct: 245 SAASYFFAAAAITGGRVTVDGLNQDALQGDINFIRVLEDMGCEIKRERNSITVQGKP--- 301 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                L  IDV+MN + D A TLA VALFA+G T IR+V   R KET+R+ AI TE+ ++ 
Sbjct: 302 -----LHGIDVDMNDISDTAQTLAAVALFAEGSTTIRNVGHIRHKETDRLYAIATEIKRM 356 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           G  VEE  D   I  P  +    I+TYDDHRMAM+F+L       + I DP CT KT+P  
Sbjct: 357 GIQVEETDDSVTIH-PGAIQPATIETYDDHRMAMSFALVGLKVPGIVIADPDCTVKTYPR 415 
 
Query: 435 YFDVL 439 
           +F  L 
Sbjct: 416 FFSDL 420 
 
 
>ref|YP_004177275.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Isosphaera pallida 
           ATCC 43644] 
 gb|ADV60726.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Isosphaera pallida 
           ATCC 43644] 
          Length = 445 
 
 Score =  329 bits (843), Expect = 5e-88,   Method: Compositional matrix adjust. 
 Identities = 198/433 (45%), Positives = 259/433 (59%), Gaps = 24/433 (5%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP +++    ++PGSKSL+NR L+LAA++ G +V+   L+S+D   M  AL  LG+SV A 
Sbjct: 18  QPPRDLEA--RVPGSKSLTNRALILAAVARGRSVLTGALDSDDTRVMRRALDRLGVSVRA 75 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                   V GC G+FP    +E  +L  GN+G ++R L AA+ AA G   Y LDG PRM 
Sbjct: 76  ADGGSTLTVDGCSGRFP----RETAELECGNSGTSLRFL-AAMLAAAGRGPYRLDGNPRM 130 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPP--VRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           R+RP  DL+  L  LGA     LGT  PP  +RV    GL GG   + G +SSQ+LSALL 
Sbjct: 131 RQRPAADLIQALNGLGAFASSELGTGYPPLLIRVEE-PGLDGGFAFVKGDVSSQFLSALL 189 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MA PLA G   IE+   L+S PYV MT+++ME FGV   + D + RF I+      +  + 
Sbjct: 190 MALPLAKGPSSIEVEGDLVSKPYVTMTMKMMEHFGVIISNRD-FKRFNIR--PSAYTAAH 246 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E DAS+ASYF A AAI+GG+V V G    S+QGDV F +VLE MG +V      + V 
Sbjct: 247 CAIEPDASAASYFWALAAISGGSVRVVGLDDASVQGDVAFVQVLEHMGCRVDRNARGIQV 306 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
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            G P        L+ +DV+MN + D  MTLAVVALFA+GPT IR V   R KET+R+ A+ 
Sbjct: 307 AGGP--------LRGVDVDMNAISDTVMTLAVVALFAEGPTRIRRVGHIRHKETDRIAAL 358 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPE---KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            TEL K GA     PD   I PP    +L    + TYDDHRMAMAF+L +     V I D 
Sbjct: 359 ATELRKFGAEAIAHPDGLTILPPSDPAQLVPARVSTYDDHRMAMAFALTSARLEGVIIED 418 
 
Query: 425 PGCTRKTFPDYFD 437 
           PGC  KT+P +++ 
Sbjct: 419 PGCVAKTYPGFWE 431 
 
 
>ref|YP_003629142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planctomyces 
           limnophilus DSM 3776] 
 gb|ADG66943.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planctomyces 
           limnophilus DSM 3776] 
          Length = 441 
 
 Score =  328 bits (841), Expect = 9e-88,   Method: Compositional matrix adjust. 
 Identities = 194/452 (42%), Positives = 259/452 (57%), Gaps = 24/452 (5%) 
 
Query: 1   MAGAEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M+      +QP+ + ISG ++ PGSKSL+NR L+ AAL+ GT+ +  +L+S D   M+ + 
Sbjct: 1   MSANSTYAMQPVGRAISGVMRPPGSKSLTNRALVTAALAAGTSELTGVLHSRDTEVMIDS 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           LR LG+S+E      R VV GCGG+ P         L+L N+G ++R L A      G+  
Sbjct: 61  LRRLGISIEEYTDEHRVVVQGCGGQIP----NARADLWLENSGTSIRFLAAMCALGPGDG 116 
 
Query: 120 ---TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
               Y LDG  RMRERPI DL+  L  +G    C L + CPPV +   G L   KV +   
Sbjct: 117 QPGNYRLDGNGRMRERPIDDLISALGAMGCQARCELNSGCPPVVIESTG-LSASKVAIRA 175 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             SSQ+LSALL+A+P     ++IE I  ++S PYVEMT  +M  FGV  E        YI 
Sbjct: 176 EKSSQFLSALLLASPYNQQTLQIETIGTMVSEPYVEMTSGVMAAFGVTVECPQPGT--YI 233 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                Y+  +   +E DAS+ASYF A AAITGG VTV+G    +LQGDV F + LE MG  
Sbjct: 234 VKPATYQGIRYD-IEPDASAASYFFAVAAITGGEVTVDGLNANALQGDVMFVKALEQMGC 292 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           +V W E  +TV G P        LK I+++MN + D A TLAVVA FA  PT IR++A   
Sbjct: 293 EVHWGERQITVKGHP--------LKGIEIDMNAISDTAQTLAVVATFAQSPTTIRNIAHV 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITP----PEKLNVTAIDTYDDHRMAMAFSL 412 
           R KET+R+ A+ TEL+KLG    E  D   I P      +     +DTYDDHRMAM+F+L 
Sbjct: 345 RHKETDRIQAVVTELSKLGIHAVEFEDGMTIHPGTPRCSESKPALVDTYDDHRMAMSFAL 404 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
                  + I +PGCT KT+PD+F  L+   + 
Sbjct: 405 LGLVHSGIVIDNPGCTSKTYPDFFADLARLCE 436 
 
 
>ref|YP_001599470.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           meningitidis 053442] 
 gb|ABX73513.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Neisseria 
           meningitidis 053442] 
          Length = 399 
 
 Score =  327 bits (838), Expect = 2e-87,   Method: Compositional matrix adjust. 
 Identities = 193/414 (46%), Positives = 248/414 (59%), Gaps = 24/414 (5%) 
 
Query: 37  LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 96 
           +S+    + +LL S+D   ML AL  LG+ +E   A  R  V G GG+FP   A     L 
Sbjct: 1   MSDNACEIHSLLKSDDTDRMLEALDKLGVEIEY-LAEDRLKVHGTGGRFPNRTA----DL 55 
 
Query: 97  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 156 
           FLGNAG A R LTAA+   GG+  Y L GV RM ERPIGDL   L+  GADV+        
Sbjct: 56  FLGNAGTAFRPLTAALAVLGGD--YRLHGVARMHERPIGDLADALRIAGADVEYLGKEHY 113 
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Query: 157 PPVRV-----NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 211 
           PP+ +     NG   +P     + G++SSQ+L+ALLMA PL     EI ++ +LIS PY+ 
Sbjct: 114 PPLHIGERQDNGERVIP-----IKGNVSSQFLTALLMALPLTGQAFEIRMVGELISKPYI 168 
 
Query: 212 EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 271 
           ++TL+LM +FGV+   ++ +  F I     Y +P++ +VEGDASSASYFLA   I    V 
Sbjct: 169 DITLKLMAQFGVQVI-NEGYRVFKIPADAHYHAPEHLHVEGDASSASYFLAAGLIAATPV 227 
 
Query: 272 TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 331 
            V G G  S+QGDV FA  LE +GA V W E  V V+ P       + ++A D++ N +P 
Sbjct: 228 RVTGIGANSIQGDVAFACELEKIGADVVWGENFVEVSRPKE-----RAVQAFDLDANHIP 282 
 
Query: 332 DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 391 
           D AMTLAVVAL       +R++ SWRVKET+R+ A+  EL KLGA V E  +   ITPPE 
Sbjct: 283 DAAMTLAVVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAKVAEEAEAIHITPPE 342 
 
Query: 392 KLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
                A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YFDV S+  + 
Sbjct: 343 TPTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYFDVFSSLTE 396 
 
 
>ref|ZP_06158732.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria lactamica 
           ATCC 23970] 
 gb|EEZ75798.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria lactamica 
           ATCC 23970] 
          Length = 379 
 
 Score =  326 bits (835), Expect = 5e-87,   Method: Compositional matrix adjust. 
 Identities = 184/390 (47%), Positives = 239/390 (61%), Gaps = 14/390 (3%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL  LG+ +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+    
Sbjct: 1   MLEALDKLGVGIE-HLAEGRLKVHGTGGRFPNRTA----DLFLGNAGTAFRPLTAALAVL 55 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
           GG+  Y L GVPRM ERPIGDLV  L+  GADV+       PP+ ++         + +  
Sbjct: 56  GGD--YHLHGVPRMHERPIGDLVDALRIAGADVEYLGNEHYPPLHISERQDNGERLIPIK 113 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           G++SSQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++++  F  
Sbjct: 114 GNVSSQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVA-NENYRVFK 172 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I     Y +P++ +VEGDAS ASYFLA   I    V V G G  S+QGDV FA  LE +G 
Sbjct: 173 IPADAHYHAPEHLHVEGDASGASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIG 232 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A V W E  V V+ P       + ++A D++ N +PD AMTLA+VAL       +R++ S 
Sbjct: 233 ADVVWGENFVEVSRPKE-----RAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGS 287 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAA 414 
           WRVKET+R+ A+  EL KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL + 
Sbjct: 288 WRVKETDRIAAMANELRKLGAKVVEEAEAIRITPPETLTPDAVIDTYDDHRMAMCFSLVS 347 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              VPV I DP CT KTFP YF++ S+  + 
Sbjct: 348 LLGVPVVINDPKCTHKTFPTYFEIFSSLTE 377 
 
 
>ref|ZP_05317708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria sicca ATCC 
           29256] 
 gb|EET45228.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria sicca ATCC 
           29256] 
          Length = 379 
 
 Score =  325 bits (834), Expect = 6e-87,   Method: Compositional matrix adjust. 
 Identities = 186/388 (47%), Positives = 237/388 (61%), Gaps = 14/388 (3%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL  LG+ +E   A  R  V G GG+FP   A     LFLGNAG A R LTAA+    
Sbjct: 1   MLEALDKLGVEIEY-LAEGRLKVHGTGGQFPNRTA----DLFLGNAGTAFRPLTAALAVL 55 
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Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
           GG+  Y L GV RM ERPIGDLV  L+  GADV+       PP+ +          + +  
Sbjct: 56  GGD--YHLHGVARMHERPIGDLVDALRIAGADVEYLGNEHYPPLHIGERQDRGERVIPIK 113 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           G++SSQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+  + D +  F  
Sbjct: 114 GNVSSQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVANED-YRVFK 172 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I    +Y +P++ +VEGDASSASYFLA   I    V V G G  S+QGDV FA  LE +G 
Sbjct: 173 IPADTRYHAPEHLHVEGDASSASYFLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIG 232 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A V W E  V V+ P       + ++A D++ N +PD AMTLA+VAL       +R++ S 
Sbjct: 233 ADVVWGENFVEVSRPKE-----RAVQAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGS 287 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAA 414 
           WRVKET+R+ A+  EL KLGA V E  +   ITPPE L   A IDTYDDHRMAM FSL + 
Sbjct: 288 WRVKETDRIAAMANELRKLGAKVVEEAEAIHITPPETLTPDAVIDTYDDHRMAMCFSLVS 347 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
              VPV I DP CT KTFP YF+V S+  
Sbjct: 348 LLGVPVVINDPKCTHKTFPTYFEVFSSL 375 
 
 
>ref|YP_003603071.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Riesia 
           pediculicola USDA] 
 gb|ADD79630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Riesia 
           pediculicola USDA] 
          Length = 427 
 
 Score =  325 bits (833), Expect = 8e-87,   Method: Compositional matrix adjust. 
 Identities = 177/433 (40%), Positives = 254/433 (58%), Gaps = 13/433 (3%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I + PI  + G V++PGSKS+SNRILLL+ALS G T + NL + +D   ML  L+ +G+  
Sbjct: 2   ITIPPISYLKGNVEVPGSKSISNRILLLSALSRGKTKIVNLSDCQDTEIMLSVLKKIGIK 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +  K     ++ G    F      +  +L  GN+GI++R LTA ++ +  N   VL G  
Sbjct: 62  FDLFKRNNFCIIYGNPNCFINCGKTDPTRLSFGNSGISIRFLTAILSISNNNV--VLTGT 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM+ERPI  LV  LKQ  A +         P++V  IGG  GG++ L   ISSQ+LSAL 
Sbjct: 120 KRMQERPIKQLVSSLKQGNAKIFYEKRYGFVPLKV--IGGFHGGEIVLDSHISSQFLSAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+AAPLA     I +  +++S PY++MTL ++  F V  E+   +  F +   QKY SPK 
Sbjct: 178 LIAAPLAPNSTRILVKKRIVSKPYIDMTLSMIRLFKVHIENYH-YRLFQVNPNQKYVSPK 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              VE D +SASYFLA +AI G  + + G    S+QGD KF +++  MGA + W E  V  
Sbjct: 237 FYCVEPDMTSASYFLAASAIKGKFIRINGIKKDSIQGDSKFIDIIRKMGANILWKEDYVE 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                     +  L  I+++ N +PD AMT+A++ALFA G T I+++  WR KE+ R+++ 
Sbjct: 297 CR--------KGELCGINIDANDVPDSAMTIAILALFARGKTIIKNMNHWRFKESNRIIS 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           ++  L + GA VEE  +  II PPEK   + I TY+DHR+AM FSL + +   V I  PG 
Sbjct: 349 MKDGLIRAGAYVEEKRNRIIIYPPEKFQQSKIRTYNDHRIAMCFSLLSLSNRTVIIDHPG 408 
 
Query: 427 CTRKTFPDYFDVL 439 
           C  KTFP++F  L 
Sbjct: 409 CVNKTFPNFFQKL 421 
 
 
>ref|YP_322772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anabaena variabilis 
           ATCC 29413] 
 sp|Q3MAV9.1|AROA_ANAVT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABA21877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anabaena variabilis 
           ATCC 29413] 
          Length = 426 
 
 Score =  325 bits (832), Expect = 1e-86,   Method: Compositional matrix adjust. 
 Identities = 188/424 (44%), Positives = 252/424 (59%), Gaps = 17/424 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV++PGSKS++NR LL+AAL++G + ++N L SED  Y    +  LG+ +  +   
Sbjct: 11  RPVDATVEIPGSKSITNRALLVAALAQGDSTLENALFSEDSEYFAKCVEQLGIPITLNPH 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +  V G GG  P + A     LF+G AG A R +TA V  A GN  Y LDGVPRMRER 
Sbjct: 71  LAQIQVSGKGGDIPAKQAD----LFVGLAGTAARFITALV--ALGNGEYRLDGVPRMRER 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+GDLV  L+  G  ++    +   P  + G     GG  +L  + +SQ LSALLM AP  
Sbjct: 125 PMGDLVTVLQNSGIKINFEGNSGFMPYTIYG-QQFAGGHFRLKANQTSQQLSALLMIAPY 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D  IE+   L+S  YV+MT RLM  FGV    +D  ++F+IK GQ+Y++ ++  +E  
Sbjct: 184 AQQDTTIEVEGTLVSQSYVKMTCRLMADFGVDVTQTDD-NQFHIKAGQRYQA-RHYTIEP 241 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TGG V V      S QGD+ +  VLE MG +V   E    V GP   
Sbjct: 242 DASNASYFFAAAAVTGGRVRVNHLTKQSCQGDILWLNVLEQMGCQVLEGEDYTEVIGP-- 299 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + L+ IDV+MN M D+  TL  +A +A+ P  IR+V   R KETER+ A+ TEL  
Sbjct: 300 -----EQLQGIDVDMNDMSDLVQTLGAIAPYANSPVIIRNVEHIRYKETERIRAVVTELR 354 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           +LG  VEE  D   I  P  +N  AI+TY DHRMAMAF++       + I+DPGCT KTF 
Sbjct: 355 RLGVKVEEFADGMKIE-PTPINPAAIETYHDHRMAMAFAVTGLKTPGIVIQDPGCTAKTF 413 
 
Query: 433 PDYF 436 
           PDYF 
Sbjct: 414 PDYF 417 
 
 
>ref|YP_003704460.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Truepera radiovictrix 
           DSM 17093] 
 gb|ADI13917.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Truepera radiovictrix 
           DSM 17093] 
          Length = 428 
 
 Score =  322 bits (826), Expect = 5e-86,   Method: Compositional matrix adjust. 
 Identities = 205/441 (46%), Positives = 268/441 (60%), Gaps = 27/441 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + ++P++ +   V +PGSKSL+NR L+ AAL+EG + +   L +ED   M+ ALR LG++ 
Sbjct: 7   LAIRPLRRVDARVSVPGSKSLTNRALITAALAEGDSTLSGCLVAEDSEVMVRALRALGIA 66 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V    +     V G GG+ P   A+ +++L    +G ++R LTA V  A G   +VLDG  
Sbjct: 67  VAI--SGTTMTVSGQGGRVPAARAELDLKL----SGTSIRFLTALV--ALGRGRFVLDGN 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RMRERPI DL+  L  LG      L T CPPV V    GLPGG+  L+G  SSQYLSAL 
Sbjct: 119 ARMRERPIQDLLDALTALGVKATSQLQTGCPPVVVEA-AGLPGGEAVLAGGSSSQYLSAL 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAAP A   V + +  +L S P+V+MTL+LM  FGV+    D + RF +  G +Y +   
Sbjct: 178 LMAAPYAQTPVTLTVSGELPSKPFVDMTLKLMADFGVEVAR-DGYRRFEVPVG-RYAA-- 233 
 
Query: 247 NAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            AY VEGDA +A Y  A AA+TGG V V   G +S+QGD + AEVL  MG  VTW+ETS  
Sbjct: 234 RAYAVEGDAMAAGYLWAAAALTGGRVEVTNVGASSVQGDKRLAEVLAEMGCAVTWSETSC 293 
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Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV G  R       L+    ++N M D A TLAVVALFAD P  I ++ + R+KET+R+  
Sbjct: 294 TVRGTGR-------LRGGTFDLNDMSDQAQTLAVVALFADAPVTITNIWNLRIKETDRLS 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           A+R EL+KLGA VEEG D+  +     PPE      I TY DHRMAMAF+LA      V  
Sbjct: 347 ALRAELSKLGARVEEGGDWITVHPLTAPPE--GAVEIATYGDHRMAMAFALAGLRLPGVV 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           IRDP C  KTFP +F+VL+   
Sbjct: 405 IRDPACVGKTFPTFFEVLAAL 425 
 
 
>ref|ZP_08079252.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Succinatimonas hippei 
           YIT 12066] 
 gb|EFY06312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Succinatimonas hippei 
           YIT 12066] 
          Length = 424 
 
 Score =  320 bits (819), Expect = 3e-85,   Method: Compositional matrix adjust. 
 Identities = 195/437 (44%), Positives = 264/437 (60%), Gaps = 19/437 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L    +ISG++ LPGSKSLSNR LLL+A+++GTT + NLL S+D   M+ AL+ LG 
Sbjct: 2   ETLHLNKKSKISGSITLPGSKSLSNRALLLSAVAKGTTRLHNLLRSDDTARMIDALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +  D      VV G G  F    A++ + L LGNAG AMR L A ++ + G   + L  
Sbjct: 62  VKLYED--GDVMVVEGIGSAFKCS-AEKRIVLDLGNAGTAMRPLCAMLSISEG--CFELT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM ERPIG L   LK LG  ++       PP+ + G G +   +V + GS SSQ++S 
Sbjct: 117 GEVRMMERPIGPLSESLKTLGLSIEYLNNPGFPPLLIRG-GMVNTHEVHVDGSTSSQFIS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM+APL  G + I++   LIS PYV++T+ L+E+FG K      +  F +  G  Y S 
Sbjct: 176 ALLMSAPLC-GGLTIKVDGDLISKPYVDLTIALIEKFGAKVTRQ-GYRSFTVAAGD-YVS 232 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  VEGDAS A+YF A AAI  G +TV G G  S QGD+ F +VLE MGA+V   ++  
Sbjct: 233 PSDYLVEGDASGATYFCAAAAI-AGEITVNGIGEESTQGDINFLKVLEKMGARVERFKSC 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V   P        L  ID++MN MPD AMTL  +AL+  G   I ++ASWRVKET+R+ 
Sbjct: 292 VKVYKAP-------ELLGIDIDMNNMPDAAMTLVPMALYTKGKVRITNIASWRVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPP-EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  E++KLG +V  G D+  I       +    DTY+DHRMAM+ SLAA  +  + I  
Sbjct: 345 AAMVKEMSKLGVNVNSGEDFIEIDASVRNHDEVTFDTYNDHRMAMSMSLAAF-DRDININ 403 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           DP CT+KTFPDYF + S 
Sbjct: 404 DPECTKKTFPDYFGLFS 420 
 
 
>ref|NP_489059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nostoc sp. PCC 7120] 
 sp|Q8YMB5.1|AROA_ANASP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAB76718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nostoc sp. PCC 7120] 
          Length = 425 
 
 Score =  317 bits (813), Expect = 2e-84,   Method: Compositional matrix adjust. 
 Identities = 185/424 (43%), Positives = 248/424 (58%), Gaps = 17/424 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV++PGSKS++NR LL+AAL++G + ++N L SED  Y    +  LG+ +      
Sbjct: 11  RPVDATVEIPGSKSITNRALLVAALAQGDSTLENALFSEDSEYFAKCVEQLGIPITLHPH 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +  V G GG  P + A     LF+G AG A R +TA V  A GN  Y LDGVPRMRER 
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Sbjct: 71  LAQIQVSGKGGDIPAKQAD----LFVGLAGTAARFITALV--ALGNGEYRLDGVPRMRER 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+GDLV  L+  G  ++    +   P  + G     GG  +L  + +SQ LSALLM AP  
Sbjct: 125 PMGDLVTVLQNSGITINFEGNSGFMPYTIYG-QQFAGGHFRLKANQTSQQLSALLMIAPY 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D  IE+   L+S  YV+MT RLM  FGV    +D  ++F+IK GQ+Y++ ++  +E  
Sbjct: 184 AQQDTTIEVEGTLVSQSYVKMTCRLMADFGVDVTQTDD-NQFHIKAGQRYQA-RHYTIEP 241 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TGG V V      S QGD+ +  VLE MG +V        V GP   
Sbjct: 242 DASNASYFFAAAAVTGGRVRVNHLTKQSCQGDILWLNVLEQMGCQVIEGADYTEVIGP-- 299 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + L+ ID++MN M D+  TL  +A +A  P  IR+V   R KETER+ A+ TEL  
Sbjct: 300 -----EQLQGIDIDMNDMSDLVQTLGAIAPYASSPVIIRNVEHIRYKETERIRAVVTELR 354 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           +LG  VEE  D   I  P  +   AI+TY DHRMAMAF++       + I+DPGCT KTF 
Sbjct: 355 RLGVKVEEFADGMKIE-PTPITPAAIETYHDHRMAMAFAVTGLKTPGIVIQDPGCTAKTF 413 
 
Query: 433 PDYF 436 
           PDYF 
Sbjct: 414 PDYF 417 
 
 
>gb|AAV52048.1| AroA [Actinobacillus ureae ATCC 25976] 
          Length = 338 
 
 Score =  317 bits (812), Expect = 2e-84,   Method: Compositional matrix adjust. 
 Identities = 173/345 (50%), Positives = 226/345 (65%), Gaps = 15/345 (4%) 
 
Query: 46  NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 105 
           NLL+S+D+ +ML AL+ LG++    +      V G GG F  ++    + LFLGNAG AM 
Sbjct: 2   NLLDSDDIRHMLNALKALGVNYSLSEDKTVCTVEGIGGAFNWQNG---LSLFLGNAGTAM 58 
 
Query: 106 RSLTAAVTAAGG-NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 164 
           R LTAA+   G   A  +L G PRM+ERPI  LV  L+Q GA V        PPV +    
Sbjct: 59  RPLTAALCLKGATEAEVILTGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN- 117 
 
Query: 165 GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 224 
            GL GGKV++ GSISSQ+L+ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGV  
Sbjct: 118 SGLKGGKVQIDGSISSQFLTALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVN 177 
 
Query: 225 AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 284 
            E+ + +  F +KG Q Y SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD 
Sbjct: 178 VENQN-YQTFVVKGNQSYISPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGD 235 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
             FA VLE MGAK+TW +  +           +  LK +D++MN +PD AMT+A  ALFA 
Sbjct: 236 RLFANVLEAMGAKITWGDDFIQAE--------QGELKGVDMDMNHIPDAAMTIATTALFA 287 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 389 
           +G T IR++ +WRVKET+R+ A+ TEL K+GA+VEEG D+  I P 
Sbjct: 288 EGETVIRNIYNWRVKETDRLAAMATELRKVGATVEEGEDFIRIQP 332 
 
 
>ref|ZP_06157994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria cinerea 
           ATCC 14685] 
 gb|EEZ72611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria cinerea 
           ATCC 14685] 
          Length = 359 
 
 Score =  317 bits (811), Expect = 3e-84,   Method: Compositional matrix adjust. 
 Identities = 175/364 (48%), Positives = 223/364 (61%), Gaps = 13/364 (3%) 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G GG+FP         LFLGNAG A R LTAA+   GG+  Y L GVPRM ERPIGDLV  
Sbjct: 3   GTGGRFP----NRTTDLFLGNAGTAFRPLTAALAVLGGD--YHLHGVPRMHERPIGDLVD 56 
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Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+  GADV+       PP+ +          + + G++SSQ+L+ALLMA PL     EI 
Sbjct: 57  ALRIAGADVEYLGNEHYPPLHIGKRQDRGERVIPIKGNVSSQFLTALLMALPLTGQAFEI 116 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            ++ +LIS PY+++TL+LM +FGV+  + D +  F I     Y +P++ +VEGDASSASY 
Sbjct: 117 RMVGELISKPYIDITLKLMAQFGVQVANED-YRVFKIPADAHYHAPEHLHVEGDASSASY 175 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
           FLA   I    V V G G  S+QGDV FA  LE +GA V W E  V V+ P       +  
Sbjct: 176 FLAAGLIAATPVRVTGIGANSIQGDVAFARELEKIGADVVWGENFVEVSRPK-----ERA 230 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           + A D++ N +PD AMTLA+VAL       +R++ SWRVKET+R+ A+  EL KLGA V  
Sbjct: 231 VLAFDLDANHIPDAAMTLAIVALATGQTCTLRNIGSWRVKETDRIAAMANELRKLGAKVV 290 
 
Query: 380 EGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
           E  +   ITPP+ L   A IDTYDDHRMAM FSL +   VPV I DP CT KTFP YF+V 
Sbjct: 291 EEAEAIHITPPKMLTPDAVIDTYDDHRMAMCFSLVSLLGVPVVINDPKCTHKTFPTYFEV 350 
 
Query: 439 LSTF 442 
            S+  
Sbjct: 351 FSSL 354 
 
 
>ref|ZP_01093993.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blastopirellula 
           marina DSM 3645] 
 gb|EAQ77334.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blastopirellula 
           marina DSM 3645] 
          Length = 427 
 
 Score =  317 bits (811), Expect = 3e-84,   Method: Compositional matrix adjust. 
 Identities = 203/437 (46%), Positives = 259/437 (59%), Gaps = 19/437 (4%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            I + P   I G++  PGSKSL+NR L++AAL++G + +   L SED H M+ +LR LG+ 
Sbjct: 4   RIEIAPSPPILGSILPPGSKSLTNRALVIAALAQGKSSLTGALESEDTHVMIDSLRRLGI 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V+ D+ AK   V GC G  P  DA     LF+ N+G  +R LTA V  A G   Y LDG 
Sbjct: 64  DVQHDRRAKVIDVTGCDGVIPSSDA----DLFVANSGTTIRFLTAMV--AAGKGRYRLDG 117 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           V RMRERPI DL+  L  LG          CPPV V    GL GG  +++G ISSQYLS  
Sbjct: 118 VQRMRERPIRDLLETLSALGVTCRSEAENGCPPVVVE-TSGLVGGVAQIAGDISSQYLSG 176 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLMAAP A   V +E++ +L+S PYV MT  +M  FGV  +  D   +  I  G KY    
Sbjct: 177 LLMAAPYAAQGVSLEVVGELVSKPYVHMTTAVMRDFGVNVDAGD-LTKLVIPHG-KYVGR 234 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           + A +E DAS+ASYF A AAITGG+VTVEG    +LQGDV F E LE MG +V +   S+ 
Sbjct: 235 QYA-IEPDASAASYFWAAAAITGGSVTVEGLSRDALQGDVAFCECLEQMGCQVEYGPNSI 293 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G          ++ I V+MN + D   TLA VALFADGPT +  VA  R KET+R+  
Sbjct: 294 KVVG--------SRMRGICVDMNAISDTVQTLAAVALFADGPTTVTGVAHNRHKETDRIG 345 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
            +  EL KLGA VEE  D   I  P +L    I+TY+DHRMAM+ +L    +  V I +P 
Sbjct: 346 DLACELRKLGAVVEELEDGLTIV-PSRLQPAEIETYNDHRMAMSLALVGLRQPGVVILNP 404 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
            CT KT+P+YF+ LS   
Sbjct: 405 ACTGKTYPNYFEDLSRL 421 
 
 
>ref|YP_001864974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nostoc punctiforme 
           PCC 73102] 
 sp|B2IYE4.1|AROA_NOSP7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACC80031.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nostoc punctiforme 
           PCC 73102] 
          Length = 426 
 
 Score =  315 bits (808), Expect = 7e-84,   Method: Compositional matrix adjust. 
 Identities = 183/424 (43%), Positives = 253/424 (59%), Gaps = 17/424 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV++PGSKSL+NR LL+AAL++G ++++N L SED  Y    L  LG+ +  +   
Sbjct: 11  RPVDATVEIPGSKSLTNRALLVAALAQGDSILENALFSEDSEYFAKCLEQLGIPITLNPH 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +  + G GG+ P + A     LF+G +G   R ++A V  A GN  Y LDGVPRMRER 
Sbjct: 71  LAQIQLAGRGGEIPAKQAD----LFVGLSGTTARFISALV--ALGNGEYRLDGVPRMRER 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+GD++  L+  GA V+    +   P  V    G  GG   L  + +SQ LSALLM AP  
Sbjct: 125 PMGDMLTVLETGGATVNFEGNSGFMPYTVYS-QGFAGGNFCLKANQTSQQLSALLMIAPY 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D   E+   L+S+ Y++MT RLM  FGV+       ++F IK GQ+Y++ ++  VE  
Sbjct: 184 AQQDTIFEVEGTLVSLSYIKMTCRLMADFGVEVIQIGD-NQFQIKAGQRYQA-QHYTVEP 241 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TGG V V+     S QGD+ +  VLE MG ++  ++    VTGP   
Sbjct: 242 DASNASYFFAAAAVTGGRVRVKHLTKQSCQGDILWLNVLEQMGCQIKDSDDYTEVTGP-- 299 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                K L+ ID++MN + D+  TLA +A FA  P  IR+V   R KET+R+ A+ TEL  
Sbjct: 300 -----KQLQGIDIDMNDISDLVQTLAAIAPFASSPITIRNVEHIRYKETDRIKAVVTELR 354 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           +LG  VEE PD   I  P  +    I+TY DHRMAMAF++       + I+DPGCT KTF 
Sbjct: 355 RLGVQVEEFPDRLKIE-PGPITPAEIETYHDHRMAMAFAVTGLKVPGIVIKDPGCTAKTF 413 
 
Query: 433 PDYF 436 
           PDYF 
Sbjct: 414 PDYF 417 
 
 
>ref|XP_002505432.1| predicted protein [Micromonas sp. RCC299] 
 gb|ACO66690.1| predicted protein [Micromonas sp. RCC299] 
          Length = 229 
 
 Score =  311 bits (797), Expect = 1e-82,   Method: Compositional matrix adjust. 
 Identities = 160/232 (68%), Positives = 179/232 (77%), Gaps = 9/232 (3%) 
 
Query: 213 MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 272 
           MT++LMERFGV+ +  D   RF +KGGQ Y+SP  A+VEGDASSASYFLAGAAITGG V  
Sbjct: 1   MTVKLMERFGVEVQVFDDMQRFVVKGGQTYQSPGEAFVEGDASSASYFLAGAAITGGKVK 60 
 
Query: 273 VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
           V GCGT SLQGD KFA+ + +MGAKV W +  VTVTGP     G K LKAIDVNMN MPD 
Sbjct: 61  VIGCGTDSLQGDTKFADTMGLMGAKVEWGKNDVTVTGP-----GGK-LKAIDVNMNAMPD 114 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-- 390 
            AMTLAV AL+ADG T IRDV SWRVKETERM+AI TE+ KLG  V EG DYC+ITPP   
Sbjct: 115 AAMTLAVAALYADGVTTIRDVGSWRVKETERMIAICTEMRKLGCDVYEGADYCVITPPGS 174 
 
Query: 391 EKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
            K+N   +IDTYDDHRMAMAFSLAAC  V VTI DP CT+KTFP YFD L+T 
Sbjct: 175 GKINEGVSIDTYDDHRMAMAFSLAACGGVGVTIMDPTCTKKTFPTYFDALAT 226 
 
 
>ref|YP_003370952.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pirellula staleyi DSM 
           6068] 
 gb|ADB17092.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pirellula staleyi DSM 
           6068] 
          Length = 431 
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 Score =  310 bits (794), Expect = 3e-82,   Method: Compositional matrix adjust. 
 Identities = 192/433 (44%), Positives = 258/433 (59%), Gaps = 20/433 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G+++ PGSKS++NR L+ AAL+ G +++   L+SED   M+ +L  LG+ VEA    + 
Sbjct: 13  IVGSIQPPGSKSITNRALVCAALAHGNSILRGALDSEDTQVMIDSLDRLGIVVEASDEKQ 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V GCGG+ P    K    LF+GN+G  +R LTA + A  G   + LDGVPRMRERPI 
Sbjct: 73  TLAVTGCGGRLP----KPTGDLFVGNSGTTIRFLTAMLAACEGE--FRLDGVPRMRERPI 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           GDL+  L +LG+D    +    PPV++    GL GG V++ G +SSQ+LS LLMAAP+A  
Sbjct: 127 GDLMDALNRLGSDCQGEIKPGFPPVKLKA-RGLGGGDVEVRGDVSSQFLSGLLMAAPVAK 185 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGV---KAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
             V + +   L+S PYV MTL +M+ FG+   +    DS     +   QKY    +  +E 
Sbjct: 186 NPVRVHVTGDLVSKPYVHMTLAVMKSFGIDVGQTRSEDSLSLIELAAPQKYTG-IDYQIE 244 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            DAS+ASYF A AAITGG+VTV+  G  +LQGDV   + LE MG +V      +TV+G   
Sbjct: 245 PDASAASYFWAAAAITGGSVTVKNLGPDALQGDVGIVDCLEQMGCRVERQPHQITVSG-- 302 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                 K L+ I+V+MN + D   TLA VALF DGPT I  V   R KET+R+  +  EL 
Sbjct: 303 ------KALRGIEVDMNAISDTVQTLAAVALFVDGPTIIHGVGHIRHKETDRIGDLAREL 356 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
            KLGA+VEE  D  +   P  L    I+TY DHRMAM+ +L       V I DPGCT KT 
Sbjct: 357 RKLGATVEE-RDEGLTIIPGPLKAATIETYRDHRMAMSLALPGLLVPGVVILDPGCTAKT 415 
 
Query: 432 FPDYFDVLSTFVK 444 
           +P YF+ L+   + 
Sbjct: 416 YPHYFEDLAALCR 428 
 
 
>ref|ZP_05716512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio mimicus VM573] 
 gb|EEW11581.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio mimicus VM573] 
          Length = 296 
 
 Score =  309 bits (791), Expect = 7e-82,   Method: Compositional matrix adjust. 
 Identities = 152/269 (56%), Positives = 192/269 (71%), Gaps = 9/269 (3%) 
 
Query: 169 GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 228 
            G V + GSISSQ+L+A LM+APLA G V I+I+ +L+S PY+++TL +ME+FGV+  +  
Sbjct: 30  AGTVTIDGSISSQFLTAFLMSAPLAQGKVTIKIVGELVSKPYIDITLHIMEQFGVQVINH 89 
 
Query: 229 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 288 
           D +  F I  GQ Y SP N  VEGDASSASYFLA AAI GG V V G G  S+QGD++FA 
Sbjct: 90  D-YQEFVIPTGQSYVSPGNFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFA 148 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
           + LE MGA++ W +  V           R  L A+D++ N +PD AMT+A  ALFA G T 
Sbjct: 149 DALEKMGAQIEWGDDYVISR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTT 200 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
           AIR+V +WRVKET+R+ A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM 
Sbjct: 201 AIRNVYNWRVKETDRLAAMATELRKVGATVEEGEDFIVITPPAKLTHAAIDTYDDHRMAM 260 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
            FSL A ++ PVTI DP CT KTFPDYF+ 
Sbjct: 261 CFSLVALSDTPVTINDPKCTSKTFPDYFE 289 
 
 
>gb|AAV52046.1| AroA [Haemophilus parasuis] 
          Length = 329 
 
 Score =  307 bits (787), Expect = 2e-81,   Method: Compositional matrix adjust. 
 Identities = 171/338 (50%), Positives = 221/338 (65%), Gaps = 15/338 (4%) 
 
Query: 53  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 112 
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           + +ML AL+ LG++    +      V G GG F   + K  + LFLGNAG AMR LTAA+ 
Sbjct: 1   IRHMLNALKALGVNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAAL 57 
 
Query: 113 TAAGGN-ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 171 
              G + A  VL G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGK 
Sbjct: 58  CLKGSSEAEVVLTGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGK 116 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
           V++ GSISSQ+L+ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGVK E+ + + 
Sbjct: 117 VQIDGSISSQFLTALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVKVENRN-Y 175 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
             F +KG Q Y SP+   VEGDASSASYFLA  AI G  V V G G  S+QGD  FA VL 
Sbjct: 176 QTFVVKGNQSYLSPEKYLVEGDASSASYFLAAGAIKG-KVKVTGIGKNSIQGDRLFANVL 234 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
           E MGAK+TW +  +           +  LK +D++MN +PD AMT+A  ALFA+G T IR 
Sbjct: 235 EAMGAKITWGDDFIQAE--------QGKLKGVDMDMNHIPDAAMTIATAALFAEGETVIR 286 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 389 
           ++ +WRVKET+R+ A+ TEL K+GA+VEEG D+  I P 
Sbjct: 287 NIYNWRVKETDRLTAMATELRKVGATVEEGEDFIRIQP 324 
 
 
>emb|CBY95002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Weltevreden str. 2007-60-3289-1] 
          Length = 288 
 
 Score =  303 bits (777), Expect = 3e-80,   Method: Compositional matrix adjust. 
 Identities = 152/276 (55%), Positives = 194/276 (70%), Gaps = 11/276 (3%) 
 
Query: 166 GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK- 224 
           G  GG +++ GS+SSQ+L+ALLM APLA  D  I +  +L+S PY+++TL LM+ FGV+  
Sbjct: 17  GFTGGDIEVDGSVSSQFLTALLMTAPLAPEDTTIRVKGELVSKPYIDITLNLMKTFGVEI 76 
 
Query: 225 AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 284 
           A H   + +F +KGGQ+Y SP    VEGDASSASYFLA  AI GGTV V G G  S+QGD 
Sbjct: 77  ANHH--YQQFVVKGGQQYHSPGRYLVEGDASSASYFLAAGAIKGGTVKVTGIGRKSMQGD 134 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
           ++FA+VLE MGA +TW +  +  T        R  L AID++MN +PD AMT+A  ALFA 
Sbjct: 135 IRFADVLEKMGATITWGDDFIACT--------RGELHAIDMDMNHIPDAAMTIATTALFA 186 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
            G T +R++ +WRVKET+R+ A+ TEL K+GA VEEG DY  ITPP KL    I TY+DH 
Sbjct: 187 KGTTTLRNIYNWRVKETDRLFAMATELRKVGAEVEEGHDYIRITPPAKLQHADIGTYNDH 246 
 
Query: 405 RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           RMAM FSL A ++ PVTI DP CT KTFPDYF+ L+ 
Sbjct: 247 RMAMCFSLVALSDTPVTILDPKCTAKTFPDYFEQLA 282 
 
 
>emb|CAA10164.1| 5-enolpyruvylshikimate 3-phosphate synthase [Actinobacillus 
           pleuropneumoniae] 
          Length = 332 
 
 Score =  300 bits (769), Expect = 3e-79,   Method: Compositional matrix adjust. 
 Identities = 178/343 (51%), Positives = 225/343 (65%), Gaps = 15/343 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I L PI  + G + LPGSKSLSNR LLLAAL++GTT V NLL+S+D+ +ML AL+ LG 
Sbjct: 2   EKITLAPISRVEGEINLPGSKSLSNRALLLAALAKGTTKVTNLLDSDDIRHMLNALKALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-ATYVL 123 
           ++    +      V G GG F   + K  + LFLGNAG AMR LTAA+   G + A  VL 
Sbjct: 62  VNYSLSEDKTVCTVEGVGGAF---NWKNGLALFLGNAGTAMRPLTAALCLKGSSEAEVVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++ GSISSQ+L 
Sbjct: 119 TGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQIDGSISSQFL 177 
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Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGVK E+ + +  F +KG Q Y  
Sbjct: 178 TALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVKVENRN-YQTFVVKGNQSYL 236 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           SP+   VEGDASSASYFLA  AI  G V V G G  S+QGD  FA VLE MGAK+TW +  
Sbjct: 237 SPEKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFANVLEAMGAKITWGDD 295 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
            +           +  LK  D++MN +PD AMT+A  ALFA+G 
Sbjct: 296 FIQAE--------QGKLKGGDMDMNHIPDAAMTIATAALFAEG 330 
 
 
>ref|ZP_02737777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gemmata obscuriglobus 
           UQM 2246] 
          Length = 436 
 
 Score =  297 bits (760), Expect = 2e-78,   Method: Compositional matrix adjust. 
 Identities = 189/447 (42%), Positives = 263/447 (58%), Gaps = 26/447 (5%) 
 
Query: 6   EIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVD--NLLNSEDVHYMLGALRT 62 
           E+ +QP+ + +S TV +PGSKS++NR L+LAAL++G    +   +L SED   MLGAL   
Sbjct: 8   ELEIQPLARSVSATVTVPGSKSITNRALVLAALAKGDAPCELRGVLRSEDTEVMLGALAQ 67 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           LG SV  D A      V      P     +   LF+ N+G +MR L A V+   G   Y  
Sbjct: 68  LGYSVHEDWATN---TVRVTNPTPRTIPADRADLFVANSGTSMRFLAAMVSLGAGR--YR 122 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           LDG+PRMRERPI DL+  L+ LG +     G  CPPV +    GL  G V +  + SSQ+ 
Sbjct: 123 LDGIPRMRERPIEDLLSALRALGVNATSESGNGCPPVVIEA-NGLRTGPVHIKVAKSSQF 181 
 
Query: 183 LSALLMAAPLALGDVE-----IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           LSAL+MA P A    E     + +   ++S PY+EMT+R++E + ++ +   + + + I+ 
Sbjct: 182 LSALMMAVPFARASSEHPATIVHLDGTVVSEPYIEMTVRMLESWAIRVDRV-APNAYRIE 240 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
             + ++   +  +E DAS+ASYF A AA+ GG+VTV G    SLQGDV+F +VL  MG + 
Sbjct: 241 PQRGHRERYD--IEPDASAASYFWAAAAVLGGSVTVRGLNRASLQGDVRFVDVLGQMGCR 298 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           +   +  +TV G P        L+ +DV+MN + D  MTL  VALFADGPT +R+VA  R 
Sbjct: 299 IEENDGGITVHGGP--------LRGVDVDMNDISDTVMTLGAVALFADGPTTVRNVAHIR 350 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            KET+R+ A+  EL KLGA VEE  D   IT P  L   AIDTY+DHRMAM+ +L      
Sbjct: 351 HKETDRIAALAIELRKLGAEVEEREDGLTIT-PRPLKGCAIDTYNDHRMAMSLALVGLKV 409 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             V IR+PGC  KT+P +++ L    K 
Sbjct: 410 PGVVIRNPGCVAKTYPGFWEDLEVLRK 436 
 
 
>ref|XP_001746575.1| hypothetical protein [Monosiga brevicollis MX1] 
 gb|EDQ88471.1| predicted protein [Monosiga brevicollis MX1] 
          Length = 1520 
 
 Score =  295 bits (756), Expect = 8e-78,   Method: Compositional matrix adjust. 
 Identities = 190/454 (41%), Positives = 260/454 (57%), Gaps = 40/454 (8%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           MA A E+V  P   I+GT+++PGSKS+SNR+LL+AAL  G   +  LL+S+D   M+ AL 
Sbjct: 359 MAPAVEVV--PHGPIAGTIRVPGSKSISNRVLLMAALGRGVCRLRGLLHSDDTKVMIAAL 416 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R LG+ +E +      ++ GC GK     A  +  LFL NAG A R LT+A   A    + 
Sbjct: 417 RKLGVRIEFEDNGHVLLIQGCDGKL---QAAGDNALFLANAGTASRFLTSACCLASSGHS 473 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            V  GV RM ERPIGDLV  L+ +   +D       PP+RV+G G LPGG ++L+ ++SS 
Sbjct: 474 LV-TGVKRMHERPIGDLVEALRAVDCAIDYLDQEGYPPLRVHGTG-LPGGTIQLAATVSS 531 
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Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSWDRFYIKGG 239 
           QY+S++L+AAP A   V +E++ +++S PY++MT+ LM++FGV  E HS S    Y+    
Sbjct: 532 QYVSSILLAAPYAQAPVTLELVGEVVSQPYIDMTVALMKQFGVDVEAHSGSR---YVIPN 588 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             Y+ P    VE DASSASY LA AAI+GG VTV   G+ SLQGD  F  VLE MG +V  
Sbjct: 589 TGYQLPDTFDVESDASSASYPLAMAAISGGRVTVAAMGSGSLQGDAAFCRVLERMGCEVE 648 
 
Query: 300 WTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP----TAIRDV 353 
            T  + TV G  P         L+ +DV+M  + D  MT AV  L A  P    + I ++ 
Sbjct: 649 QTSDATTVVGCVP-------GTLQPVDVDMGDITDTFMTAAV--LMATCPKGSRSTITNI 699 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEE----------GPDYCIITPPEKLNVTAIDTYDD 403 
           A+ RVKE  R+ A+ TEL K G   EE          G D    +P        ++ Y D 
Sbjct: 700 ANQRVKECNRITAMLTELGKCGVHCEELETGLAIFGQGAD----SPASLKRGVPVECYRD 755 
 
Query: 404 HRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           HR+AM+F +  C    V I D  CT KT+P ++D 
Sbjct: 756 HRIAMSFGVLGCLWPNVQITDKDCTDKTYPSFWD 789 
 
 
>ref|NP_630891.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           coelicolor A3(2)] 
 sp|Q9L213.1|AROA1_STRCO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase 1; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase 1; Short=EPSP synthase 1; Short=EPSPS 1 
 emb|CAB71266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           coelicolor A3(2)] 
          Length = 440 
 
 Score =  294 bits (752), Expect = 2e-77,   Method: Compositional matrix adjust. 
 Identities = 183/442 (41%), Positives = 249/442 (56%), Gaps = 23/442 (5%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE + ++ +     TV++ GSKS +NR L +A+LS   TV+DN L S+D  Y   A+ T  
Sbjct: 11  AETLTIRTLTGFDETVRVLGSKSYTNRYLAIASLSGQETVIDNALLSDDTVYFSRAIETF 70 
 
Query: 64  G-LSVEADKAAKRAVVVGCGG--KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           G ++ + D A  R  V   G   + P ED      +F+G AG  +R L +    A G  T 
Sbjct: 71  GHVTCDIDHATARIRVTPTGRPMRAPSED------IFVGGAGTPLRFLISMAGHADG--T 122 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            ++ G  RM+ERP+GDL+  L  LG D     G   PPVRV G G   GG   +SG++SS 
Sbjct: 123 TIITGNARMQERPMGDLLKALPALGVDATAVRGNGSPPVRVVG-GSFKGGATSISGAVSS 181 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+ S+L++ A  A  D EI I D L+S PYVEMTL  +   GV  +  D + RF +  GQ 
Sbjct: 182 QFTSSLIINALRAQTDTEITISDDLVSKPYVEMTLAGLAEMGVSVDR-DGYRRFTVPSGQ 240 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           + +  +   VE DAS  SYFLA AAI    V + G G  S QGDV   + LE MG +    
Sbjct: 241 QARGGQ-VTVEPDASGMSYFLAAAAILQSRVVIPGIGAGSHQGDVHLVQALERMGCRTEV 299 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            + S+TVTG P        L+ ID++M  MPDV  +LA+VA +A+G T I ++AS RVKE 
Sbjct: 300 GDDSITVTGGP--------LRGIDIDMEAMPDVVPSLAIVAAYAEGTTRITNIASLRVKE 351 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +R+ A+ TEL K+G  VEE  D   IT     +   IDTYDDHR+AM F++       V 
Sbjct: 352 CDRIAAVTTELRKMGIDVEEHSDAMYITGGTP-HGAVIDTYDDHRIAMTFAIGGLRTEGV 410 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I+DPGC  K+FP ++  L T  
Sbjct: 411 VIKDPGCVAKSFPAFWQTLDTL 432 
 
 
>ref|ZP_07198687.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           NaphS2] 
 gb|EFK12016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           NaphS2] 
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          Length = 421 
 
 Score =  294 bits (752), Expect = 2e-77,   Method: Compositional matrix adjust. 
 Identities = 181/428 (42%), Positives = 250/428 (58%), Gaps = 19/428 (4%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV +PGSKS+++R L+  AL++GTT++ N L SED  +   AL  +G+ ++  +     + 
Sbjct: 9   TVTIPGSKSITHRALITGALAKGTTILGNDLISEDTLHTARALAAIGVGMK--RRDDHLI 66 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G G      D   E  ++LGN+G + R L   +  A G   +++ G PRMRERP+G L 
Sbjct: 67  VEGIGQT--ACDQPWEKAIYLGNSGTSFRLLLPVLALARGR--FLVTGTPRMRERPVGPL 122 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+QLG  + C      PPVR+    G+ GG V L G  SSQ+LSALL+A P A   V 
Sbjct: 123 VDALRQLGVRIICTGRDGFPPVRLLS-DGIKGGAVNLPGDASSQFLSALLLAGPYAEQGV 181 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           +I +   L+S PYV++T+ +M  FGV  E  + + RF + GGQ+Y +P    V GDASSA 
Sbjct: 182 DITVKGDLVSKPYVDVTVDVMNSFGVSIER-EGFSRFRVFGGQEY-NPMEYTVSGDASSA 239 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SYF AGAAITG TVT         QGD++  EVLE MG  V      VTV+G         
Sbjct: 240 SYFWAGAAITGKTVTTRNINPQGRQGDIRLLEVLEQMGCVVQRDTDRVTVSG-------- 291 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             L  +DV+M  MPD+  TLA VALFA G T IR+V   R KE++R+ A+  E  +LG   
Sbjct: 292 GKLSGVDVDMGAMPDMVPTLAAVALFAPGKTTIRNVGHLRFKESDRLSAVTREWRRLGGR 351 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYF 436 
           VEE  D  +I     L+   +DTYDDHR+AM+ ++    EVP V I++P C  K+FP ++ 
Sbjct: 352 VEELEDALVIRGGASLHGCDVDTYDDHRIAMSLAVIGL-EVPGVRIQNPDCVNKSFPRFW 410 
 
Query: 437 DVLSTFVK 444 
           D+    V+ 
Sbjct: 411 DLWEDLVR 418 
 
 
>gb|EFW98669.1| dehydroquinase class 1 [Grosmannia clavigera kw1407] 
          Length = 1584 
 
 Score =  293 bits (751), Expect = 3e-77,   Method: Compositional matrix adjust. 
 Identities = 196/438 (44%), Positives = 259/438 (59%), Gaps = 19/438 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADK 71 
           K++  TV  PGSKS+SNR L+LAAL  G+  + NLL S+D  YML A+  L G S   ++ 
Sbjct: 412 KDLHVTVVPPGSKSVSNRALVLAALGTGSCRLRNLLRSDDTEYMLSAIAQLQGASYSWEE 471 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRM 129 
           + +   V G GG+F    A  E  L+LGNAG A R LT+ V     +A  + VL G  RM 
Sbjct: 472 SGEVLAVQGNGGRF---TASSE-PLYLGNAGTASRFLTSVVALCSPSAVSSTVLTGNERM 527 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           + RPIG LV  L+  G  V+        PV+V+  GGL GG ++L+ ++SSQY+S++LMA 
Sbjct: 528 KVRPIGPLVDALRSNGVKVEYLGNKGSLPVQVDAAGGLEGGVIELAATVSSQYVSSILMA 587 
 
Query: 190 APLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AP A   V + ++  K IS PY++MTL +ME FG+ AE S+S    Y      Y++P    
Sbjct: 588 APYAKKPVVLRLVGGKPISQPYIDMTLSMMEAFGIHAERSESEPNTYHIPTGTYQNPAEY 647 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTV 307 
            VE DASSA+Y LA AAITG T T+   G+ SLQGD  FA  VL  MG  VT   TS TV 
Sbjct: 648 VVESDASSATYPLAIAAITGTTCTIPNIGSASLQGDADFAVSVLRPMGCSVTQAITSTTV 707 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           TGPP        LKAI V+M  M D  +T +V+A  ADG T I  +A+ RVKE  R++A+ 
Sbjct: 708 TGPP-----PGSLKAISVDMEPMTDAFLTASVLAAVADGTTRITGIANQRVKECNRILAM 762 
 
Query: 368 RTELTKLGASVEEGPDYCIIT--PPEKLNV--TAIDTYDDHRMAMAFS-LAACAEVPVTI 422 
           + EL K G    E  D   +T  P  +L+     ID YDDHR+AM+FS L+  A  PV I 
Sbjct: 763 KDELAKFGVQCTELDDGLEMTGRPIGQLSTPEDGIDCYDDHRVAMSFSVLSVAAPQPVLI 822 
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Query: 423 RDPGCTRKTFPDYFDVLS 440 
            +  C  KT+P ++D LS 
Sbjct: 823 LERECVGKTWPGWWDTLS 840 
 
 
>gb|AAL65914.1|AF440390_1 5-enolpyruvylshikimate-3-phosphate synthase [Orychophragmus 
           violaceus] 
 gb|AAL65915.1|AF440391_1 5-enolpyruvylshikimate-3-phosphate synthase [Orychophragmus 
           violaceus] 
          Length = 170 
 
 Score =  291 bits (745), Expect = 1e-76,   Method: Compositional matrix adjust. 
 Identities = 153/170 (90%), Positives = 161/170 (94%) 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           VVGLKQLGADV+C LGT+CPPVRVN  GGLPGGKVKLSGSISSQYL+ALLMAAPLALGDV 
Sbjct: 1   VVGLKQLGADVECTLGTNCPPVRVNANGGLPGGKVKLSGSISSQYLTALLMAAPLALGDV 60 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EIEIIDKLIS+PYVEMTL+LMERFGV AEHSDSWDRF++KGGQKYKSP NAYVEGDASSA 
Sbjct: 61  EIEIIDKLISVPYVEMTLKLMERFGVSAEHSDSWDRFFVKGGQKYKSPGNAYVEGDASSA 120 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           SYFLAGAAITG TVTVEGCGTTSLQGDVKFAEVLE MG KV+WTE SVTV 
Sbjct: 121 SYFLAGAAITGETVTVEGCGTTSLQGDVKFAEVLEKMGCKVSWTENSVTV 170 
 
 
>ref|YP_004193764.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfobulbus 
           propionicus DSM 2032] 
 gb|ADW16473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfobulbus 
           propionicus DSM 2032] 
          Length = 425 
 
 Score =  290 bits (742), Expect = 3e-76,   Method: Compositional matrix adjust. 
 Identities = 187/441 (42%), Positives = 259/441 (58%), Gaps = 20/441 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I +QP+  I   V +PGSKSL+ R L+ AAL+EG++ +   L SED H+ + ALR +G++ 
Sbjct: 2   ITIQPVATIDAVVTVPGSKSLTQRALIAAALAEGSSQLLGPLASEDTHFTMNALRAMGIA 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            + D+   R  V G GG+        E  +FLGN G A R LT+   AA G   + + G  
Sbjct: 62  CD-DRDPNRWQVEGSGGRV----LAPEGDIFLGNNGTATRFLTS--VAALGQGRFHITGS 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM ERPI  L+  L+     +D   GT CPP+ +    GL GG+  L    SSQYLS+L 
Sbjct: 115 ERMAERPILPLMEALRGWQVSIDSDAGTGCPPLTIMA-KGLAGGRTVLPEGKSSQYLSSL 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+ AP A    E+E++ +++S PYVEMTL +M  FGV+ E + + + F I  G  Y+  + 
Sbjct: 174 LLVAPYANAPAELEVLGEILSKPYVEMTLAVMADFGVRVEAAPTLNFFRIPRG-SYQG-R 231 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +EGDAS ASYF A AA+TGG VTV      SLQGD K    L  MG ++  TE  +T 
Sbjct: 232 TYAIEGDASGASYFWAAAAVTGGRVTVANVPVPSLQGDAKLLPYLARMGCRIEQTEAGIT 291 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + GP R       L+ I+V+M  MPDVA TLAVVA FA+G T I ++A  R+KE +R+ A 
Sbjct: 292 LIGPDR-------LEGIEVDMGDMPDVAPTLAVVAAFAEGTTIINNIAHLRIKECDRLSA 344 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPE---KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +  EL KLGA VEE P   II   +    L+  +I TY+DHRMAM+F++A      V I  
Sbjct: 345 VVNELRKLGAEVEEEPARMIIHGKQGGRTLHGASIATYNDHRMAMSFAVAGLRIPGVYIG 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +P C  K+FPD+++  +   + 
Sbjct: 405 NPQCVVKSFPDFWERFARLAE 425 
 
 
>ref|XP_003007290.1| pentafunctional AROM polypeptide [Verticillium albo-atrum VaMs.102] 
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 gb|EEY17320.1| pentafunctional AROM polypeptide [Verticillium albo-atrum VaMs.102] 
          Length = 1574 
 
 Score =  289 bits (739), Expect = 7e-76,   Method: Compositional matrix adjust. 
 Identities = 189/438 (43%), Positives = 260/438 (59%), Gaps = 20/438 (4%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKA 72 
           +++ TV  PGSKS+SNR L+LAAL EGT  + NLL+S+DV +ML A+  LG  S   + A 
Sbjct: 404 KLATTVTPPGSKSISNRALILAALGEGTCRIKNLLHSDDVEFMLTAITRLGGASYAWEDA 463 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA--AVTAAGGNATYVLDGVPRMR 130 
            +  V+ G GG+           L+LGNAG A R LT   A+ +    ++ VL G  RM+ 
Sbjct: 464 GEVLVLTGKGGQLRASSDP----LYLGNAGTASRFLTTVVALCSPADVSSTVLTGNARMQ 519 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPIG LV  L+  G  +D        P+R++  GG  GG ++L+ ++SSQY+S++LMAA 
Sbjct: 520 VRPIGPLVDALRSNGVSIDYLGPGKSLPLRIDAAGGFAGGVIELAATVSSQYVSSILMAA 579 
 
Query: 191 PLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P A   V + ++  K IS PY++MTL +M+ FGV+ E S S    Y      YK+P     
Sbjct: 580 PYAKEPVTLRLVGGKPISQPYIDMTLAMMKTFGVQVERSSSDPNTYHIAKGTYKNPAEYT 639 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           +E DASSA+Y LA AAITG T TV   G++SLQGD +FA +VL+ MG  V  T +S TVT 
Sbjct: 640 IESDASSATYPLAIAAITGTTCTVPNIGSSSLQGDARFAIDVLQPMGCTVQQTASSTTVT 699 
 
Query: 309 GP-PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           GP P    G  H     V+M  M D  +T +V+A  A G T I  +A+ RVKE  R+ A+ 
Sbjct: 700 GPAPGGLLGLPH-----VDMEPMTDAFLTASVLAAVAAGTTKISGIANQRVKECNRIAAM 754 
 
Query: 368 RTELTKLGASVEEGPDYCIIT--PPEKLNV--TAIDTYDDHRMAMAFS-LAACAEVPVTI 422 
           R +L K G + +E  D  I+T  P + L      +  YDDHR+AM+FS L+  A  PVTI 
Sbjct: 755 REQLGKFGIATDEFDDGIIVTGQPLDTLKTPDAGVFCYDDHRVAMSFSVLSTVANAPVTI 814 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            +  CT KT+P ++D LS 
Sbjct: 815 LERECTGKTWPGWWDTLS 832 
 
 
>gb|ABA54838.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nostoc commune DRH1] 
          Length = 403 
 
 Score =  288 bits (736), Expect = 2e-75,   Method: Compositional matrix adjust. 
 Identities = 174/400 (43%), Positives = 238/400 (59%), Gaps = 17/400 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV++PGSKSL+NR LL+AAL++G ++++N L SED  Y    +  LG+ +  +   
Sbjct: 11  RPVDATVEIPGSKSLTNRALLVAALAQGDSLLENALFSEDSEYFAKCVEQLGIPITLNPD 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +  V G GG  P + A     LF+G AG A R ++A V  A GN  Y LDGVPRMRER 
Sbjct: 71  LAQIRVAGRGGDIPAKQAD----LFVGLAGTAARFISALV--ALGNGEYRLDGVPRMRER 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+GDL+  L+  GA V+    +   P  V    G  GG  +L  + +SQ LSALLM AP  
Sbjct: 125 PMGDLLTVLQTGGATVNFEGNSGFMPYTVYS-QGFTGGNFRLKANQTSQQLSALLMIAPY 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D  IE+   L+S  YV+MT RLM  FGV+       ++F IK GQ+Y++ ++  VE  
Sbjct: 184 AQQDTNIEVEGTLVSQSYVKMTCRLMADFGVEVIQIGD-NQFQIKAGQRYQA-RHYTVEP 241 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TGG V V+     S QGD+ +  VLE MG ++  ++    VTGP   
Sbjct: 242 DASNASYFFAAAAVTGGRVRVKHLTKQSCQGDILWLNVLEQMGCQIKDSDDYTEVTGP-- 299 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                K L+ ID++MN + D+  TL  +A FA     IR+V   R KET+R+ A+ TEL  
Sbjct: 300 -----KQLQGIDIDMNDISDLVQTLGAIAPFASSTITIRNVEHIRYKETDRIKAVVTELR 354 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           +LG  VEE PD   I P   +   AI+TY DHRMAMAF++ 
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Sbjct: 355 RLGVQVEEFPDQLKIEPG-PVTPAAIETYHDHRMAMAFAV 393 
 
 
>ref|ZP_05082175.1| 3-phosphoshikimate 1-carboxyvinyltransferase [beta proteobacterium 
           KB13] 
 gb|EDZ64862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [beta proteobacterium 
           KB13] 
          Length = 432 
 
 Score =  287 bits (734), Expect = 3e-75,   Method: Compositional matrix adjust. 
 Identities = 181/433 (41%), Positives = 248/433 (57%), Gaps = 20/433 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P  +I G +K PGSKS++NR+LLL++L   +  + N L S+D  YM+ AL  LG+S+  
Sbjct: 9   LAPRSKIDGVIKPPGSKSITNRLLLLSSLCNQSISLTNHLISDDSKYMIKALEDLGVSIS 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +D   K   + G   KF          LFLGNAG A R L A ++  GGN  Y LDGV R 
Sbjct: 69  SDTKDK-ITIFGDPKKF-----NNSADLFLGNAGTAYRPLCALLSILGGN--YRLDGVER 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPI DLV  L  +GAD+        PPV+V+         + + G+ISSQ+L++LLM 
Sbjct: 121 MHERPIKDLVDSLSSIGADIKYLKNIGFPPVQVSDFKFNGKTDISIKGNISSQFLTSLLM 180 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKN 247 
           A PL   D ++ I  +LIS PY+ +T++L++ F V    H+ S   F      K  S  + 
Sbjct: 181 AVPLIGQDFKLNIDGELISKPYINITIKLLKLFNVNYINHNYSSFEFNCNDNPKVYSLDS 240 
 
Query: 248 AYV--EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
             +  E DASSASYF A AAI+G  V VEG    S+QGD++F EVLE MGA +T+   S+ 
Sbjct: 241 GLIDIEPDASSASYFFAAAAISGN-VRVEGLNKESIQGDIQFLEVLEKMGADITYNNDSI 299 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V        G+    AI       PD AMTLA + LF   P  + ++ SW+VKET+R+V 
Sbjct: 300 DVRKANTLVGGQFDCIAI-------PDAAMTLAAMGLFTSSPVELFNINSWKVKETDRIV 352 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           A+  EL K GA+V    +   + PP  + +  ++ TYDDHR+AM FSL   A   V I+D 
Sbjct: 353 AMENELRKFGATVTSTDNSLKVIPPTNISDNVSVHTYDDHRIAMCFSLTCLANKSVEIQD 412 
 
Query: 425 PGCTRKTFPDYFD 437 
           P C  KT+P+YF+ 
Sbjct: 413 PECVNKTYPNYFN 425 
 
 
>ref|XP_956000.1| pentafunctional AROM polypeptide [Neurospora crassa OR74A] 
 emb|CAD21207.1| probable PENTAFUNCTIONAL AROM POLYPEPTIDE [Neurospora crassa] 
 gb|EAA26764.1| pentafunctional AROM polypeptide [Neurospora crassa OR74A] 
          Length = 1563 
 
 Score =  286 bits (732), Expect = 4e-75,   Method: Compositional matrix adjust. 
 Identities = 195/443 (44%), Positives = 264/443 (59%), Gaps = 21/443 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K+++ +V  PGSKS+SNR L+LAAL EGTT + NLL+S+D   ML A+  L  +  + +  
Sbjct: 401 KDLNVSVTPPGSKSISNRALILAALGEGTTRIHNLLHSDDTQVMLNAVAQLQGASFSWEE 460 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATYVLDGVPRMR 130 
               VV G GGK           L+LGNAG A R LT  AA+       + VL G  RM+ 
Sbjct: 461 GDVLVVKGNGGKL----QATSTPLYLGNAGTASRFLTSVAALCNPSDVNSTVLTGNARMK 516 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPIG LV  L+  G  V         PV+V+  GGL GG ++L+ +ISSQY+S+LLMAA 
Sbjct: 517 QRPIGALVDALRANGVGVKYLEKEHSLPVQVDAAGGLAGGVMELAATISSQYVSSLLMAA 576 
 
Query: 191 PLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGGQKYKSPKNA 248 
           P A   V + ++  K IS PY++MT+ +M  FGV+ + S +  + +YI  G  YK+P+   
Sbjct: 577 PYAREPVTLRLVGGKPISQPYIDMTIAMMASFGVQVQRSAEDPNTYYIPQG-TYKNPETY 635 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTV 307 
            VE DASSA+Y LA AAITG T TV   G+ SLQGD +FA EVL  MG  V  T+ S TV 
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Sbjct: 636 VVESDASSATYPLAIAAITGTTCTVPNIGSKSLQGDARFAIEVLRPMGCTVEQTDVSTTV 695 
 
Query: 308 TGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           TGP   P G   LKAI  V+M  M D  +T +V+A  A G T I  +A+ RVKE  R++A 
Sbjct: 696 TGP---PIGT--LKAIPHVDMEPMTDAFLTASVLAAVASGTTQITGIANQRVKECNRILA 750 
 
Query: 367 IRTELTKLGAS---VEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFS-LAACAEVPVT 421 
           ++ +L K G     +E+G +   I   E  N T  I  YDDHR+AM+FS L+  +  PV  
Sbjct: 751 MKDQLAKFGVHCNELEDGIEVIGIPYTELKNPTEGIYCYDDHRVAMSFSVLSTISPHPVL 810 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +  CT KT+P ++D +S + K 
Sbjct: 811 ILERECTGKTWPGWWDTMSNYFK 833 
 
 
>ref|NP_864842.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopirellula 
           baltica SH 1] 
 emb|CAD72526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopirellula 
           baltica SH 1] 
          Length = 501 
 
 Score =  286 bits (731), Expect = 6e-75,   Method: Compositional matrix adjust. 
 Identities = 188/446 (42%), Positives = 264/446 (59%), Gaps = 23/446 (5%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G+++ PGSKSL+NR LL+AA   GT+ ++  L SED H M  +LR +G+ +E+  
Sbjct: 57  PGGPVCGSIRPPGSKSLTNRALLMAAFGRGTSQLEGALVSEDTHVMTDSLRKIGVEIESH 116 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            A +  VV G     P  D+  +  L++ N+G  +R LTAA++A GGN  YVL GVPRM  
Sbjct: 117 DAGRTLVVTGVQSA-PESDSPYD--LYIANSGTTVRFLTAALSALGGN--YVLSGVPRMH 171 
 
Query: 131 ERPIGDLVVGLKQL-GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ERPIGDLV  L  +    ++      CPPV +    G    ++ ++GS+SSQYLS L+MA 
Sbjct: 172 ERPIGDLVDALSPVVDGRIEAVSEGGCPPVHIQ-TAGWAKHELSVAGSVSSQYLSGLMMA 230 
 
Query: 190 APLAL----GDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKY 242 
           APLA       V I ++ +L+S PYVEMT   M+ FG   E    + + D   ++    Y 
Sbjct: 231 APLASRRSNQPVTIRVVGELVSRPYVEMTADAMQVFGASVELQWPAAAQDDVLVQISGDY 290 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            +     +E DAS+ASYF A AAI+GG VTV G    + QGDV F +VLEMMG ++   E 
Sbjct: 291 DA-IGWSIEPDASAASYFWAAAAISGGDVTVNGLSRAATQGDVAFVDVLEMMGCQIEEGE 349 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            S+ V      P G+  L+ +DV+MN + D   TLA+VALFA+ PT +R VA  R KET+ 
Sbjct: 350 DSIRVIAT-NLPGGQ--LRGVDVDMNAISDTVQTLAMVALFANSPTRVRGVAHNRFKETD 406 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-----AIDTYDDHRMAMAFSLAACAE 417 
           R+  + +EL KLGA+++E  D   I P  +  V+      +DTY DHRMAM+FSLA     
Sbjct: 407 RIGDLASELRKLGATIQEHDDGMTIHPLSEPAVSDESPVRLDTYHDHRMAMSFSLAGLRL 466 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             + I +P CT KT+P+Y+  L   + 
Sbjct: 467 GGIEIENPACTGKTYPNYWSDLEQLI 492 
 
 
>ref|XP_002896252.1| pentafunctional AROM polypeptide, putative [Phytophthora infestans 
           T30-4] 
 gb|EEY67699.1| pentafunctional AROM polypeptide, putative [Phytophthora infestans 
           T30-4] 
          Length = 1548 
 
 Score =  284 bits (727), Expect = 2e-74,   Method: Compositional matrix adjust. 
 Identities = 179/440 (40%), Positives = 261/440 (59%), Gaps = 16/440 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ + P  + +GT+++PGSKS+SNR+LL+AAL EG+  +  LL+S+D   M+ AL+ +G 
Sbjct: 373 KQVRMLPGAKANGTIRVPGSKSISNRVLLMAALGEGSCRITGLLHSDDTQVMMNALQKVG 432 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT--AAGGNATYV 122 
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                +      VV G  GKF      EE+  +L NAG A R LT+A+T   +  + T V 
Sbjct: 433 AKFSWEDNGAVLVVEGTAGKFATVADGEEI--YLSNAGTAARFLTSAMTLVPSENDGTVV 490 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G  RM+ERPI  LV  L+  G D+       CPP+ + G  GL GG V+L+  +SSQY 
Sbjct: 491 VTGNYRMKERPIASLVDALRGNGCDISYLENEGCPPLAIRG-SGLRGGAVRLAAKVSSQY 549 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +S++L++AP A   + +E+ +K   S+PY+ MT +LM++FG+  E + + +R+ +  G   
Sbjct: 550 VSSVLISAPYAKEPLVLELEEKEPTSLPYILMTTQLMKQFGIPVE-TLAPNRYRVPCG-V 607 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y++PK   VE DASSA+Y LA AAITGG VTVE  G TSLQGD  F  +L  MG   T   
Sbjct: 608 YQNPKEVSVEVDASSATYPLAFAAITGGQVTVEALGNTSLQGDAAFHTLLRSMGCTTTQD 667 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            TS TVTGP         LKA++++M  M D  MT   +A  ADG T I  +A+ RVKE  
Sbjct: 668 ATSTTVTGPQ----DGTPLKAVEIDMETMTDAFMTAVALAAVADGTTKITGIANQRVKEC 723 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            R+  + TEL+K+G    E PD   I       E L   +I  ++DHR+AM+F++      
Sbjct: 724 NRIEVMVTELSKIGVECGELPDGIWIKGTAGKTEHLKKVSIACHNDHRIAMSFAVLGSVV 783 
 
Query: 418 VPVTIRDPGCTRKTFPDYFD 437 
             + I D  CT KT+P+++D 
Sbjct: 784 DNIIITDKECTDKTYPEFWD 803 
 
 
>ref|ZP_05881560.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio metschnikovii 
           CIP 69.14] 
 gb|EEX36986.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio metschnikovii 
           CIP 69.14] 
          Length = 248 
 
 Score =  281 bits (719), Expect = 1e-73,   Method: Compositional matrix adjust. 
 Identities = 141/250 (56%), Positives = 173/250 (69%), Gaps = 9/250 (3%) 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           M+APLA G V I+I  +L+S PY+++TL LM++FGV+  + + + +F I  GQ Y SP + 
Sbjct: 1   MSAPLAEGTVTIDIEGELVSKPYIDITLHLMQQFGVQVINHN-YQQFVIPAGQSYVSPGD 59 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VEGDASSASYFLA AAI GG V V G G  S+QGDV+FA  LE MGA++ W +  V   
Sbjct: 60  FLVEGDASSASYFLAAAAIKGGQVKVTGIGKNSIQGDVQFAYALEKMGAQIEWGDDYVIA 119 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                    R  L A+D++ N +PD AMT+A  ALFA G TAIR+V +WRVKET+R+ A+ 
Sbjct: 120 R--------RGELTAVDLDFNAIPDAAMTIATTALFAKGSTAIRNVYNWRVKETDRLTAM 171 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TEL K+GA VEEG DY IITPP  L    IDTYDDHRMAM FSL A  E PVTI DP C 
Sbjct: 172 ATELRKVGAQVEEGEDYIIITPPSHLQHATIDTYDDHRMAMCFSLVALGETPVTINDPKC 231 
 
Query: 428 TRKTFPDYFD 437 
           T KTFPDYF+ 
Sbjct: 232 TSKTFPDYFE 241 
 
 
>ref|ZP_01287548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           MLMS-1] 
 ref|ZP_01289809.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           MLMS-1] 
 gb|EAT03771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           MLMS-1] 
 gb|EAT06004.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           MLMS-1] 
          Length = 427 
 
 Score =  281 bits (719), Expect = 2e-73,   Method: Compositional matrix adjust. 
 Identities = 176/445 (39%), Positives = 253/445 (56%), Gaps = 22/445 (4%) 
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Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   +EI   P + I  TV++PGSKS++ R L+ AAL++G +V+   L SED  Y   AL 
Sbjct: 1   MQQWQEITPFPGR-IEQTVRVPGSKSITQRALIAAALADGASVLRGPLASEDTEYTSAAL 59 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R +GL V  D   ++  + G GG+     A    ++FLGN G A R LT+   AA G+   
Sbjct: 60  RAMGLVV--DHLGEQWRIFGQGGRI----APPATEIFLGNNGTATRFLTS--VAALGHGI 111 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           ++++G  RM ERPIG L+  L   GAD+       CPP+ +    GL GG   L    SS 
Sbjct: 112 FLINGDERMGERPIGPLLSALAGWGADIRSLRNNGCPPLEIQA-AGLKGGATVLPAGKSS 170 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           QYLS+LL+ AP      ++ +  +++S PYV MT+ +M  FG++ E ++  + F I  G  
Sbjct: 171 QYLSSLLLVAPYTAQPAQLRVEGEVLSKPYVRMTMAVMRAFGIEVEANEQLNHFRIPQGS 230 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             +  +   VEGDASSASYF A AA+TGGTVTVE     SLQGD    ++LE MG +V+  
Sbjct: 231 YQR--REYAVEGDASSASYFWAAAAVTGGTVTVENVPAPSLQGDTALVDILEKMGCRVSR 288 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               +TV+ P       + L+ ++V M   PDV  TLAVVA  A G T I ++A  R+KE 
Sbjct: 289 GADGITVSAP-------EELRGVEVEMADCPDVVPTLAVVAALARGRTTISNIAHLRIKE 341 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            +R+  +  EL +LG   EEGPDY +I         +  AI T++DHR+AM F++A     
Sbjct: 342 CDRLAVMARELARLGVRTEEGPDYLVIEGRGRAHDYHGAAIATHNDHRIAMCFAVAGLVI 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
             + I +P C +K+FPD++   +T  
Sbjct: 402 PGIRIENPDCVKKSFPDFWQRFATL 426 
 
 
>emb|CBI53120.1| unnamed protein product [Sordaria macrospora] 
          Length = 1563 
 
 Score =  280 bits (715), Expect = 4e-73,   Method: Compositional matrix adjust. 
 Identities = 193/445 (43%), Positives = 263/445 (59%), Gaps = 23/445 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++  +V  PGSKS+SNR L LAAL EGTT + NLL+S+D   ML A+  L  +  + +  
Sbjct: 401 KDLKVSVTPPGSKSISNRALTLAALGEGTTRIYNLLHSDDTQVMLNAVAQLQGASFSWED 460 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG---NATYVLDGVPRM 129 
           +   VV G GG+           L+LGNAG A R LT+ V        N+T VL G  RM 
Sbjct: 461 SDVLVVKGNGGRL----QATSTPLYLGNAGTASRFLTSVVALCNPTDVNST-VLTGNARM 515 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ++RPIG LV  L+  G  V         PV+V+  GGL GG ++L+ +ISSQY+S+LLMA 
Sbjct: 516 KQRPIGALVDALRANGVGVKYLEKEHSLPVQVDAAGGLAGGVMELAATISSQYVSSLLMA 575 
 
Query: 190 APLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGGQKYKSPKN 247 
           AP A   V + ++  K IS PY++MT+ +M  FGV+ + S +  + ++I  G  YK+P+  
Sbjct: 576 APYAREPVTLRLVGGKPISQPYIDMTIAMMASFGVQVQRSAEDPNTYHIPQG-TYKNPET 634 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVT 306 
             VE DASSA+Y LA AAITG T TV   G+ SLQGD +FA EVL  MG  V  T+ S T 
Sbjct: 635 YIVESDASSATYPLAVAAITGTTCTVPNIGSKSLQGDARFAIEVLRPMGCTVEQTDASTT 694 
 
Query: 307 VTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           VTGPP        LKAI  V+M  M D  +T +V+A  A G T I  +A+ RVKE  R+  
Sbjct: 695 VTGPP-----VGTLKAIPHVDMEPMTDAFLTASVLAAVASGTTQITGIANQRVKECNRIK 749 
 
Query: 366 AIRTELTKLGAS---VEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFS-LAACAEVPV 420 
           A++ EL K G +   +E+G +   I   E  N T  I  YDDHR+AM+F  L+  +  PV 
Sbjct: 750 AMKDELAKFGVTCNELEDGIEVTGIPYTELKNPTEGIYCYDDHRVAMSFGVLSTISPHPV 809 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
            I +  CT KT+P ++D +S + K+ 
Sbjct: 810 LILERECTGKTWPGWWDTMSNYFKS 834 
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>ref|YP_001529830.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfococcus 
           oleovorans Hxd3] 
 gb|ABW67753.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfococcus 
           oleovorans Hxd3] 
          Length = 423 
 
 Score =  279 bits (714), Expect = 5e-73,   Method: Compositional matrix adjust. 
 Identities = 193/436 (44%), Positives = 259/436 (59%), Gaps = 24/436 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +EI  QP++  S  V +PGSKS ++R+L+ AALS+G   + N L SED H    AL  +G 
Sbjct: 2   KEIQQQPVQ--SCEVSVPGSKSYTHRVLIAAALSDGVCRLGNCLESEDTHLTREALVKMG 59 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E  KA  R VV G GG+  P  D      +FLGN+G +MR LT    AA G  TY+L 
Sbjct: 60  VRIE--KAEDRLVVHGTGGRLLPCGDP-----IFLGNSGTSMRLLTG--VAAIGQGTYLL 110 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G  RM +RP+ DL+ GL Q+G          CPP+ +   G   GG V+L   ISSQYL 
Sbjct: 111 IGTDRMAQRPVADLLEGLDQIGVPARSVNNNGCPPLEIVA-GKAQGGHVRLRCGISSQYL 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S+LL+AAP   G + IE+ +  +S PY++MTL +M+RFGV  E  D + RF + GGQ Y+ 
Sbjct: 170 SSLLLAAPYIDGGLNIEVTEGPVSKPYIDMTLDIMDRFGVTVER-DGYTRFRVAGGQCYR 228 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
               A VE DAS ASYF A AA+TG TV V G    S QGDV+F EVLE MG KV      
Sbjct: 229 KGDYA-VEPDASQASYFWAAAAVTGATVKVMGMTPESRQGDVRFVEVLEAMGCKVNREID 287 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + VTG P        L A+DV+M  MPD+  TL+VVA F  G T IR+VA  + KE++R 
Sbjct: 288 GIAVTGGP--------LSAVDVDMGDMPDLVPTLSVVAAFTQGITVIRNVAHLKEKESDR 339 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  EL+K+G +V    D  +     + +   I+TY+DHRMAM+F++A      VTI  
Sbjct: 340 LAAVAAELSKMGITVVR-TDTGLEITGGRPHGAVIETYNDHRMAMSFAVAGLVTPGVTIA 398 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           + GC  K+FP ++ V  
Sbjct: 399 NEGCVAKSFPGFWQVF 414 
 
 
>ref|YP_002430927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfatibacillum 
           alkenivorans AK-01] 
 gb|ACL03459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfatibacillum 
           alkenivorans AK-01] 
          Length = 419 
 
 Score =  279 bits (713), Expect = 6e-73,   Method: Compositional matrix adjust. 
 Identities = 171/432 (39%), Positives = 251/432 (58%), Gaps = 22/432 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I ++P+ +   T  +PGSKS ++R+L+ AAL++G + V N L SED    + AL  +G+ 
Sbjct: 4   QITIRPMGKTELTAMVPGSKSYTHRMLICAALADGLSQVKNGLVSEDTLLTMNALNKMGV 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           SV  ++ +    V G GG       + E  + LGN+G  +R + A   AA G  TY L G 
Sbjct: 64  SVRKERGS--FWVNGTGGSL----GRYEDPIHLGNSGTTLRLMCA--VAAMGVGTYTLTG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             RM++RPI DL   L+QLG  V+   G  CPP+++ G   + GGKV ++  +SSQYLSA 
Sbjct: 116 TERMQQRPILDLAQALEQLGVPVETNNG--CPPIKIQGTA-IKGGKVSINCGVSSQYLSA 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+ AP     +EI + +  +S PY++MT+ +M+  GV+ +  D    F + G  +Y++  
Sbjct: 173 LLLIAPYTQDGMEITVTEGPVSKPYIDMTVSVMKAMGVEIKR-DGHTWFSVPGQSQYQAG 231 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +   VE DAS ASYF   AAITG T+ V G  + S QGD +FA +L+ MG ++  T+  + 
Sbjct: 232 EY-MVEADASGASYFWGAAAITGATIRVAGTHSASCQGDSRFAYILKSMGCRLDETDEGL 290 
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Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G        + LK I V+M  MPDVA TLAVVA FA G T I +V   + KE++R+  
Sbjct: 291 AVAG--------RDLKGITVDMGNMPDVAPTLAVVAAFAKGETRIENVGHLKAKESDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+ TEL K+G       D   I    K     IDTYDDHR+AM+F++A      V I +P 
Sbjct: 343 AVITELKKMGVQASCTDDSMTIIGG-KPKGAVIDTYDDHRIAMSFAVAGLLAPGVIINNP 401 
 
Query: 426 GCTRKTFPDYFD 437 
            C  K+FP++++ 
Sbjct: 402 SCVDKSFPNFWE 413 
 
 
>emb|CCA26166.1| unnamed protein product [Albugo laibachii Nc14] 
          Length = 1594 
 
 Score =  279 bits (713), Expect = 7e-73,   Method: Compositional matrix adjust. 
 Identities = 180/449 (40%), Positives = 258/449 (57%), Gaps = 22/449 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++   + +G +++PGSKS+SNR+LL+AAL  GT  +  LL+SED   M+ AL  +G 
Sbjct: 391 KQVVVKNGTQANGNIRVPGSKSVSNRVLLMAALGNGTCRISGLLHSEDTQVMMAALTKIG 450 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT--AAGGNAT-- 120 
                ++     VV G GGKF   D  EE+  +L NAG A R LT  +T   A  N     
Sbjct: 451 AKFSWEEKDTVVVVEGTGGKFKALDDGEEI--YLSNAGTAARFLTTTMTLVQAPKNENEL 508 
 
Query: 121 --YVLDGVPRMRERPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVKLSGS 177 
              +L G  RM+ERPIG LV  L+Q G  + C  +   CPP+ +    G  GG ++L+   
Sbjct: 509 GRIILTGNHRMQERPIGPLVESLRQNGCRIQCTGVHEGCPPLAIQ-YTGFKGGDIRLAAK 567 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           +SSQY+S++L+ AP A   V +E+ ++ I S+PY+ MT+ LM  FG+  E  +  +RF I 
Sbjct: 568 VSSQYVSSILINAPYAENSVVLELEEEEITSLPYIHMTIELMRAFGIHVER-EGKNRFRI 626 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             G  Y++P    VE DASSASY LA  AITGG V VE  G++S+QGD  F  VL  MG  
Sbjct: 627 PKG-AYQNPSMFQVEVDASSASYPLALGAITGGQVVVEALGSSSVQGDAAFHSVLRAMGC 685 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           + + T TS TV GPP        LKAI+ ++M  M D  MT AV+A  A G T I  +A+ 
Sbjct: 686 ETSQTPTSTTVRGPP----SGVRLKAIEYLDMETMTDAFMTAAVLAAVAQGTTKIVGIAN 741 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE----KLNVTAIDTYDDHRMAMAFS 411 
            RVKE  R+  + TEL+K+G    E  D   +        +L    I  ++DHR+AM+F+ 
Sbjct: 742 QRVKECNRIEVMITELSKIGVECGELEDGMWVKGANGDIGQLRKAEIACHNDHRIAMSFA 801 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +       ++I D  CT KT+P+++D L  
Sbjct: 802 VLGAYVPDISITDKKCTEKTYPEFWDHLQ 830 
 
 
>gb|EFW44924.1| pentafunctional AROM polypeptide [Capsaspora owczarzaki ATCC 30864] 
          Length = 1811 
 
 Score =  278 bits (712), Expect = 9e-73,   Method: Compositional matrix adjust. 
 Identities = 185/450 (41%), Positives = 254/450 (56%), Gaps = 41/450 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V++PGSKS+SNR+LLLAAL  GT  +  LL+S+D   ML AL++LG+  E +       V 
Sbjct: 456 VQVPGSKSISNRVLLLAALGTGTCRIRGLLHSDDTRVMLQALKSLGVHSEFENEGTVLAV 515 
 
Query: 79  VGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTA------AVTAAGGNAT----YVLDGV 126 
            G  G    P +D      ++LGNAG A R LT+      +    GG +T     VL G  
Sbjct: 516 RGAEGLLTAPQDD------IYLGNAGTAARFLTSVAALVCSAAPTGGTSTARSHVVLTGK 569 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN-----GIGGLPGGKVKLSGSISSQ 181 
           PRM+ERP G L+  L   GA ++C     C P+RV      G G L GG V+L+ +ISSQ 
Sbjct: 570 PRMKERPNGPLISALVANGASIECLEKPGCLPIRVACAPSAGSGTLRGGDVELAANISSQ 629 
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Query: 182 YLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH---SDSWDRFYIK 237 
           Y+S+LL++AP     V + ++  +++S  Y++MTL LM+ FGV           D  Y   
Sbjct: 630 YVSSLLISAPYTQQPVRLRLVGGEVVSQLYIDMTLALMKDFGVPVAAPVAGSGADPVYQI 689 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
              KY +P    VEGDASSA+Y LA AA+TG  VTV   G  SLQGD +F  +L  MG   
Sbjct: 690 PTAKYANPPEYAVEGDASSATYPLAIAAVTGKKVTVANVGKLSLQGDAQFCHLLARMGCT 749 
 
Query: 298 VTWTETSVTVTGP----PREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
           V  T+ + TVTGP    PR       L+A+  V+M  M D  MTLA V   ADG T+IR+ 
Sbjct: 750 VEQTDMTTTVTGPSGIAPR-------LRALGTVDMGDMTDAFMTLAAVCAIADGVTSIRN 802 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAF 410 
           +A+ RVKE  R++ +  ELTK+G  V E  D   I   P  +L+   I  +DDHR+AM+F 
Sbjct: 803 IANQRVKECNRILVMLQELTKMGIHVVELEDGLEIHGRPASELHGATIVCHDDHRIAMSF 862 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           ++  C    V I +  C  KT+P+++D L+ 
Sbjct: 863 AVLGCVVPNVIISERACVEKTYPEFWDDLT 892 
 
 
>ref|NP_986731.2| AGR066Wp [Ashbya gossypii ATCC 10895] 
 gb|AAS54555.2| AGR066Wp [Ashbya gossypii ATCC 10895] 
          Length = 1577 
 
 Score =  277 bits (709), Expect = 2e-72,   Method: Compositional matrix adjust. 
 Identities = 187/467 (40%), Positives = 267/467 (57%), Gaps = 38/467 (8%) 
 
Query: 5   EEIVLQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P  ++      T+  PGSKS+SNR L+LAAL +G   + NLL+S+D  +ML A+ 
Sbjct: 401 DEALVYPFTDVRSSTGHTIVPPGSKSISNRALILAALGKGKCRIRNLLHSDDTKHMLEAV 460 
 
Query: 61  RTLGL-SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
           + L   ++  +      V+ G GG+        ++ L+LGNAG A R   S+ + V   G 
Sbjct: 461 QQLNAATISWEDNGDTVVIDGHGGR---TLTASDLPLYLGNAGTASRFLASVASLVCPEG 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
              + +L G  RM+ERPIG LV  L+  G  VD        P++V+      GG++ L   
Sbjct: 518 NRDSVILTGNARMQERPIGPLVESLRLNGVRVDYLNREGSLPIKVHAESKFRGGRINLEA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS-DSWDRFY 235 
           SISSQY+S++LM AP A   V + +  K IS  Y+EMT+R+ME+FG+K E S D    ++ 
Sbjct: 578 SISSQYVSSILMCAPYAEEPVTLSLDGKPISELYIEMTIRMMEKFGIKVEKSNDELYTYH 637 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMM 294 
           I  GQ Y +P    +E DASSA+Y LA AA+TG TVT+   G  SLQGD +FA +VL+ M 
Sbjct: 638 IPRGQ-YVNPAEYVIESDASSATYPLAFAALTGTTVTIPNIGHDSLQGDSRFACDVLKPM 696 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA----- 349 
           G  V  T TS TVTGP  EP   K L+ +D  M  M D  +T  VVA  A  P +      
Sbjct: 697 GCTVQQTATSTTVTGP--EPGTLKPLEHVD--MEPMTDAFLTACVVAAAAHSPESKCKNI 752 
 
Query: 350 --IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDD 403 
             I  +A+ RVKE  R++A+ T+L+K G + EE PD   +   E+L+      A++TYDD 
Sbjct: 753 ITITGIANQRVKECNRILAMVTQLSKFGVTAEELPDGIQVHGVEQLSQLKVPDAVETYDD 812 
 
Query: 404 HRMAMAFSL---------AACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           HR+AM+FSL         A  +  P+ I +  CT KT+P ++DVL + 
Sbjct: 813 HRVAMSFSLLAGMVNYGQAPSSCRPIKILERRCTGKTWPGWWDVLHS 859 
 
 
>ref|XP_003048265.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
 gb|EEU42552.1| predicted protein [Nectria haematococca mpVI 77-13-4] 
          Length = 1569 
 
 Score =  277 bits (709), Expect = 2e-72,   Method: Compositional matrix adjust. 
 Identities = 185/446 (41%), Positives = 257/446 (57%), Gaps = 34/446 (7%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAAKRA 76 
           TV  PGSKS+SNR L+LAAL  G+  + NLL+S+D  YML A+  LG  S     A +   
Sbjct: 406 TVTPPGSKSISNRALVLAALGLGSCRIKNLLHSDDTEYMLSAIHQLGGASYSWQDAGEVL 465 
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Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV---TAAGGNATYVLDGVPRMRERP 133 
           VV G GG    + +KE   L+LGNAG A R LT  V   + +   ++ +L G  RM+ RP 
Sbjct: 466 VVDGKGGNL--QASKE--ALYLGNAGTASRFLTTVVALCSPSESASSTILTGNARMKVRP 521 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG LV  L+  G +++     +  P+RV+  GGL GG ++L+ ++SSQY+S++LMAAP A 
Sbjct: 522 IGPLVDALRSNGVEIEYQGKENSLPLRVDAAGGLKGGVIELAATVSSQYVSSILMAAPYA 581 
 
Query: 194 LGDVEIEIID-KLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
              V + ++  K IS PY++MT+ +M  FGV     SD  + ++I  GQ Y++P    +E 
Sbjct: 582 KNPVTLRLVGGKPISQPYIDMTISMMASFGVHVTASSDEPNTYHIPQGQ-YQNPSEYIIE 640 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGP 310 
            DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL+ MG  V  ++ S TVTGP 
Sbjct: 641 SDASSATYPLAIAAITGTTCTIPNIGSKSLQGDARFAVDVLQPMGCTVNQSDYSTTVTGP 700 
 
Query: 311 -PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
            P E  G  H     V+M  M D  +T +V+A  A G T I  +A+ RVKE  R+ A++  
Sbjct: 701 APGELKGLPH-----VDMEPMTDAFLTASVLAAVASGKTQITGIANQRVKECNRIAAMKD 755 
 
Query: 370 ELTKLGASVEE----------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEV 418 
           +L K G    E          G D  I  P        I  YDDHR+AM+FS LA  +   
Sbjct: 756 QLAKFGVQCNELDDGIEVLGKGQDGGISAP-----TVGIHCYDDHRVAMSFSVLAVASPS 810 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           PV + +  C  KT+P ++D+LS   K 
Sbjct: 811 PVIVTERECVGKTWPGWWDILSQAFK 836 
 
 
>ref|XP_001910024.1| hypothetical protein [Podospora anserina S mat+] 
 emb|CAP71158.1| unnamed protein product [Podospora anserina S mat+] 
          Length = 1567 
 
 Score =  277 bits (708), Expect = 2e-72,   Method: Compositional matrix adjust. 
 Identities = 192/440 (43%), Positives = 264/440 (60%), Gaps = 22/440 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADK 71 
           K ++ +V  PGSKS+SNR L+LAA+ EGTT +  LL+S+D HYML A+  L G +   ++ 
Sbjct: 403 KGLNVSVTPPGSKSISNRALVLAAMGEGTTRIKGLLHSDDTHYMLTAIAQLQGATYTWEE 462 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV---TAAGGNATYVLDGVPR 128 
           A +  VV G GGK    +      L+LGNAG A R LT+ V   +      + VL G  R 
Sbjct: 463 AGEVLVVKGRGGKLLASNEP----LYLGNAGTASRFLTSVVALCSPTDTTTSTVLTGNAR 518 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M+ RPIG LV  L+  G  V      +  PV+V+ + G  GG ++L+ +ISSQY+S++LM 
Sbjct: 519 MKVRPIGPLVDALRSNGVAVKYLEKENSLPVQVDAVSGFAGGVIELAATISSQYVSSILM 578 
 
Query: 189 AAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH-SDSWDRFYIKGGQKYKSPK 246 
           AAP A   V ++++  K IS  Y++MT+ +M  FGVK E  ++  + ++I  G  YK+P+ 
Sbjct: 579 AAPYARQPVVLKLVGGKPISQFYIDMTIAMMASFGVKVERDAEDPNTYHIPQGS-YKNPE 637 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              VE DASSA+Y LA AAITG T T+   G TSLQGD +FA +VL  MG  V  T+TS  
Sbjct: 638 EYVVESDASSATYPLAVAAITGTTCTIPNIGRTSLQGDARFAVDVLRPMGCTVEQTDTST 697 
 
Query: 306 TVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           TVTGPP        LKAI  V+M  M D  +T +V+A  A G T I  +A+ RVKE  R+ 
Sbjct: 698 TVTGPP-----VGALKAIPHVDMEPMTDAFLTASVLAAVASGTTQITGIANQRVKECNRI 752 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT--PPEKL-NVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
            A++ EL K G    E  D   +T  P ++L N   I  YDDHR+AM+FS L+  A   V 
Sbjct: 753 KAMKDELAKFGVHCSELEDGIEVTGKPYKELANPEPIYCYDDHRVAMSFSVLSVLAPHKV 812 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            I +  CT KT+P ++D+LS 
Sbjct: 813 LILERECTAKTWPGWWDILS 832 
 
 
>ref|YP_001613674.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sorangium cellulosum 
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           'So ce 56'] 
 emb|CAN93194.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sorangium cellulosum 
           'So ce 56'] 
          Length = 428 
 
 Score =  277 bits (708), Expect = 3e-72,   Method: Compositional matrix adjust. 
 Identities = 169/418 (40%), Positives = 246/418 (58%), Gaps = 21/418 (5%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           ++PGSKS++NR L+LAAL++G + ++ +L+S+D  +M  AL  LG+ +E   A    +VV 
Sbjct: 21  RVPGSKSITNRALVLAALADGESTLEGVLHSDDTRHMRSALEALGIGIE--DAGPHTLVV 78 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
             G +      +E   LF+GN+G  +R L A      G    VL G   M +RPI DLV  
Sbjct: 79  KGGRRRLRAPGRE---LFIGNSGTTVRFLAALACLVPGEV--VLVGDEHMAKRPIADLVD 133 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
           GL+QLGADV+C   T CPP+R+ G G L GG + + G  SSQY SA++MA P A   +++ 
Sbjct: 134 GLRQLGADVEC--ATGCPPLRIRG-GRLKGGTLTMRGDRSSQYFSAVMMAGPFADAAIDL 190 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            +  +L+S PYVE+T R++  FG + + +     F +     Y+ P+   +E DASSASY 
Sbjct: 191 RVAGELVSRPYVEITRRMVADFGGRIDEAAGG--FTVHPAAGYR-PRAYPIEPDASSASY 247 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
             A AA  GG +TV G    +LQGD +F E+LE  GA+V+    + TV    R        
Sbjct: 248 PFALAAAAGGAITVPGLSEGALQGDYRFVELLEQAGARVSRQADATTVRSDGR------- 300 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           L+ IDV+M+ + D  MTLA +A   +GPT IR+VA+ R+KET+R+ A   EL +LG  V  
Sbjct: 301 LRGIDVDMHHISDTVMTLAAIAPLLEGPTTIRNVANIRIKETDRLAATVAELRRLGQEVT 360 
 
Query: 380 EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
            G D+  I  P  L    + +Y DHRMAM+F++       +TI DP C  KT+P +++ 
Sbjct: 361 HGDDWLRIE-PRPLTPALVRSYSDHRMAMSFAILGLCRPGITIEDPACVAKTYPTFWE 417 
 
 
>ref|ZP_03493643.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alicyclobacillus 
           acidocaldarius LAA1] 
 gb|EED07696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alicyclobacillus 
           acidocaldarius LAA1] 
          Length = 450 
 
 Score =  276 bits (706), Expect = 5e-72,   Method: Compositional matrix adjust. 
 Identities = 168/426 (39%), Positives = 244/426 (57%), Gaps = 20/426 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   V++PGSKS++NR L++AAL+EG +V+  +L S+D ++ + ALRTLG+ VE D     
Sbjct: 33  VDADVRVPGSKSVTNRALVIAALAEGESVLSGILRSDDAYWCIEALRTLGVPVEVD--GD 90 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  + GCGG+FP  DA+    ++ G  G   R LTAA+ A+ G   Y + G  RM ERP+ 
Sbjct: 91  RVRMTGCGGQFPRSDAR----VYTGAGGTTARFLTAALAASRGE--YEIRGSRRMNERPM 144 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G+L   L+ LGA+++     D  P+R+    GL GG+V +SG+ SSQ++S +L+AAP A  
Sbjct: 145 GELFRALRVLGAEIEPLERPDTLPIRLKA-RGLAGGEVAMSGAQSSQFVSGVLIAAPYAK 203 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
             ++++I+D ++   YV +TL +M  FG K E         ++    Y+    AY +E D 
Sbjct: 204 APLQVKIVDHIVQHAYVHITLDMMRAFGAKCEAESDLAVISVE-PSGYRG--RAYDIEAD 260 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           AS+A YF A AA+TGG V V      + Q DV F +VL  MG +V  ++  + V GP    
Sbjct: 261 ASTACYFFAAAAVTGGRVRVANLTRDTRQPDVHFVDVLAKMGCEVESSDAGIEVRGP--- 317 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               K      V+M +M D  +TLA +A FADGP  I  V   R  E++R+  I   L + 
Sbjct: 318 ---EKLRGGFSVSMKEMSDQTLTLAFLAPFADGPIEITGVGHIRHHESDRIRVIVETLAR 374 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
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           +G   EE  D  II P      +A+ +YDDHR+AMA S+ A     V I DPGC  KT P 
Sbjct: 375 VGVRAEEREDGVIIYPGAP-RPSALASYDDHRVAMALSVLALRAEGVEIEDPGCVSKTCP 433 
 
Query: 434 DYFDVL 439 
            +F+ L 
Sbjct: 434 TFFNHL 439 
 
 
>gb|EFQ95851.1| hypothetical protein PTT_04545 [Pyrenophora teres f. teres 0-1] 
          Length = 1591 
 
 Score =  275 bits (704), Expect = 8e-72,   Method: Compositional matrix adjust. 
 Identities = 183/448 (40%), Positives = 257/448 (57%), Gaps = 39/448 (8%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR+L+LAAL  G+  + NLL+S+D   ML AL  + G S   +   K  VV G 
Sbjct: 417 PGSKSISNRVLVLAALGTGSCRITNLLHSDDTQVMLDALAKMQGASFAWENDGKELVVTG 476 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
            GG           +L+LGNAG A R   S+TA      G  + V+ G  RM+ERPIG L 
Sbjct: 477 NGGNLKASSN----ELYLGNAGTAARFLTSVTALCQPVDGTTSTVVTGNARMKERPIGPL 532 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG----GKVKLSGSISSQYLSALLMAAPLA 193 
           V  L+ +G ++D        P+R++  GG       G+++L+ ++SSQY+S++L++AP + 
Sbjct: 533 VKSLRTMGVEIDYQEKEGSLPLRISACGGFGSDSFTGEIELTANVSSQYVSSILLSAPYS 592 
 
Query: 194 LGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              V + ++  K+IS PY++MT+ +M  FGV+ E S+S    Y    + Y +P    VE  
Sbjct: 593 KKPVTLRLVGGKVISQPYIDMTIAMMAAFGVQVERSESDPNTYHIPNKPYTNPSEYEVES 652 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPP 311 
           DASSA+Y LA AAITG T TV   G+ SLQGD +FA EVL+ MG KV  ++TS TVTGPP 
Sbjct: 653 DASSATYPLAIAAITGTTCTVPNIGSGSLQGDARFAVEVLKPMGCKVEQSKTSTTVTGPP 712 
 
Query: 312 REPFGRKHLKAID-VNMNKMPDVAMTLAVVALFA--DGPTA---IRDVASWRVKETERMV 365 
                R  LKA++ ++M  M D  +T +V+A  A  +G T+   +  +A+ RVKE  R+  
Sbjct: 713 -----RGELKAVNEIDMEPMTDAFLTASVLAAVASSNGSTSTTRVYGIANQRVKECNRIQ 767 
 
Query: 366 AIRTELTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACA 416 
           A+  EL K G +  +        G  Y I  P        I  YDDHR+AM+F+ LA  A 
Sbjct: 768 AMEDELAKFGVTCRQFDDGIEVDGRGYQIDAPK-----VGIHCYDDHRVAMSFAVLALVA 822 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             PV I +  CT KT+P Y+D LS   K 
Sbjct: 823 PAPVLILEKECTGKTWPGYWDSLSQIFK 850 
 
 
>gb|AAV52047.1| AroA [Actinobacillus equuli] 
          Length = 297 
 
 Score =  275 bits (704), Expect = 9e-72,   Method: Compositional matrix adjust. 
 Identities = 153/311 (49%), Positives = 201/311 (64%), Gaps = 15/311 (4%) 
 
Query: 57  LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
           L AL+ LG++    +      V G GG F  ++    + LFLGNAG AMR LTAA+   G 
Sbjct: 1   LNALKALGVNYSLSEDKTVCTVEGIGGAFNWQNG---LSLFLGNAGTAMRPLTAALCLKG 57 
 
Query: 117 GN-ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            + A  +L G PRM+ERPI  LV  L+Q+GA V        PP+ +    GL GGKV++  
Sbjct: 58  ASEAEVILTGEPRMKERPIKHLVDALRQVGASVQYLENEGYPPLAIRN-SGLKGGKVQID 116 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           GSISSQ+L+ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGV  E+ + +  F  
Sbjct: 117 GSISSQFLTALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVNVENQN-YQTFV 175 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           +KG Q Y SP+   VEGDASSASYFLA  AI  G V V G G  S+QGD  FA VLE MG 
Sbjct: 176 VKGNQSYISPEKYLVEGDASSASYFLAAGAIK-GKVKVTGIGKNSIQGDRLFANVLEAMG 234 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           AK+TW +  +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ + 
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Sbjct: 235 AKITWGDDFIQAE--------QGELKGVDMDMNHIPDAAMTIATTALFAEGETIIRNIYN 286 
 
Query: 356 WRVKETERMVA 366 
           WRVKET+R+ A 
Sbjct: 287 WRVKETDRLAA 297 
 
 
>dbj|BAH89270.1| putative 5-enolpyruvylshikimate 3-phosphte synthase [Diospyros 
           kaki] 
          Length = 164 
 
 Score =  275 bits (703), Expect = 1e-71,   Method: Compositional matrix adjust. 
 Identities = 142/164 (86%), Positives = 155/164 (94%) 
 
Query: 171 KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
           KVKLSGSISSQYL+ALLMAAPLALGDVEIEIIDKLIS+PYVEMTL+LM+RFGV  E++D+ 
Sbjct: 1   KVKLSGSISSQYLTALLMAAPLALGDVEIEIIDKLISVPYVEMTLKLMKRFGVDVEYTDN 60 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
           W RF I+GGQKYKSP NAYVEGDASSASYFLAGAA+TGGT+TVEGCGTTSLQGDVKFAEV 
Sbjct: 61  WYRFLIRGGQKYKSPGNAYVEGDASSASYFLAGAAVTGGTITVEGCGTTSLQGDVKFAEV 120 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
           LE MGA VTWT+ SVTVTGPPR PFGRKHL+AI+VNMNKMPDVA 
Sbjct: 121 LEKMGATVTWTDNSVTVTGPPRNPFGRKHLRAIEVNMNKMPDVA 164 
 
 
>gb|AAA21937.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Aeromonas 
           salmonicida] 
          Length = 426 
 
 Score =  275 bits (702), Expect = 1e-71,   Method: Compositional matrix adjust. 
 Identities = 190/443 (42%), Positives = 245/443 (55%), Gaps = 36/443 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+PI  ++G V LPGSKS+SNR LLLAAL+ GTT + NLL+S+D+ +ML AL  LG+  + 
Sbjct: 5   LEPISRVAGEVNLPGSKSVSNRALLLAALARGTTRLTNLLDSDDIRHMLAALTQLGVKYK 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    V G G  F V      V LFLGNAG AMR L AA+    G+  Y+L G PR 
Sbjct: 65  LSADKTECTVHGLGRSFAVS---APVNLFLGNAGTAMRPLCAALCL--GSGEYMLGGEPR 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERPIG LV  L   GA +        PP+ V+   GL GG V + GS+SSQ+L+A LM 
Sbjct: 120 MEERPIGHLVDCLALKGAHIQYLKKDGYPPLVVDA-KGLWGGDVHVDGSVSSQFLTAFLM 178 
 
Query: 189 AAPLALGDV--EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           AAP A+  V   I I  +L+S PY+++TL +M   GV  EH D++  FYIKG Q   SP  
Sbjct: 179 AAP-AMAPVIPRIHIKGELVSKPYIDITLHIMNSSGVVIEH-DNYKLFYIKGNQSIVSPG 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYFLA  AI  G V V G G  S+ GD+ FA+VLE MGA++TW +  +  
Sbjct: 237 DFLVEGDASSASYFLAAGAIK-GKVRVTGIGKHSI-GDIHFADVLERMGARITWGDDFIE 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDV-------AMTLAVVALFADG-PTAIRDVASWRV 358 
               P        L  +D++MN +PDV       +  L  V   +     A+RD       
Sbjct: 295 AEQGP--------LHGVDMDMNHIPDVGHDHSGQSHCLPRVPPHSQHLQLAVRDDRCTPC 346 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
               R         + G S EEG  +      +             R+AM FSL A +++ 
Sbjct: 347 THGHRR-------AQAGVS-EEGTTFITRDAADPAQARRDRHLQRSRIAMCFSLVALSDI 398 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLST 441 
            VTI DPGCT KTFPDYFD L++ 
Sbjct: 399 AVTINDPGCTSKTFPDYFDKLAS 421 
 
 
>ref|YP_003184077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alicyclobacillus 
           acidocaldarius subsp. acidocaldarius DSM 446] 
 gb|ACV57688.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alicyclobacillus 
           acidocaldarius subsp. acidocaldarius DSM 446] 
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          Length = 450 
 
 Score =  275 bits (702), Expect = 1e-71,   Method: Compositional matrix adjust. 
 Identities = 166/426 (38%), Positives = 242/426 (56%), Gaps = 20/426 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   V++PGSKS++NR L++AAL+EG +V+  +L S+D ++ + ALR LG+ VE D     
Sbjct: 33  VDADVRVPGSKSVTNRALVIAALAEGESVLSGILQSDDAYWCIEALRALGVPVEVD--GD 90 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  + GCGG+FP  DA+    ++ G  G   R LTAA+ A+ G   Y + G  RM ERP+ 
Sbjct: 91  RVRMTGCGGQFPRSDAR----VYTGAGGTTARFLTAALAASRGE--YEIRGSRRMNERPM 144 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G+L   L+ LGA+++     D  P+R+    GL GG+V +SG+ SSQ++S +L+AAP A  
Sbjct: 145 GELFRALRVLGAEIEPLERPDTLPIRLRA-RGLAGGEVAMSGAQSSQFVSGVLIAAPYAR 203 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
             V + I+D ++   YV +TL +M+ FG K E +       ++ G  Y+    AY +E D 
Sbjct: 204 APVSVRIVDHIVQHAYVHITLDMMQAFGAKCEAAGDLAVISVEPG-GYRG--RAYDIEAD 260 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           AS+A YF A AA+TGG V V      + Q DV F +VL  MG +V  ++  + V GP    
Sbjct: 261 ASTACYFFAAAAVTGGRVRVANLTRDTRQPDVHFVDVLAKMGCEVASSDAGIEVRGP--- 317 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               K      V+M +M D  +TLA +A FADGP  I  V   R  E++R+  I   L + 
Sbjct: 318 ---EKLRGGFSVSMKEMSDQTLTLAFLAPFADGPIEITGVGHIRHHESDRIRVIVETLAR 374 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           +G   EE  D  ++ P       A+ +YDDHR+AMA S+ A     + I DPGC  KT P 
Sbjct: 375 VGVRAEEREDGVVVYPGAP-RPAALPSYDDHRVAMALSVLALRAEGIEIEDPGCVSKTCP 433 
 
Query: 434 DYFDVL 439 
            +F  L 
Sbjct: 434 TFFHHL 439 
 
 
>ref|YP_002603512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfobacterium 
           autotrophicum HRM2] 
 gb|ACN15348.1| AroA [Desulfobacterium autotrophicum HRM2] 
          Length = 439 
 
 Score =  275 bits (702), Expect = 1e-71,   Method: Compositional matrix adjust. 
 Identities = 176/445 (39%), Positives = 251/445 (56%), Gaps = 39/445 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           +V +PGSKS+S+R+++ AAL+ G + VDNLLNSED+   + AL  +G S E +K       
Sbjct: 13  SVVVPGSKSISHRMVICAALASGESTVDNLLNSEDIRLTMDALACMGASFE-NKGENIYS 71 
 
Query: 78  VVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           + G GG   P  D      ++LGN+G +MR L A + AA G++ Y L G  RM +RP+   
Sbjct: 72  IQGFGGMPGPFADP-----IYLGNSGTSMR-LIAGI-AALGDSPYHLCGDDRMSQRPMEA 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LK +G D     G  CPPV + G G   GG V L  S SSQYLS+L+M  P      
Sbjct: 125 LLSSLKMIGIDAAALHGKGCPPVVIKG-GNRRGGAVTLDCSTSSQYLSSLMMIGPFFKDG 183 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           ++I +    +S PY+++TL +M +F VK +   +  RF + GGQ Y  P +  VE D S+ 
Sbjct: 184 LDITLTSLPVSSPYIDLTLEVMSKFQVKGQRL-APTRFKVNGGQVY-VPGHFSVEPDLSN 241 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           ASYF A  A++G  VTV G   TS QGD+ F  +LE MG KV  T+  +TV G        
Sbjct: 242 ASYFWAAGAVSGAPVTVMGATQTSSQGDLAFVHILERMGCKVDTTDRGITVQG------- 294 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L+ I+V+M   PDVA TLAVVA FA+G T I +VA  R KE +R+ A+ ++L ++G  
Sbjct: 295 -NGLRGIEVDMGDCPDVAPTLAVVAAFAEGTTRIVNVAHLRAKECDRIDAVVSQLGRMGV 353 
 
Query: 377 SVEEGPDYCIITPPE-------------------KLNVTAIDTYDDHRMAMAFSLAACAE 417 
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             ++G D+  IT                       ++  +IDT++DHR+AMAFS+A     
Sbjct: 354 HADQGADWLSITGTAAGHGTGGMGSGQDDFNHGLSIHGASIDTFNDHRIAMAFSVAGLMV 413 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
             V I +  C  K+FP +++V  T  
Sbjct: 414 DNVIIENESCVGKSFPTFWEVFETL 438 
 
 
>ref|XP_002545280.1| pentafunctional polypeptide AROM [Candida tropicalis MYA-3404] 
 gb|EER35322.1| pentafunctional polypeptide AROM [Candida tropicalis MYA-3404] 
          Length = 1551 
 
 Score =  274 bits (701), Expect = 2e-71,   Method: Compositional matrix adjust. 
 Identities = 185/459 (40%), Positives = 261/459 (56%), Gaps = 34/459 (7%) 
 
Query: 5   EEIVLQPIKE--ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           +E+++ P K+      +  PGSKS+SNR L+LAAL  GT  + NLL+S+D  +ML A+   
Sbjct: 388 DEVLVHPFKQPPQENVITPPGSKSISNRALILAALGTGTVRIKNLLHSDDTKHMLAAVAA 447 
 
Query: 63  L-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG---GN 118 
           L G  +  +   +  V+ G GG     D     +L+LGNAG A R LT   +  G    N 
Sbjct: 448 LKGAEITTEDNGETIVLKGNGGDLVTCDE----ELYLGNAGTASRFLTTVASLVGKSESN 503 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
              VL G  RM+ERPIG LV  L+  G++V         P+++    GL GG+++L+ +I 
Sbjct: 504 DHVVLTGNARMQERPIGPLVDALRSNGSEVQYLNKEGSLPLKITAGNGLKGGRIELAATI 563 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           SSQY+S++LM AP A   V + ++  K IS  Y++MT  +M+ FG++   S + D  Y   
Sbjct: 564 SSQYVSSILMCAPYAKEPVTLALVGGKPISQLYIDMTCAMMKSFGIEVTKSTTEDYTYHI 623 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGA 296 
               YK+P    +E DASSA+Y LA AA+TG + TV   G++SLQGD +FA +VL+ MG  
Sbjct: 624 PKGTYKNPAEYVIESDASSATYPLAFAAMTGTSCTVPNIGSSSLQGDARFAVDVLKPMGC 683 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA--DGPTAIRDV 353 
           KV  T TS TVTGPP     R  LK +  V+M  M D  +T +VVA  A  D  T I  + 
Sbjct: 684 KVEQTATSTTVTGPP-----RGQLKPLPHVDMEPMTDAFLTASVVAAVAQGDSSTTITGI 738 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCII---------TPPEKLNVTAIDTYDDH 404 
           A+ RVKE  R+ A+ TEL K G   +E PD   I         TP   +    + +YDDH 
Sbjct: 739 ANQRVKECNRIEAMITELAKFGVKADELPDGIEIHGIDIADLKTP--SIEKRGVCSYDDH 796 
 
Query: 405 RMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           R+AM+FSL +  C E PV I +   T KT+P ++D+L + 
Sbjct: 797 RVAMSFSLLSGLCKE-PVLILERSTTGKTWPGWWDILHS 834 
 
 
>gb|EDK39572.2| hypothetical protein PGUG_03670 [Pichia guilliermondii ATCC 6260] 
          Length = 1210 
 
 Score =  273 bits (699), Expect = 3e-71,   Method: Compositional matrix adjust. 
 Identities = 187/458 (40%), Positives = 259/458 (56%), Gaps = 31/458 (6%) 
 
Query: 5   EEIVLQPIKEISGT----VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E+ + P  E   T    V  PGSKS+SNR L+LAAL  GT  + NLL+S+D  +ML A+ 
Sbjct: 42  DEVFVHPFPESKSTESTVVVPPGSKSISNRALILAALGTGTVRIKNLLHSDDTKHMLDAV 101 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAA 115 
             L G  +  +   +  VV G GGK    +     +L+LGNAG A R LT        ++ 
Sbjct: 102 SALQGAQISTEDGGETIVVTGNGGKLLSTNN----ELYLGNAGTASRFLTTVAALVEVSS 157 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G    VL G  RM+ERPIG LV  L   G+ +         P+++       GG+++L+ 
Sbjct: 158 NGPKHVVLTGNARMQERPIGPLVDALTANGSSIQYLNREGSLPLKIEAGKRFNGGRIELA 217 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            +ISSQY+S++LM AP A   V + ++  K IS  Y++MT+ +M+ FGV+   S + +   
Sbjct: 218 ATISSQYVSSILMGAPYAQEPVTLSLVGGKPISQLYIDMTIAMMKNFGVEVVKSTTEEHT 277 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
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           Y      YK+P+   +E DASSA+Y LA AA+TG + TV   G TSLQGD KFA +VL   
Sbjct: 278 YHIPKATYKNPEEYVIESDASSATYPLAFAAMTGTSCTVPNIGFTSLQGDAKFAVDVLRP 337 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG--PTAI 350 
           MG  V  TETS TV GPP     R  LK +  V+M  M D  +T +VVA  A+    T+I 
Sbjct: 338 MGCTVEQTETSTTVVGPP-----RGQLKPLATVDMEPMTDAFLTASVVAAIANSSQSTSI 392 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNV---TAIDTYDDHR 405 
             +A+ RVKE  R+ A+ T+L K G    E PD   I      KL +     + TYDDHR 
Sbjct: 393 TGIANQRVKECNRIEAMVTQLAKFGVLANELPDGIEIHGIDYRKLKIPQGRGVGTYDDHR 452 
 
Query: 406 MAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           +AM+FSL A  C++ PV I++  CT KT+P ++DVL T 
Sbjct: 453 VAMSFSLLAGMCSQ-PVLIQERSCTGKTWPGWWDVLHT 489 
 
 
>ref|XP_001484289.1| hypothetical protein PGUG_03670 [Meyerozyma guilliermondii ATCC 
           6260] 
          Length = 1210 
 
 Score =  273 bits (698), Expect = 4e-71,   Method: Compositional matrix adjust. 
 Identities = 187/458 (40%), Positives = 259/458 (56%), Gaps = 31/458 (6%) 
 
Query: 5   EEIVLQPIKEISGT----VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E+ + P  E   T    V  PGSKS+SNR L+LAAL  GT  + NLL+S+D  +ML A+ 
Sbjct: 42  DEVFVHPFPESKSTESTVVVPPGSKSISNRALILAALGTGTVRIKNLLHSDDTKHMLDAV 101 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAA 115 
             L G  +  +   +  VV G GGK    +     +L+LGNAG A R LT        ++ 
Sbjct: 102 SALQGAQISTEDGGETIVVTGNGGKLLSTNN----ELYLGNAGTASRFLTTVAALVEVSS 157 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G    VL G  RM+ERPIG LV  L   G+ +         P+++       GG+++L+ 
Sbjct: 158 NGPKHVVLTGNARMQERPIGPLVDALTANGSSIQYLNREGSLPLKIEAGKRFNGGRIELA 217 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            +ISSQY+S++LM AP A   V + ++  K IS  Y++MT+ +M+ FGV+   S + +   
Sbjct: 218 ATISSQYVSSILMGAPYAQEPVTLSLVGGKPISQLYIDMTIAMMKNFGVEVVKSTTEEHT 277 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           Y      YK+P+   +E DASSA+Y LA AA+TG + TV   G TSLQGD KFA +VL   
Sbjct: 278 YHIPKATYKNPEEYVIESDASSATYPLAFAAMTGTSCTVPNIGFTSLQGDAKFAVDVLRP 337 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG--PTAI 350 
           MG  V  TETS TV GPP     R  LK +  V+M  M D  +T +VVA  A+    T+I 
Sbjct: 338 MGCTVEQTETSTTVVGPP-----RGQLKPLATVDMEPMTDAFLTASVVAAIANSSQSTSI 392 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNV---TAIDTYDDHR 405 
             +A+ RVKE  R+ A+ T+L K G    E PD   I      KL +     + TYDDHR 
Sbjct: 393 TGIANQRVKECNRIEAMVTQLAKFGVLANELPDGIEIHGIDYRKLKIPQGRGVGTYDDHR 452 
 
Query: 406 MAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           +AM+FSL A  C++ PV I++  CT KT+P ++DVL T 
Sbjct: 453 VAMSFSLLAGMCSQ-PVLIQERSCTGKTWPGWWDVLHT 489 
 
 
>ref|XP_002492733.1| Pentafunctional arom protein [Pichia pastoris GS115] 
 emb|CAY70554.1| Pentafunctional arom protein [Pichia pastoris GS115] 
          Length = 1545 
 
 Score =  273 bits (697), Expect = 5e-71,   Method: Compositional matrix adjust. 
 Identities = 179/438 (40%), Positives = 255/438 (58%), Gaps = 30/438 (6%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL +G   + NLL+S+D  +ML A+  L G  +  D   +  VV G 
Sbjct: 411 PGSKSISNRALILAALGKGECKIKNLLHSDDTEHMLNAVAALKGADISFDDNGETVVVTG 470 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATYV-LDGVPRMRERPIGDL 137 
            GG F   DA    +++LGNAG A R LT  A++     N T+V L G  RM+ERPIG L 
Sbjct: 471 NGGNFTATDA----EIYLGNAGTASRFLTSVASIVKPDSNTTHVILTGNARMQERPIGPL 526 
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Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G+D++        P+++    GL GG+++L+ +ISSQY+S++LM AP A   V 
Sbjct: 527 VDALRTNGSDIEYLNREGSLPLKIKSGNGLKGGRIELAATISSQYVSSVLMCAPYASEPV 586 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS+ YV+MT+ +M+ FG++   S +    Y      Y +P    +E DASS 
Sbjct: 587 TLSLVGGKPISLLYVDMTIAMMKSFGIEVTKSTTEPYTYHVPQGHYVNPAEYVIESDASS 646 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+ G  VT+   G++SLQGD +FA +VL+ MG KV  T TS TV GP +    
Sbjct: 647 ATYPLAFAAMNGTQVTIPNIGSSSLQGDARFAVDVLKPMGCKVEQTATSTTVQGPTKGTL 706 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADG---PTAIRDVASWRVKETERMVAIRTELT 372 
             K L  +D  M  M D  +T +VVA  A+     T+I  +++ RVKE  R+ A+ T+L  
Sbjct: 707 --KPLPLVD--MEPMTDAFLTASVVAAIANDTNQSTSIVGISNQRVKECNRIEAMITQLA 762 
 
Query: 373 KLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
           K G   +E        G DY  +  P       + TYDDHR+AM+ S LA  AE PV I+ 
Sbjct: 763 KFGVRAKELEDGIEVFGIDYHHLKTPSD----GVYTYDDHRVAMSLSLLAGLAESPVLIQ 818 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
           +  CT KT+P ++D+L T 
Sbjct: 819 ERHCTGKTWPGWWDILHT 836 
 
 
>gb|AAW33954.1| AROM pentafunctional enzyme [Pichia pastoris] 
          Length = 1539 
 
 Score =  273 bits (697), Expect = 6e-71,   Method: Compositional matrix adjust. 
 Identities = 179/438 (40%), Positives = 255/438 (58%), Gaps = 30/438 (6%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL +G   + NLL+S+D  +ML A+  L G  +  D   +  VV G 
Sbjct: 405 PGSKSISNRALILAALGKGECKIKNLLHSDDTEHMLNAVAALKGADISFDDNGETVVVTG 464 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATYV-LDGVPRMRERPIGDL 137 
            GG F   DA    +++LGNAG A R LT  A++     N T+V L G  RM+ERPIG L 
Sbjct: 465 NGGNFTATDA----EIYLGNAGTASRFLTSVASIVKPDSNTTHVILTGNARMQERPIGPL 520 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G+D++        P+++    GL GG+++L+ +ISSQY+S++LM AP A   V 
Sbjct: 521 VDALRTNGSDIEYLNREGSLPLKIKSGNGLKGGRIELAATISSQYVSSVLMCAPYASEPV 580 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS+ YV+MT+ +M+ FG++   S +    Y      Y +P    +E DASS 
Sbjct: 581 TLSLVGGKPISLLYVDMTIAMMKSFGIEVTKSTTEPYTYHVPQGHYVNPAEYVIESDASS 640 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+ G  VT+   G++SLQGD +FA +VL+ MG KV  T TS TV GP +    
Sbjct: 641 ATYPLAFAAMNGTQVTIPNIGSSSLQGDARFAVDVLKPMGCKVEQTATSTTVQGPTKGTL 700 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADG---PTAIRDVASWRVKETERMVAIRTELT 372 
             K L  +D  M  M D  +T +VVA  A+     T+I  +++ RVKE  R+ A+ T+L  
Sbjct: 701 --KPLPLVD--MEPMTDAFLTASVVAAIANDTNQSTSIVGISNQRVKECNRIEAMITQLA 756 
 
Query: 373 KLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
           K G   +E        G DY  +  P       + TYDDHR+AM+ S LA  AE PV I+ 
Sbjct: 757 KFGVRAKELEDGIEVFGIDYHHLKTPSD----GVYTYDDHRVAMSLSLLAGLAESPVLIQ 812 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
           +  CT KT+P ++D+L T 
Sbjct: 813 ERHCTGKTWPGWWDILHT 830 
 
 
>ref|ZP_06935856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           OP50] 
          Length = 303 
 
 Score =  272 bits (696), Expect = 6e-71,   Method: Compositional matrix adjust. 
 Identities = 156/304 (51%), Positives = 201/304 (66%), Gaps = 8/304 (2%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + GT+ LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGTINLPGSKSVSNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTGLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S        R  ++G GG    E A   ++LFLGNAG AMR L AA+    G+   VL  
Sbjct: 62  VSYTLSADRTRCEIIGNGGPLHAEGA---LELFLGNAGTAMRPLAAALCL--GSNDIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+  GA +      + PP+R+ G  G  GG V + GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRLGGAKITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ E+   + +F +KGGQ Y+S 
Sbjct: 175 ALLMTAPLAPEDTVIRIKGDLVSKPYIDITLNLMKTFGVEIENQ-HYQQFVVKGGQSYQS 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    VEGDASSASYFLA AAI GGTV V G G  S+QGD++FA+VLE MGA + W +   
Sbjct: 234 PGTYLVEGDASSASYFLAAAAIKGGTVKVTGIGRNSMQGDIRFADVLEKMGATICWGDDY 293 
 
Query: 305 VTVT 308 
           ++ T 
Sbjct: 294 ISCT 297 
 
 
>ref|ZP_05060087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Verrucomicrobiae 
           bacterium DG1235] 
 gb|EDY85227.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Verrucomicrobiae 
           bacterium DG1235] 
          Length = 446 
 
 Score =  272 bits (696), Expect = 6e-71,   Method: Compositional matrix adjust. 
 Identities = 163/434 (37%), Positives = 252/434 (58%), Gaps = 24/434 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G+V +PGSKS++NR L++AAL+ G T+++N L SED   M+ AL+ LG  ++ D+ AK 
Sbjct: 14  VNGSVTVPGSKSITNRALIIAALANGETLLENCLFSEDTEIMVKALQDLGFEIQPDRDAK 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G  G+ P     ++  +F+GN+G + R LTA +  + G   Y LDGVP+MR+RPI 
Sbjct: 74  TIRVSGLSGQIP----NKQANIFVGNSGTSARFLTAFLCLSEG-GDYTLDGVPQMRKRPI 128 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            DL   L QLGA+++   G    P+R+    GL GG+  +  S SSQ++SAL+MAAP A  
Sbjct: 129 ADLAETLNQLGAEIETTNG--FAPLRIKS-RGLRGGRASIDASSSSQFVSALVMAAPYAT 185 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGV-KAEHSDSWDRFYIKGGQKYKS-PKNAYVEG 252 
             VEI + D  +   Y++MTL ++++FGV K+  + S   + I+    Y++ P+   VEG 
Sbjct: 186 EGVEIVLADTSVRRGYIDMTLEMLKQFGVPKSALASSESGYSIQRHTPYQAKPEGYLVEG 245 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-SVTVTGPP 311 
           DAS+ASYF A      G + + G    SLQGD+ F+  +E  GA + W +T +V    P  
Sbjct: 246 DASAASYFFALPVAVTGQLEIHGVTKKSLQGDIAFSTRMEEAGAYIEWHDTYAVCHYEPG 305 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P      +++  +     D  +T A +A   +GPT I ++   R +E +R+ A+   L 
Sbjct: 306 AQP------ESLQGSFYPYSDTFLTAAAIAPLLNGPTTIEEIGHTRHQECDRIAAMADGL 359 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-----P-VTIRDP 425 
            +LG  V E      IT P+ L  +++ TY DHR+AM+F +  C +      P + I +P 
Sbjct: 360 QRLGQIVAETEGSLTIT-PQPLQPSSVATYHDHRVAMSFGILGCYDALGNGQPWLQIENP 418 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C +KTFPD+F VL 
Sbjct: 419 TCCKKTFPDFFQVL 432 
 
 
>ref|XP_002419765.1| pentafunctional AROM polypeptide, putative [Candida dubliniensis 
           CD36] 
 emb|CAX41980.1| pentafunctional AROM polypeptide, putative [Candida dubliniensis 
           CD36] 
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          Length = 1550 
 
 Score =  272 bits (696), Expect = 7e-71,   Method: Compositional matrix adjust. 
 Identities = 184/442 (41%), Positives = 260/442 (58%), Gaps = 31/442 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D  +ML A+ +L G  +  +   +  VV G 
Sbjct: 407 PGSKSISNRALILAALGNGTVRVKNLLHSDDTKHMLDAVASLKGAEISTEDNGETIVVKG 466 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT---YVLDGVPRMRERPIGDL 137 
            GG        EE  L+LGNAG A R LT   +  G +      +L G  RM+ERPIG L 
Sbjct: 467 NGGNLVT--CGEE--LYLGNAGTASRFLTTVASLVGKSPASDDVILTGNARMQERPIGPL 522 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G++++        P++++   GL GG+++L+ +ISSQY+S++LM AP A   V 
Sbjct: 523 VDALRSNGSEIEYLNKQGSLPLKISAGNGLKGGRIELAATISSQYVSSILMCAPYAKEPV 582 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT  +M+ FG++   S + +  Y      YK+P    +E DASS 
Sbjct: 583 TLALVGGKPISQLYIDMTCAMMKSFGIEVTKSTTEEYTYHIPKGIYKNPTEYVIESDASS 642 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+TG + T+   G++SLQGD +FA +VL+ MG KV  T TS TVTGPP     
Sbjct: 643 ATYPLAFAAMTGTSCTIPNIGSSSLQGDARFAVDVLKPMGCKVEQTATSTTVTGPP---- 698 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFAD-GPTAIRDVASWRVKETERMVAIRTELTK 373 
            R HLK +  V+M  M D  +T +VVA  A  G T+I  +A+ RVKE  R+ A+ TEL K 
Sbjct: 699 -RGHLKPLPHVDMEPMTDAFLTASVVAAVAKGGSTSITGIANQRVKECNRIEAMVTELAK 757 
 
Query: 374 LGASVEEGPDYCII---------TPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
            G S  E PD   I         TP  +++   + +YDDHR+AM+FSL A  C E PV I 
Sbjct: 758 FGVSANELPDGIEIHGIDIKDLKTP--EISDRGVCSYDDHRVAMSFSLLAGLCKE-PVLI 814 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +   T KT+P ++D+L +  K 
Sbjct: 815 LERSTTGKTWPGWWDILHSKFK 836 
 
 
>ref|XP_505337.1| YALI0F12639p [Yarrowia lipolytica] 
 emb|CAG78144.1| YALI0F12639p [Yarrowia lipolytica] 
          Length = 1556 
 
 Score =  272 bits (695), Expect = 9e-71,   Method: Compositional matrix adjust. 
 Identities = 180/436 (41%), Positives = 253/436 (58%), Gaps = 24/436 (5%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAAK 74 
           S TV  PGSKS+SNR  +L AL +G   + NLL+S+D  +ML A+  LG  S E +   + 
Sbjct: 410 SYTVTPPGSKSISNRAFVLTALGKGPCKLRNLLHSDDTQHMLEAIELLGGASFEWEADGE 469 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVT--AAGGNATYVLDGVPRMR 130 
             +V G GGK   P +      +L+LGNAG A R LT A T    G     +L G  RM+ 
Sbjct: 470 TLLVTGNGGKLTAPAQ------ELYLGNAGTASRFLTTAATLVQKGDKDHVILTGNKRMQ 523 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           ERPIG LV  L+  GAD+         P+++    GL GG ++++ ++SSQY+S+LLM A 
Sbjct: 524 ERPIGPLVDALRSNGADIAFQNAEGSLPLKIEAGVGLKGGLIEVAATVSSQYVSSLLMCA 583 
 
Query: 191 PLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P A   V + ++  K IS  Y++MT+ +M  FGV     ++ +  Y      Y +P+    
Sbjct: 584 PYAQTPVTLSLVGGKPISQFYIDMTIAMMADFGVVVTKDETKEHTYHIPQGVYTNPEEYV 643 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           VE DASSA+Y LA AA+TG TVTV   G+ SLQGD +FA +VL+ MG  V  T TS TVT 
Sbjct: 644 VESDASSATYPLAYAAMTGHTVTVPNIGSKSLQGDARFAIDVLKAMGCTVEQTATSTTVT 703 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G P       +LKAI V+M  M D  +T  VVA  ++G T I  +A+ RVKE  R+ A+R 
Sbjct: 704 GVP-------NLKAIAVDMEPMTDAFLTACVVAAVSEGTTVITGIANQRVKECNRIEAMR 756 
 
Query: 369 TELTKLGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIRD 424 
            +L K G     +E+G +   I+  +     ++ +YDDHR+AM+FS L++    PV I + 
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Sbjct: 757 VQLAKYGVVCRELEDGIEVDGISRSDLKTPVSVHSYDDHRVAMSFSLLSSIMAAPVAIEE 816 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
             C  KT+P ++DVLS 
Sbjct: 817 RRCVEKTWPGWWDVLS 832 
 
 
>gb|EFQ33466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Glomerella 
           graminicola M1.001] 
          Length = 1579 
 
 Score =  271 bits (694), Expect = 1e-70,   Method: Compositional matrix adjust. 
 Identities = 192/461 (41%), Positives = 258/461 (55%), Gaps = 28/461 (6%) 
 
Query: 3   GAEEIVLQPI--------KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 54 
           GA  +VL P         K +  TV  PGSKS+SNR L+LAAL +GT  + NLL+S+D   
Sbjct: 386 GAIRVVLSPATQVIPGVPKSLHTTVTPPGSKSISNRALVLAALGQGTCCITNLLHSDDTE 445 
 
Query: 55  YMLGALRTLGLSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA--A 111 
           YML A+  LG +  A + A +   V G GG+     +  +  L+LGNAG A R LT   A 
Sbjct: 446 YMLSAIAQLGGATYAWEDAGEVLAVQGKGGRL----SASKKALYLGNAGTASRFLTTVVA 501 
 
Query: 112 VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 171 
           + A    ++ VL G  RM+ RPIG LV  L+  G  +         P++V+   G  GG  
Sbjct: 502 LCAPSDVSSTVLTGNARMKVRPIGPLVDALRANGLGIKYLGQEKSLPLQVDAADGFEGGV 561 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDS 230 
           ++L+ +ISSQY+S++LMAAP A   V + ++  K IS  Y++MT+ +M  FGV    S   
Sbjct: 562 IELAATISSQYVSSILMAAPYAKNPVTLRLVGGKPISQFYIDMTIAMMRTFGVNVTKSAE 621 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-E 289 
               Y      Y++P    VE DASSA+Y LA AAITG T TV   G+ SLQGD +FA + 
Sbjct: 622 EPNTYHVPKAVYQNPPEYVVESDASSATYPLAIAAITGTTCTVPNIGSDSLQGDSRFAVD 681 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAVVALFADGPT 348 
           VL  MG  V  T TS TVTGP   P G   LKAI+ V+M  M D  +T +V+A  A G T 
Sbjct: 682 VLRPMGCTVEQTGTSTTVTGP---PIG--SLKAIEHVDMEPMTDAFLTASVLAAVASGTT 736 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDH 404 
            I  +A+ RVKE  R+  +R +L K G   +E  D  I+      ++      I  YDDH 
Sbjct: 737 RISGIANQRVKECNRIGVMREQLAKFGVETDEFDDGIIVNGRSVQSLQGPTEGIFCYDDH 796 
 
Query: 405 RMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           R+AM+FS L+  A  PVTI +  CT KT+P ++D LS   K 
Sbjct: 797 RVAMSFSVLSVVAPKPVTILERECTGKTWPGWWDTLSQSFK 837 
 
 
>ref|XP_002615931.1| hypothetical protein CLUG_04813 [Clavispora lusitaniae ATCC 42720] 
 gb|EEQ40685.1| hypothetical protein CLUG_04813 [Clavispora lusitaniae ATCC 42720] 
          Length = 1568 
 
 Score =  271 bits (694), Expect = 1e-70,   Method: Compositional matrix adjust. 
 Identities = 186/460 (40%), Positives = 258/460 (56%), Gaps = 33/460 (7%) 
 
Query: 5   EEIVLQPIKEIS----GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P +E +      V  PGSKS+SNR L+LAAL +GT  + NLL+S+D  +ML A+ 
Sbjct: 389 DETLVHPFQEETTPKENVVIPPGSKSISNRALILAALGKGTVRIKNLLHSDDTKHMLAAV 448 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG--- 116 
             L G  +  +      VV G GG F   D     QL+LGNAG A R LT   +       
Sbjct: 449 AALKGAEISTEDNGDTIVVKGNGGNFITCDE----QLYLGNAGTASRFLTTVASLVNVNE 504 
 
Query: 117 -GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
             N   VL G  RM+ERP+G LV  L+  G++++        P+++    GL GG+V+L+ 
Sbjct: 505 QSNDYTVLTGNARMQERPVGPLVNALRANGSEIEYLNNEGSLPLKIKAGKGLKGGRVELA 564 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            +ISSQY+S++LM AP A  +V + ++  K IS  Y++MT+ +M+ FG+        +   
Sbjct: 565 ATISSQYVSSILMCAPYAEKEVTLALVGGKPISQLYIDMTIAMMKDFGISVTRDPHEEHT 624 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
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           Y      Y +P    VE DASSA+Y LA AA+TG + TV   G++SLQGD +FA +VL+  
Sbjct: 625 YHIPKGVYSNPGVYEVESDASSATYPLAFAAMTGTSCTVPNIGSSSLQGDARFAVDVLKP 684 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG--PTAIR 351 
           MG  V  T TS TV GP +     K L  +D  M  M D  +T +VVA  A+   PT I  
Sbjct: 685 MGCTVEQTSTSTTVRGPSKGSL--KPLTHVD--MEPMTDAFLTASVVAAIANSSVPTQIT 740 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGP--------DYCIITPPEKLNVTAIDTYDD 403 
            +A+ RVKE  R++A+  EL K G   EE P        DY  +  P  L    + TYDD 
Sbjct: 741 GIANQRVKECNRILAMVDELAKFGVRAEELPDGIEIYGIDYKNLKVP-SLENRGVCTYDD 799 
 
Query: 404 HRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           HR+AM+FSL A  C E PV I +  CT KT+P ++DVL T 
Sbjct: 800 HRVAMSFSLLAGMCPE-PVLITERSCTGKTWPGWWDVLHT 838 
 
 
>ref|XP_384463.1| hypothetical protein FG04287.1 [Gibberella zeae PH-1] 
          Length = 1568 
 
 Score =  271 bits (693), Expect = 1e-70,   Method: Compositional matrix adjust. 
 Identities = 185/450 (41%), Positives = 255/450 (56%), Gaps = 32/450 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADK 71 
           K+++ TV  PGSKS+SNR L+LAAL  GT  + NLL+S+D  YML A+  LG  S      
Sbjct: 401 KDLAVTVAPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTQYMLSAIHQLGGASYSWQD 460 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNAT-YVLDGVPR 128 
           A +  VV G GG   ++ +KE   L+LGNAG A R LT  V  A  G +AT  VL G  R 
Sbjct: 461 AGEVLVVEGKGGN--LQASKEP--LYLGNAGTASRFLTTVVALASPGQDATTNVLTGNAR 516 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M+ RPIG LV  L+  G +++     +  P+R++  GG  GG ++L+ +ISSQY+S++LM 
Sbjct: 517 MKVRPIGALVDALRSNGLEIEYLGKENSLPLRIDAAGGFKGGDIELAATISSQYVSSILM 576 
 
Query: 189 AAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           AAP A   V + ++  K IS  Y++MT+ +M  FG+  E S      Y      YK+P   
Sbjct: 577 AAPYAKNPVTLRLVGGKPISQLYIDMTIAMMASFGIDVEVSSKEPNTYHIPKGAYKNPPE 636 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVT 306 
             +E DASSA+Y LA AAITG   T+   G+ SLQGD +FA +VL  MG  V  ++ S T 
Sbjct: 637 YTIESDASSATYPLAVAAITGTKCTIPNIGSKSLQGDARFAVDVLRPMGCSVEQSDYSTT 696 
 
Query: 307 VTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           VTGP         LKA+  V+M  M D  +T +V+A  A G T I  +A+ RVKE  R+  
Sbjct: 697 VTGP-----APGQLKALAHVDMEPMTDAFLTASVLAAVASGTTQITGIANQRVKECNRIA 751 
 
Query: 366 AIRTELTKLGASVEE----------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAA 414 
           A++ +L K G    E          G D  + TP       +I  YDDHR+AM+FS LA  
Sbjct: 752 AMKDQLAKFGVQCNELEDGIEVIGKGQDGGVSTPE-----ASIHCYDDHRVAMSFSVLAV 806 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +  PV + +  C  KT+P ++D+L    K 
Sbjct: 807 ASPGPVIVTERECVGKTWPGWWDILFQVFK 836 
 
 
>ref|XP_368116.2| hypothetical protein MGG_01128 [Magnaporthe oryzae 70-15] 
 gb|EDK02180.1| hypothetical protein MGG_01128 [Magnaporthe grisea 70-15] 
          Length = 1575 
 
 Score =  271 bits (692), Expect = 2e-70,   Method: Compositional matrix adjust. 
 Identities = 185/433 (42%), Positives = 255/433 (58%), Gaps = 23/433 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL +G   + NLL+S+D  +ML A+  L G S   +   +  VV G 
Sbjct: 428 PGSKSISNRALILAALGKGPCRIKNLLHSDDTEHMLNAIGKLRGASFSWEDDGEILVVEG 487 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT----AAGGNATY-VLDGVPRMRERPIG 135 
            GG+     A  E +L+LGNAG A R LT        ++ G+AT  VL G  RM+ RPIG 
Sbjct: 488 RGGQL---FAPSEGELYLGNAGTASRFLTTVAALCSPSSDGDATSTVLTGNARMKLRPIG 544 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
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            LV  L+  G +++        P+RV+  GG  GG ++L+ ++SSQY+S+LLMAAP A   
Sbjct: 545 ALVDALRSNGINIEYMGKESSLPIRVDAAGGFGGGVIELAATVSSQYVSSLLMAAPYAKE 604 
 
Query: 196 DVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQKYKSPKNAYVEGD 253 
            V + ++  K IS PY++MT+ +M  FG+  + S +  D ++I  G  Y +P    VE D 
Sbjct: 605 PVTLRLVGGKPISQPYIDMTIAMMRSFGIDVQRSTTEADTYHIPQG-IYTNPAEYTVESD 663 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPR 312 
           ASSA+Y LA AAITG T T+   G+ SLQGD +FA EVL  MG  V  + +S TVTGP   
Sbjct: 664 ASSATYPLAVAAITGTTCTIPNIGSASLQGDARFAVEVLRPMGCTVEQSASSTTVTGP-- 721 
 
Query: 313 EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            P G+  LK I  V+M  M D  +T +V+A  A G T I  +A+ RVKE  R+ A++ +L 
Sbjct: 722 -PLGQ--LKGIPHVDMEPMTDAFLTASVLAAVASGTTQITGIANQRVKECNRIKAMKDQL 778 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFS-LAACAEVPVTIRDPGC 427 
            K G    E  D   +T      +T    I  YDDHR+AM+FS L+  +  PV I +  C 
Sbjct: 779 AKFGVHCNELDDGIEVTGNSWTELTEPREIYCYDDHRVAMSFSVLSVISPHPVLILEREC 838 
 
Query: 428 TRKTFPDYFDVLS 440 
           T KT+P ++DVLS 
Sbjct: 839 TGKTWPGWWDVLS 851 
 
 
>ref|YP_066747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotalea 
           psychrophila LSv54] 
 emb|CAG37740.1| related to 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Desulfotalea psychrophila LSv54] 
          Length = 451 
 
 Score =  270 bits (691), Expect = 2e-70,   Method: Compositional matrix adjust. 
 Identities = 179/433 (41%), Positives = 251/433 (57%), Gaps = 21/433 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I +Q +  +  +V +PGSKSL+ R L+ AAL+EG + +   L SED  Y   ALR +G++ 
Sbjct: 32  IEIQTVGSVDVSVAVPGSKSLTQRALIAAALAEGESTLHGPLVSEDTEYSSAALRQVGVT 91 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++ +++ +   V G  G+     A     +FLGN G A R LT+ ++   GN+ +VLDG  
Sbjct: 92  IDHEESWR---VQGNAGRI----APCAEPIFLGNNGTATRFLTSVLSL--GNSRFVLDGD 142 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM ERPI  L+  L+  G DV     T CPP+ +N  G L GG   L    SSQYLS+L 
Sbjct: 143 KRMAERPIEPLMTALQGWGVDVSSMHDTGCPPLVINSTG-LAGGMTVLPEGKSSQYLSSL 201 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+ AP A    E+ +  ++ S PY+ MTL +M RFG+  E+S  +  F I  G  Y+  + 
Sbjct: 202 LLVAPYAREVAELRVEGEVFSKPYITMTLDVMSRFGIHVEYSSDYKYFKIPRG-IYRG-Q 259 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGDASSASYF A AA+TGG V VE    +SLQGDVK   +L  MG  ++     +T 
Sbjct: 260 DYSVEGDASSASYFWAAAAVTGGRVRVENVSVSSLQGDVKLVPLLGRMGCGLSIEGGGIT 319 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +            L+ I V+M  MPDV  TLAVVA FA+G T I+++   R+KE +R+ A 
Sbjct: 320 LAST-------GMLEGISVDMADMPDVVPTLAVVAAFAEGKTHIQNIGHLRIKECDRLHA 372 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           + TELT++GA VEE  D  +I       L+   I+TYDDHRMAM+ ++A      V I   
Sbjct: 373 VVTELTRMGAEVEEHSDSMVIHGKGGRDLHGATIETYDDHRMAMSMAVAGLKVPGVEISG 432 
 
Query: 425 PGCTRKTFPDYFD 437 
            GC  K+FPD++  
Sbjct: 433 EGCVAKSFPDFWQ 445 
 
 
>ref|XP_001528832.1| pentafunctional AROM polypeptide [Lodderomyces elongisporus NRRL 
           YB-4239] 
 gb|EDK47592.1| pentafunctional AROM polypeptide [Lodderomyces elongisporus NRRL 
           YB-4239] 
          Length = 1551 
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 Score =  270 bits (691), Expect = 3e-70,   Method: Compositional matrix adjust. 
 Identities = 179/434 (41%), Positives = 255/434 (58%), Gaps = 24/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL EGTT + NLL+S+D  +ML A+  + G +V  + +    VV G 
Sbjct: 408 PGSKSISNRALILAALGEGTTRIKNLLHSDDTKHMLDAVVLMKGATVSFEDSGDTVVVQG 467 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVPRMRERPIGDL 137 
            GGK      KEE+  +LGNAG A R LTA    V +     +  L G  RM+ERPI  L 
Sbjct: 468 HGGKLFA--CKEEI--YLGNAGTASRFLTAVAALVNSTQDEKSVTLTGNARMQERPIAAL 523 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L   G+ VD        P+++    G  GG+++L+ + SSQY+SA+LM AP A  +V 
Sbjct: 524 VDALTTNGSKVDYLNKQGSLPLKIEAGNGFKGGRIELAATTSSQYVSAILMCAPYAEKEV 583 
 
Query: 198 EIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT+ +M+ FGV    S++ +  Y      Y++P+   VE DASS 
Sbjct: 584 TLSLVGGKPISQLYIDMTIAMMKDFGVDVTKSETEEYTYHIPKSVYQNPQEYVVESDASS 643 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+T  + T+   G++SLQGD +FA +VL+ MG  V  T  S TVTGP   P  
Sbjct: 644 ATYPLAFAALTNSSCTIPNIGSSSLQGDARFAVDVLKPMGCTVEQTSKSTTVTGP---PI 700 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
           G   LKA+ +++M  M D  +T +VVA  + G T I  +A+ RVKE  R+ A+  EL K  
Sbjct: 701 GT--LKALPEIDMEPMTDAFLTASVVAAVSQGTTTISGIANQRVKECNRIKAMVDELAKF 758 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTA-----IDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           G S +E  D   I   +  ++       + TYDDHR+AM+FSL A  C + PV I++    
Sbjct: 759 GVSADETEDGIRIHGVQLRDLKTPGGRGVKTYDDHRVAMSFSLLAGLCKD-PVLIQERST 817 
 
Query: 428 TRKTFPDYFDVLST 441 
           T KT+P ++DVL + 
Sbjct: 818 TGKTWPGWWDVLHS 831 
 
 
>ref|YP_644215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rubrobacter 
           xylanophilus DSM 9941] 
 gb|ABG04403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rubrobacter 
           xylanophilus DSM 9941] 
          Length = 447 
 
 Score =  270 bits (691), Expect = 3e-70,   Method: Compositional matrix adjust. 
 Identities = 189/437 (43%), Positives = 260/437 (59%), Gaps = 21/437 (4%) 
 
Query: 5   EEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           EE+ + P+ +    TV+LPGSKS++NR LL+AAL+ GT+ ++N L ++D  +++ AL  L 
Sbjct: 23  EEMEVAPLERPPDATVRLPGSKSITNRALLVAALAGGTSRIENPLLADDPFWLMNALVGL 82 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G  V   +      V G GG  P   A     +F+GNAG   R L  A+  A G+  Y + 
Sbjct: 83  GFGVRVGEEGA-VEVAGGGGGIPAPSA----DVFVGNAGTVARFLPPAL--ALGSGPYRV 135 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG PRMRERP+ +LV  L+ LGA V+C       P+ V G     GG++ +SG  SSQ+L 
Sbjct: 136 DGTPRMRERPVAELVEALRALGARVECEEREGHLPLVVRGGARG-GGEISVSGERSSQFL 194 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S LL++AP   G + +     L+S PYV++T+R+M  FG   E   S   F +  G  Y+ 
Sbjct: 195 SGLLISAPCLPGGLTVRPRGALVSRPYVDITVRVMRSFGASVEEEPSGAAFRVAPG-AYR 253 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +   AY VE DAS+ASYFLA AA+T G V + G G +SLQGDV FA +L  MG +V+ +E 
Sbjct: 254 A--TAYRVEPDASAASYFLAAAALTAGRVVIPGLGRSSLQGDVAFAGILRRMGCRVSLSE 311 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + + GPPR       L+ ++ +MN + D  MTLA +A FA  PT I++VA  R++ET+ 
Sbjct: 312 DRIELAGPPR-------LRGVEADMNAISDTMMTLAAIAPFASSPTLIKNVAHTRLQETD 364 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
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           R+ A+  EL++LG  V E PD   I  P K+   AI TY DHRMAMAFSL       V I 
Sbjct: 365 RLAAVAAELSRLGVRVHETPDSLRII-PGKVRPAAIRTYGDHRMAMAFSLVGLRVRGVRI 423 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            DPGC  KT P YF +L 
Sbjct: 424 LDPGCVTKTLPGYFRLL 440 
 
 
>ref|XP_001792082.1| hypothetical protein SNOG_01444 [Phaeosphaeria nodorum SN15] 
 gb|EAT91093.2| hypothetical protein SNOG_01444 [Phaeosphaeria nodorum SN15] 
          Length = 1661 
 
 Score =  270 bits (690), Expect = 3e-70,   Method: Compositional matrix adjust. 
 Identities = 182/456 (39%), Positives = 256/456 (56%), Gaps = 39/456 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKA 72 
           +++ T   PGSKS+SNR+L+LAAL  G+  + NLL+S+D   ML AL +  G S   +   
Sbjct: 408 DLNVTCTPPGSKSVSNRVLVLAALGTGSCRITNLLHSDDTQVMLDALAKMQGASFSWEND 467 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAGGNATYVLDGVPRM 129 
            K  VV G GG+          +L+LGNAG A R   S+TA   A  G  + V+ G  RM 
Sbjct: 468 GKELVVTGNGGQLKASSN----ELYLGNAGTAARFLTSVTALCQAQEGVTSTVVTGNARM 523 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG----GKVKLSGSISSQYLSA 185 
           +ERPIG LV  L+ +G DVD        P+R++  GG       G+++L+ ++SSQY+S+ 
Sbjct: 524 KERPIGPLVKSLRTMGIDVDYQEKEGSLPLRISACGGFGSEAFSGEIELTANVSSQYVSS 583 
 
Query: 186 LLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           +L++AP +   V + ++  K+IS PY++MT+ +M  FGV+ +   S    Y    + Y + 
Sbjct: 584 ILLSAPYSKKPVTLRLVGGKVISQPYIDMTIAMMASFGVQVKRDQSDPNTYRIPNKPYTN 643 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTET 303 
           P    VE DASSA+Y LA AAITG T TV   G+ SLQGD +FA EVL+ MG KV  T+T 
Sbjct: 644 PAEYVVESDASSATYPLAIAAITGTTCTVPNIGSGSLQGDARFAIEVLKPMGCKVEQTKT 703 
 
Query: 304 SVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG-----PTAIRDVASWR 357 
           S TVTGPP     R  LKA+ +++M  M D  +T +V+A           T I  +A+ R 
Sbjct: 704 STTVTGPP-----RGELKAVKEIDMEPMTDAFLTASVLAAVCSSNGTSTTTRIYGIANQR 758 
 
Query: 358 VKETERMVAIRTELTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           VKE  R+ A+  EL K G +  +        G  Y +  P        I  YDDHR+AM+ 
Sbjct: 759 VKECNRIQAMEDELAKFGITCRQFDDGIEVDGRGYQLDAPK-----VGIHCYDDHRVAMS 813 
 
Query: 410 FS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           F  L   A  PV I +  CT KT+P Y+D+L+   K 
Sbjct: 814 FGVLGLVAPEPVLILEKDCTGKTWPGYWDILNQQFK 849 
 
 
>gb|EFY99234.1| pentafunctional AROM polypeptide [Metarhizium anisopliae ARSEF 23] 
          Length = 1570 
 
 Score =  270 bits (690), Expect = 3e-70,   Method: Compositional matrix adjust. 
 Identities = 180/441 (40%), Positives = 253/441 (57%), Gaps = 25/441 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAAKRA 76 
           TV  PGSKS+SNR L+LAAL  G   + NLL+S+D  +ML A++ LG  S     A +   
Sbjct: 406 TVTPPGSKSISNRALILAALGSGPCKIKNLLHSDDTEFMLSAIKQLGGASYSWHDAGEIL 465 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT----AAGGNATYVLDGVPRMRER 132 
            V G GGK     ++E+  L++GNAG A R LT  +T      G N+T VL G  RM+ R 
Sbjct: 466 EVTGNGGKLSA--SRED--LYIGNAGTASRFLTTVLTLCSSTQGSNST-VLTGNARMKVR 520 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+Q GA ++        P+RV+  GG  GG ++L+ ++SSQY+S++LMAAP  
Sbjct: 521 PIGPLVDALRQNGAQIEYLEQEKSLPIRVHSTGGFQGGMIELAATVSSQYVSSILMAAPY 580 
 
Query: 193 ALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQKYKSPKNAYV 250 
           A   V + ++  K IS PY++MT+ +M  FG+    S +  D ++I  G  YK+P +  + 
Sbjct: 581 AKSPVTLRLVGGKPISQPYIDMTISMMSSFGISVTKSTTEMDTYHIPLG-AYKNPSDYII 639 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTG 309 
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           E DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL  MG  V   E S TVTG 
Sbjct: 640 ESDASSATYPLAVAAITGTTCTIPNIGSASLQGDARFAIDVLRPMGCSVQQDEHSTTVTG 699 
 
Query: 310 PPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           P         LK +  V+M  M D  +T +V+A  A+G T I  +A+ RVKE  R+ A++ 
Sbjct: 700 PI-----TGQLKPLPQVDMEPMTDAFLTASVLAAVANGETQITGIANQRVKECNRIAAMK 754 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
            +L K G +  E  D   I+     ++      I  YDDHR+AM+ S L+  A     I  
Sbjct: 755 EQLAKFGITCTELDDGIQISGKSLSDIQTPNVGIHCYDDHRVAMSLSVLSVVAPGSTIIT 814 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C  KT+P ++D L+   K 
Sbjct: 815 ERECVGKTWPGWWDTLAQSFK 835 
 
 
>sp|Q12659.1|ARO1_PNECA RecName: Full=Pentafunctional AROM polypeptide; Includes: RecName: 
           Full=3-dehydroquinate synthase; Includes: RecName: 
           Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS; Includes: 
           RecName: Full=Shikimate kinase; Includes: RecName: 
           Full=3-dehydroquinate dehydratase; 
           Short=3-dehydroquinase; Includes: RecName: 
           Full=Shikimate dehydrogenase 
 gb|AAA17839.1| pentafunctional enzyme [Pneumocystis carinii] 
          Length = 1581 
 
 Score =  270 bits (689), Expect = 4e-70,   Method: Composition-based stats. 
 Identities = 173/444 (38%), Positives = 251/444 (56%), Gaps = 28/444 (6%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS-VEADKAAKRA 76 
           T+ LPGSKS+SNR L+LA+LS G   + N L+S+D +YML AL  L  +  + ++      
Sbjct: 409 TITLPGSKSISNRALILASLSNGICYLKNFLHSDDTYYMLSALEKLNAAEFKWEQDGDVL 468 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT---YVLDGVPRMRERP 133 
           VV G  G         +++L+LGN+G   R LT+  T    N+     +L G  RM++RP 
Sbjct: 469 VVKGKSGYL----ENPQMELYLGNSGTTARFLTSICTLVQPNSRENHLILTGSNRMKQRP 524 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSISSQYLSALLMAAPL 192 
           IG LV  LK  G  ++     +C P+ +     GL GG + LS ++SSQY+S++LM +P  
Sbjct: 525 IGPLVDALKNNGCCIEYLELENCLPLLIKPKEIGLYGGNINLSATVSSQYVSSILMCSPY 584 
 
Query: 193 ALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           A   V + +I  K IS PY++MT+ +M  FG+K   S S +  Y      Y  P    +E 
Sbjct: 585 AKTQVTLSLIGGKPISQPYIDMTISMMSSFGIKVTRSHSKENTYYIPKGCYTCPSEYIIE 644 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE-VLEMMGAKVTWTETSVTVTGP 310 
           GDA+SA+Y LA AAITGG+ T+   G+ SLQGD KF+E +L+ MG +V  + T+  + GP 
Sbjct: 645 GDATSATYPLAIAAITGGSCTISNVGSASLQGDSKFSEYILKPMGCEVVQSPTTTYIKGP 704 
 
Query: 311 PREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA---DGP--TAIRDVASWRVKETERM 364 
           P     +  LK++  +NM  M D  +T AV+A  A     P  T I  +++ R+KE  R+ 
Sbjct: 705 P-----KGKLKSLGSINMESMTDTFLTAAVLASVAYEESKPYVTKITGISNQRIKECNRI 759 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLN----VTAIDTYDDHRMAMAFSLAAC-AEVP 419 
            A+  EL K G    E PD   +      N    V  I+ Y+DHR+AM+FS+ AC +  P 
Sbjct: 760 NAMVCELKKFGIEAGELPDGIYVKALNTSNLPYSVEGINCYNDHRIAMSFSVLACISSKP 819 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL-STF 442 
            TI D  C  KT+P ++D+L STF 
Sbjct: 820 TTILDKACVNKTWPYWWDILNSTF 843 
 
 
>ref|XP_001528849.1| pentafunctional AROM polypeptide [Lodderomyces elongisporus NRRL 
           YB-4239] 
 gb|EDK47578.1| pentafunctional AROM polypeptide [Lodderomyces elongisporus NRRL 
           YB-4239] 
          Length = 1551 
 
 Score =  270 bits (689), Expect = 4e-70,   Method: Compositional matrix adjust. 
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 Identities = 179/434 (41%), Positives = 255/434 (58%), Gaps = 24/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL EGTT + NLL+S+D  +ML A+  + G +V  + +    VV G 
Sbjct: 408 PGSKSISNRALILAALGEGTTRIKNLLHSDDTKHMLDAVVLMKGATVSFEDSGDTVVVQG 467 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVPRMRERPIGDL 137 
            GGK      KEE+  +LGNAG A R LTA    V +     +  L G  RM+ERPI  L 
Sbjct: 468 HGGKLFA--CKEEI--YLGNAGTASRFLTAVAALVNSTQDEKSVTLTGNARMQERPIAAL 523 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L   G+ VD        P+++    G  GG+++L+ + SSQY+SA+LM AP A  +V 
Sbjct: 524 VDALTTNGSKVDYLNKQGSLPLKIEAGNGFKGGRIELAATTSSQYVSAILMCAPYAEKEV 583 
 
Query: 198 EIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT+ +M+ FGV    S++ +  Y      Y++P+   VE DASS 
Sbjct: 584 TLSLVGGKPISQLYIDMTIAMMKDFGVDVTKSETEEYTYHIPKAVYQNPQEYVVESDASS 643 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+T  + T+   G++SLQGD +FA +VL+ MG  V  T  S TVTGP   P  
Sbjct: 644 ATYPLAFAALTNSSCTIPNIGSSSLQGDARFAVDVLKPMGCTVEQTSKSTTVTGP---PI 700 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
           G   LKA+ +++M  M D  +T +VVA  + G T I  +A+ RVKE  R+ A+  EL K  
Sbjct: 701 GT--LKALPEIDMEPMTDAFLTASVVAAVSQGTTTISGIANQRVKECNRIKAMVDELAKF 758 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTA-----IDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           G S +E  D   I   +  ++       + TYDDHR+AM+FSL A  C + PV I++    
Sbjct: 759 GVSADETEDGISIHGVQLKDLKTPGGRGVKTYDDHRVAMSFSLLAGLCKD-PVLIQERST 817 
 
Query: 428 TRKTFPDYFDVLST 441 
           T KT+P ++DVL + 
Sbjct: 818 TGKTWPGWWDVLHS 831 
 
 
>gb|ABB04469.1| 5-enolpyruvylshikimate 3-phosphate synthase [Yersinia kristensenii] 
          Length = 235 
 
 Score =  270 bits (689), Expect = 5e-70,   Method: Compositional matrix adjust. 
 Identities = 133/237 (56%), Positives = 169/237 (71%), Gaps = 9/237 (3%) 
 
Query: 204 KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 263 
           +L+S PY+++TL LM+ FGV+  H +++  F+IKGGQ Y SP    VEGDASSASYFLA  
Sbjct: 2   ELVSKPYIDITLHLMKTFGVEVVH-ENYQVFHIKGGQTYHSPGTYLVEGDASSASYFLAA 60 
 
Query: 264 AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 323 
           AAI GGTV V G G  S+QGD KFA+VLE MGAKV+W +  +  +        R  L+ I 
Sbjct: 61  AAIKGGTVRVTGIGKKSVQGDTKFADVLEKMGAKVSWGDDYIECS--------RGTLQGI 112 
 
Query: 324 DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 383 
           D++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ A+ TEL K+GA VEEG D 
Sbjct: 113 DMDMNHIPDAAMTIATTALFADGPTTIRNIYNWRVKETDRLSAMATELRKVGAEVEEGQD 172 
 
Query: 384 YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           Y  + PP +L    I TY+DHRMAM FSL A ++  VTI DP CT KTFPDYF+ L+ 
Sbjct: 173 YIRVVPPTQLIAAEIGTYNDHRMAMCFSLVALSDTQVTILDPKCTAKTFPDYFEQLA 229 
 
 
>ref|ZP_03367581.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E98-0664] 
          Length = 243 
 
 Score =  269 bits (687), Expect = 7e-70,   Method: Compositional matrix adjust. 
 Identities = 135/246 (54%), Positives = 171/246 (69%), Gaps = 11/246 (4%) 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           D  I +  +L+S PY+++TL LM+ FGV+ A H   + +F +KGGQ+Y SP    VEGDA 
Sbjct: 2   DTIIRVKGELVSKPYIDITLNLMKTFGVEIANHH--YQQFVVKGGQQYHSPGRYLVEGDA 59 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA +TW +  +  T       
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Sbjct: 60  SSASYFLAAGAIKGGTVKVTGIGRKSMQGDIRFADVLEKMGATITWGDDFIACT------ 113 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
             R  L AID++MN +PD AMT+A  ALFA G T +R++ +WRVKET+R+ A+ TEL K+ 
Sbjct: 114 --RGELHAIDMDMNHIPDAAMTIATTALFAKGTTTLRNIYNWRVKETDRLFAMATELRKV 171 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           GA VEEG DY  ITPP KL    I TY+DHRMAM FSL A ++ PVTI DP CT KTFPD 
Sbjct: 172 GAEVEEGHDYIRITPPAKLQHADIGTYNDHRMAMCFSLVALSDTPVTILDPKCTAKTFPD 231 
 
Query: 435 YFDVLS 440 
           YF+ L+ 
Sbjct: 232 YFEQLA 237 
 
 
>ref|XP_001384008.2| hypothetical protein PICST_89141 [Scheffersomyces stipitis CBS 
           6054] 
 gb|ABN65979.2| predicted protein [Scheffersomyces stipitis CBS 6054] 
          Length = 1571 
 
 Score =  268 bits (686), Expect = 8e-70,   Method: Compositional matrix adjust. 
 Identities = 185/466 (39%), Positives = 265/466 (56%), Gaps = 38/466 (8%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E+++ P  +     +  V  PGSKS+SNR L+LAAL  GT  + NLL+S+D  +ML A+ 
Sbjct: 389 DEVLVHPFDDKLIPKTNVVIPPGSKSISNRALVLAALGTGTVRIKNLLHSDDTKHMLEAV 448 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
            +L G S+  +   +  VV G GGK    D     QL+LGNAG A R LT+     G N  
Sbjct: 449 ASLKGASISTEDNGETIVVTGNGGKLVSCDE----QLYLGNAGTASRFLTSVAPLVGINP 504 
 
Query: 120 T----YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
                 VL G  RM+ERPIG LV  L+  G+++D        P++V    GL GG+++L+ 
Sbjct: 505 QSGEHVVLTGNARMQERPIGPLVDALRANGSEIDYLNKEGSLPLKVKAGKGLNGGRIELA 564 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            +ISSQY+S++LM AP A   V + ++  K IS  Y+ MT+ +M+ FG+    S++ +   
Sbjct: 565 ATISSQYVSSILMCAPYANEPVTLSLVGGKPISQLYINMTIAMMKTFGIVVTKSETEEHT 624 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           Y      Y +PK   +E DASSA+Y LA AA+TG + T+   G++SLQGD +FA +VL   
Sbjct: 625 YHIPRGSYVNPKEYVIESDASSATYPLAFAALTGTSCTIPNIGSSSLQGDARFAVDVLRP 684 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG---PTA 349 
           MG +V  T TS TVTGP        +LK +  V+M  M D  +T +VVA  A      T+ 
Sbjct: 685 MGCEVVQTATSTTVTGP-----SVGNLKPLPHVDMEPMTDAFLTASVVAAVAKNGTQSTS 739 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC---------IITPPEKLNVTAIDT 400 
           I  +A+ RVKE  R+ A+ +EL K G    E PD           ++TP  +     I T 
Sbjct: 740 ITGIANQRVKECNRIAAMVSELAKFGVVANELPDGIEIHGISPNDLVTPSTEKR--GIKT 797 
 
Query: 401 YDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +DDHR+AM+FSL A  C +  V I++  CT KT+P ++D+L T  K 
Sbjct: 798 FDDHRVAMSFSLLAGLCKD-KVLIQERSCTGKTWPGWWDILHTKFK 842 
 
 
>ref|YP_003689344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfurivibrio 
           alkaliphilus AHT2] 
 gb|ADH84725.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfurivibrio 
           alkaliphilus AHT2] 
          Length = 430 
 
 Score =  268 bits (686), Expect = 1e-69,   Method: Compositional matrix adjust. 
 Identities = 167/438 (38%), Positives = 252/438 (57%), Gaps = 21/438 (4%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   I+  V++PGSKS++ R L+ AAL++G +++   L SED  Y   AL  +G+ ++ 
Sbjct: 10  ITPCGPITAAVEVPGSKSITQRALIAAALAKGESILRGPLASEDTDYTTKALLAMGMVID 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             +   R  + G GG+     A    +++LGN G A R LT+   AA G   ++++G  R 
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Sbjct: 70  TGRDKWR--IFGQGGRV----APPATEIYLGNNGTATRFLTS--VAALGRGIFLINGDER 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  L+  L+  G  +    GT CPP+ +    GL GG   L    SSQYLS+LL+ 
Sbjct: 122 MQQRPIEPLLQALRGWGVQIRSIQGTGCPPLEIQA-DGLAGGATVLPEGKSSQYLSSLLL 180 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            +P A    E+++  +++S PYV MTL +M  FG++AE +   + F I  G  Y+  +   
Sbjct: 181 VSPYARQPAELKVEGEVLSKPYVAMTLAVMRDFGIEAEAAPELNHFKIPQG-IYQG-REY 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGDASSASYF A AA+TGG VTV    + SLQGD    ++LE MG +V   +  ++V  
Sbjct: 239 RVEGDASSASYFWAAAAVTGGKVTVTNVPSPSLQGDAVLVDILEQMGCRVERDQAGISVA 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P         L+ ++V+M   PDV  TLAVVA  A G T I ++A  R+KE +R+  +  
Sbjct: 299 AP-------DELRGVEVDMGDCPDVVPTLAVVAALAQGRTRINNIAHLRIKECDRLGVMA 351 
 
Query: 369 TELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
            EL KLG   EEGPDY ++             I T++DHR+AM+F++A+ A   + I +P 
Sbjct: 352 AELAKLGVKTEEGPDYLVVEGRGRQHDYQGAEIATHNDHRIAMSFAVASLAIPGIRIENP 411 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
           GC +K+FPD++  L + + 
Sbjct: 412 GCVKKSFPDFWQRLESIL 429 
 
 
>ref|XP_003169854.1| pentafunctional AROM polypeptide [Arthroderma gypseum CBS 118893] 
 gb|EFR05019.1| pentafunctional AROM polypeptide [Arthroderma gypseum CBS 118893] 
          Length = 1571 
 
 Score =  268 bits (686), Expect = 1e-69,   Method: Compositional matrix adjust. 
 Identities = 184/450 (40%), Positives = 259/450 (57%), Gaps = 28/450 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K +  T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG +  + ++ 
Sbjct: 402 KSLQVTCTPPGSKSISNRALVLAALGSGTCRIRNLLHSDDTEVMLNALEALGAATFSWEE 461 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATY-VLDGVPR 128 
             +  VV G GGK     A    +L+LGNAG A R LT  A ++ A G+ ++ +L G  R 
Sbjct: 462 EGEVLVVNGKGGKL----AASAHELYLGNAGTASRFLTTVATLSNAKGDVSHNILTGNAR 517 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPIGDLV  LK  G  V+        P++V   GG  GG ++L+  +SSQY+S+LLM 
Sbjct: 518 MKQRPIGDLVDALKANGVSVEYLEQQGSLPLKVPACGGFKGGAIELAAKVSSQYVSSLLM 577 
 
Query: 189 AAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPK 246 
            AP A   V ++++  K IS  Y+ MT  +M+ FG+  E S S +  ++I+ GQ YK+P  
Sbjct: 578 CAPYAKEKVTLKLVGGKPISETYIAMTAAMMKSFGINVEKSTSEEYTYHIQQGQ-YKNPP 636 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              +E DASSA+Y LA AA++G T T+   G+ SLQGD +FA +VL  MG  V  T+TS  
Sbjct: 637 EYVIESDASSATYPLAIAAMSGTTCTIPNIGSKSLQGDARFAVDVLRPMGCNVKQTDTST 696 
 
Query: 306 TVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFAD----GPTAIRDVASWRVKE 360 
           TVTGP         LK I +V+M  M D  +T +V+A  A       T I  +A+ RVKE 
Sbjct: 697 TVTGPVNGA-----LKPIVNVDMEPMTDAFLTASVLAAVASDKSGNTTRIYGIANQRVKE 751 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPE----KLNVTAIDTYDDHRMAMAFSL--AA 414 
             R+ A++ EL K G +  E  D   I   +    K+ V  +  YDDHR+AM+FS+  AA 
Sbjct: 752 CNRIKAMKDELAKFGVTCREHDDGIEIDGIDRSALKVPVNGVHCYDDHRVAMSFSVLAAA 811 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +  P  I +  C  KT+P ++D L+   K 
Sbjct: 812 ASSQPTLILEKECVGKTWPAWWDALAQTFK 841 
 
 
>ref|XP_001228231.1| hypothetical protein CHGG_10304 [Chaetomium globosum CBS 148.51] 
 gb|EAQ83900.1| hypothetical protein CHGG_10304 [Chaetomium globosum CBS 148.51] 
          Length = 1464 
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 Score =  268 bits (685), Expect = 1e-69,   Method: Compositional matrix adjust. 
 Identities = 190/442 (42%), Positives = 259/442 (58%), Gaps = 22/442 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAA 73 
           +S +V  PGSKS+SNR L+LAAL +GTT +  LL+S+D  +ML A+  L G +   + A  
Sbjct: 310 LSVSVTPPGSKSVSNRALILAALGQGTTRIHGLLHSDDTQFMLAAIAQLQGATYSWEDAG 369 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA--AVTAAGGNATYVLDGVPRMRE 131 
           +  VV G GGK     A  E  L+LGNAG A R LT+  A+ +    ++ VL G  RM+  
Sbjct: 370 EVLVVKGRGGKL---QASGE-SLYLGNAGTASRFLTSVVALCSPTTASSTVLTGNARMKV 425 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPIG LV  L+  G  V+        PVRV+   G  GG ++L+ ++SSQY+S++LMAAP 
Sbjct: 426 RPIGPLVDALRANGVAVEYLEKEKSLPVRVDANAGFAGGVIELAATVSSQYVSSILMAAP 485 
 
Query: 192 LALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGGQKYKSPKNAY 249 
            A   V + ++  K IS  Y +MT+ +M  FG+K E S +  + ++I  G  Y++P     
Sbjct: 486 YAHKPVTLRLVGGKPISQQYTDMTIAMMASFGIKVERSTEDPNTYHIPQG-VYQNPAEYV 544 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           +E DASSA+Y LA AAITG T T+   G+ SLQGD +FA EVL  MG  V  TETS TVT 
Sbjct: 545 IESDASSATYPLAVAAITGTTCTIPNIGSASLQGDARFAVEVLRPMGCTVEQTETSTTVT 604 
 
Query: 309 GPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           GPP        LKAI  V+M  M D  +T   +A  A G T I  +A+ RVKE  R+ A+ 
Sbjct: 605 GPP-----VGTLKAIKHVDMEPMTDAFLTATALAAVASGTTQITGIANQRVKECNRIAAM 659 
 
Query: 368 RTELTKLGASVEEGPD--YCIITPPEKLNVTA--IDTYDDHRMAMAFS-LAACAEVPVTI 422 
           + +L K G    E  D    I  P ++L   A  I  YDDHR+AM+FS L+  +  PV I 
Sbjct: 660 KDQLAKFGVVCNELEDGIEVIGKPYQELQNPAEGIYCYDDHRVAMSFSVLSTVSPHPVLI 719 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +  CT KT+P ++D+LS   K 
Sbjct: 720 LERECTAKTWPGWWDILSQAFK 741 
 
 
>ref|XP_002790866.1| pentafunctional AROM polypeptide [Paracoccidioides brasiliensis 
           Pb01] 
 gb|EEH36684.1| pentafunctional AROM polypeptide [Paracoccidioides brasiliensis 
           Pb01] 
          Length = 1523 
 
 Score =  268 bits (684), Expect = 1e-69,   Method: Compositional matrix adjust. 
 Identities = 184/452 (40%), Positives = 252/452 (55%), Gaps = 33/452 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG +  + +  
Sbjct: 403 KSLNVTCTPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVMLTALERLGAATFSWEN 462 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNATYVLDGVPRMR 130 
               +VV   G   V   KE   L+LGNAG A R LT   T A  G  A+ VL G  RM+ 
Sbjct: 463 QGEVLVVNGNGGRMVASPKE---LYLGNAGTASRFLTTVATLAQNGSVASSVLTGNARMK 519 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPIGDLV  LK  GAD++        P+++   GG  GG+++LS  +SSQY+S+LLM A 
Sbjct: 520 QRPIGDLVDALKANGADIEYLENPKSLPLKITASGGFAGGEIRLSAKVSSQYVSSLLMCA 579 
 
Query: 191 PLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P A   V + ++    +S  Y++MT  +M  FG+  + S++ +  Y      YK+P     
Sbjct: 580 PYAKEPVTLRLVGGNPVSQLYIDMTTAMMRSFGIDVKKSETEEHTYHIPRGVYKNPAEYV 639 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           VE DASSA+Y LA AA+TG + TV   G+ SLQGD +FA +VL  MG  V  T+ S +VT 
Sbjct: 640 VESDASSATYPLAIAAMTGTSCTVPNIGSKSLQGDARFAIDVLRPMGCTVNQTDFSTSVT 699 
 
Query: 309 GPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETE 362 
           GP     G K LK+I  ++M  M D  +T +V+A  A G      T I  +A+ RVKE   
Sbjct: 700 GPA----GGK-LKSIPTIDMEPMTDAFLTASVLAAVARGQGSNHTTRICGIANQRVKECN 754 
 
Query: 363 RMVAIRTELTKLGASVEEGPD---------YCIITPPEKLNVTAIDTYDDHRMAMAFS-L 412 
           R+ A++ EL K G +  E  D           +  PPE      +  YDDHR+AM+FS L 
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Sbjct: 755 RIKAMKDELAKFGVTCREHDDGLEIDGIDRSTLCHPPE-----GVFCYDDHRVAMSFSIL 809 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A  AE P  I +  C  KT+P ++D L+   K 
Sbjct: 810 ALAAEQPTLILEKECVGKTWPGWWDTLAQTFK 841 
 
 
>ref|YP_461861.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Syntrophus 
           aciditrophicus SB] 
 gb|ABC77693.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Syntrophus 
           aciditrophicus SB] 
          Length = 446 
 
 Score =  268 bits (684), Expect = 2e-69,   Method: Compositional matrix adjust. 
 Identities = 155/421 (36%), Positives = 244/421 (57%), Gaps = 18/421 (4%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +++PGSKS++ R L +AAL+ G +++ N L +ED  Y++ AL  LG  ++ + +  R  + 
Sbjct: 40  LQVPGSKSITQRALTIAALANGESLLRNALIAEDTRYLMKALELLGAFIQVEGSEIR--I 97 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G GG+  V D +    ++LGN G A+R LT  V    G   +VLDG PR+RERP+  L+ 
Sbjct: 98  TGTGGRLQVPDQR----IYLGNNGTALRFLTTLVCL--GEGGFVLDGSPRLRERPVEPLL 151 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ +G  +D      CPP+ +    GLPGG+   +   SSQY+S+LL+++P A  +V+ 
Sbjct: 152 QVLRCMGVFIDTPENPGCPPIHIT-TRGLPGGRAFFADLDSSQYISSLLISSPYAARNVK 210 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I +  + +S PY+EMTL++ME FG+          F++  GQ Y + ++  +EGD SSAS 
Sbjct: 211 IMLAGRTVSEPYIEMTLKVMEHFGISVGR-QYGKAFFVAAGQSYVA-QSFDIEGDFSSAS 268 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           YF   AA+  G V V G    S QGD +F ++L+ +G  V+W E  V V         +  
Sbjct: 269 YFFLAAALGLGRVQVPGLTAESSQGDARFLKILQNLGCAVSWNEKGVEVACE------KL 322 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
           H   + + M  +PD+  +LAV+A F  G T I + A  R+KE+ R+ A+  EL+++G +  
Sbjct: 323 HAGDLILPMGDIPDMVPSLAVLAAFRSGRTVITEAAHLRIKESNRLAALARELSRIGIAA 382 
 
Query: 379 EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
           +E  D  II      +   I+TY+DHR+AM+F++A      + I D  C RK+FP ++D  
Sbjct: 383 QETLDGLIIDGGHP-HGGDIETYNDHRIAMSFAVAGLVVPEINIADRDCVRKSFPGFWDE 441 
 
Query: 439 L 439 
           L 
Sbjct: 442 L 442 
 
 
>ref|XP_002496718.1| ZYRO0D06578p [Zygosaccharomyces rouxii] 
 emb|CAR27785.1| ZYRO0D06578p [Zygosaccharomyces rouxii] 
          Length = 1589 
 
 Score =  266 bits (681), Expect = 3e-69,   Method: Compositional matrix adjust. 
 Identities = 187/464 (40%), Positives = 260/464 (56%), Gaps = 43/464 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADK 71 
           +E + T+  PGSKS+SNR L+LAAL +GT  + NLL+S+D  +ML A++ L G S+  +  
Sbjct: 413 QEQAKTIVPPGSKSISNRALILAALGKGTCKIKNLLHSDDTKHMLTAVQELKGASITWED 472 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT---AAVTAAGGNATYVLDGVPR 128 
             +  V+ G GG+     A     L+LGNAG A R LT   A V ++      VL G  R 
Sbjct: 473 NGETVVLEGHGGETLTASADP---LYLGNAGTASRFLTTLAALVNSSSKQDYVVLTGNAR 529 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPIG LV  L+  G  +D        P+++       GG+++L+ ++SSQY+S++LM 
Sbjct: 530 MQQRPIGPLVDSLRTNGTKIDYLKSEGSLPLKIYTSTPFKGGRIELAATVSSQYVSSVLM 589 
 
Query: 189 AAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPK 246 
            AP A   V + ++  K IS  YV+MT+++ME+FG+K E S +    ++I  GQ Y +P  
Sbjct: 590 CAPYAENPVTLALVGGKPISQLYVDMTIKMMEKFGIKVEVSTTEPYTYHIPKGQ-YTNPP 648 
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Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA EVL  MG KV  T  S  
Sbjct: 649 EYIIESDASSATYPLAFAAMTGTTVTVPNIGYESLQGDARFAIEVLRPMGCKVEQTANST 708 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------GPTAIRDVASWRV 358 
           TVTGPP      + LK +D  M  M D  +T +VVA  A          T I  +A+ RV 
Sbjct: 709 TVTGPPTGSL--RPLKHVD--MEPMTDAFLTASVVAAVAHDNDTDSANVTTIEGIANQRV 764 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIIT----------PPEKLNVTAIDTYDDHRMAM 408 
           KE  R+ A+ TEL K G + +E PD   I           P        I++YDDHR+AM 
Sbjct: 765 KECNRIEAMSTELAKFGVATKELPDGIQIHGINSLDLLQLPSNSTGPIGIESYDDHRVAM 824 
 
Query: 409 AFSLAA----------CAEV-PVTIRDPGCTRKTFPDYFDVLST 441 
           + SL A           A++ PV I +  CT KT+P ++DVL T 
Sbjct: 825 SLSLLAGMVNYSKSHPAADIKPVRILERRCTGKTWPGWWDVLHT 868 
 
 
>ref|XP_002836591.1| hypothetical protein [Tuber melanosporum Mel28] 
 emb|CAZ80782.1| unnamed protein product [Tuber melanosporum] 
          Length = 1554 
 
 Score =  266 bits (681), Expect = 3e-69,   Method: Compositional matrix adjust. 
 Identities = 179/438 (40%), Positives = 250/438 (57%), Gaps = 32/438 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D  +ML AL  LG +    ++     VV G 
Sbjct: 398 PGSKSISNRALVLAALGSGTCHVKNLLHSDDTEHMLTALHNLGGIQYSWEEDGDVLVVNG 457 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVPRMRERPIGDL 137 
            GGK          +L+LGNAG A R LT+    V+ +G + + VL G  RM++RPIG L 
Sbjct: 458 NGGKLRACGD----ELYLGNAGTAARFLTSVATLVSPSGEHDSIVLTGNARMKQRPIGSL 513 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G+ V+        PVRV    GL GG+++L   +SSQY+S++L+ AP A   V 
Sbjct: 514 VDALRSNGSSVEYLESQGSLPVRVPSTSGLMGGRIELEAKVSSQYVSSVLICAPYAREPV 573 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT+ +M  FG+    S + +  Y      YK+P    VE DASS 
Sbjct: 574 TLSLVGGKPISQLYIDMTIAMMSSFGIDVTKSTAEEYTYHIPQGSYKNPAVYVVESDASS 633 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AAITG TVTV   G  SLQGD +FA +VL  MG  V  ++ S TV GPP     
Sbjct: 634 ATYPLAIAAITGNTVTVPNIGRKSLQGDARFAVDVLRPMGCTVEQSDYSTTVRGPP---- 689 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTELT 372 
            +  L+ +  V+M  M D  +T +V+A  A G   ++I  +A+ RVKE  R+ A+  EL  
Sbjct: 690 -KGQLRPLPHVDMEPMTDAFLTASVLAAVAKGVERSSITGIANQRVKECNRIAAMVHELG 748 
 
Query: 373 KLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
           K G +  E        G DY ++  PE      +  YDDHR+AM+FS ++  A  PV ++ 
Sbjct: 749 KFGVTAGELEDGIWIQGIDYNLLKTPE-----GVHCYDDHRVAMSFSVISLIAPNPVILQ 803 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
           +  C  KT+P ++DVLST 
Sbjct: 804 ERKCVEKTWPGWWDVLST 821 
 
 
>ref|XP_003016933.1| repressor protein [Arthroderma benhamiae CBS 112371] 
 gb|EFE36288.1| repressor protein [Arthroderma benhamiae CBS 112371] 
          Length = 1571 
 
 Score =  266 bits (680), Expect = 5e-69,   Method: Compositional matrix adjust. 
 Identities = 181/450 (40%), Positives = 256/450 (56%), Gaps = 28/450 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K +  T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG +  + ++ 
Sbjct: 402 KSLQVTCTPPGSKSISNRALVLAALGSGTCRIRNLLHSDDTEVMLNALEALGAATFSWEE 461 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY---VLDGVPR 128 
             +  VV G GGK    DA    +L+LGNAG A R LT   T +   A     +L G  R 
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Sbjct: 462 EGEVLVVNGKGGKL---DASSH-ELYLGNAGTASRFLTTVATLSNNKADVSHNILTGNAR 517 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPIGDLV  LK  G  ++        P++V   GG  GG++KL+  +SSQY+S+LLM 
Sbjct: 518 MKQRPIGDLVDALKANGVPIEYIEQQGSLPLKVPACGGFKGGEIKLAAKVSSQYVSSLLM 577 
 
Query: 189 AAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPK 246 
            AP A   V ++++  K IS  Y+ MT  +M+ FG+  E S + +  ++I+ GQ YK+P  
Sbjct: 578 CAPYAKEKVTLKLVGGKPISEAYISMTAAMMKSFGINVEKSTTEEYTYHIEQGQ-YKNPP 636 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              +E DASSA+Y LA AA++G T T+   G+ SLQGD +FA +VL  MG  V  T+TS  
Sbjct: 637 EYVIESDASSATYPLAIAAMSGTTCTIPNIGSKSLQGDARFAVDVLRPMGCDVKQTDTST 696 
 
Query: 306 TVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA----DGPTAIRDVASWRVKE 360 
           TVTGP         LK I +V+M  M D  +T +V+A  A       T I  +A+ RVKE 
Sbjct: 697 TVTGPT-----DGALKPIANVDMEPMTDAFLTASVLAAVAKDKSSNTTRIYGIANQRVKE 751 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFSL--AA 414 
             R+ A++ EL K G +  E  D   I   +++ +      +  YDDHR+AM+FS+  +A 
Sbjct: 752 CNRIKAMKDELAKFGVTCREHEDGIEIDGIDRMALKVPFNGVHCYDDHRVAMSFSVLASA 811 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +  P  I +  C  KT+P ++D LS   K 
Sbjct: 812 ASSQPTLILEKECVGKTWPAWWDTLSQTFK 841 
 
 
>ref|XP_449840.1| hypothetical protein [Candida glabrata CBS 138] 
 emb|CAG62820.1| unnamed protein product [Candida glabrata] 
          Length = 1579 
 
 Score =  266 bits (680), Expect = 5e-69,   Method: Compositional matrix adjust. 
 Identities = 191/475 (40%), Positives = 263/475 (55%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P   I    + TV  PGSKS+SNR L+LAAL +GT  + NLL+S+D  +ML A+ 
Sbjct: 392 DETLVYPFNNIPRDQNKTVTPPGSKSISNRALVLAALGKGTCRIKNLLHSDDTKHMLTAV 451 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT---AAVTAAG 116 
           + L G ++  +   +  V+ G GG   V     E  L+LGNAG A R LT   A V +   
Sbjct: 452 QELKGANISWEDNGETVVLEGQGGSTLVAC---ENDLYLGNAGTASRFLTSVAALVNSTS 508 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                +L G  RM++RPIG LV  L+  G  +D      C P++V+      GG+++L+  
Sbjct: 509 QKDHVILTGNARMQQRPIGPLVDSLRNNGIKIDYVKNEGCLPLKVHTDSVFKGGRIELAA 568 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           ++SSQY+S++LM AP A   V + ++  K ISI YVEMT+++ME+FG+K E S + +  Y 
Sbjct: 569 TVSSQYVSSILMCAPYAENPVTLALVGGKPISILYVEMTIKMMEKFGIKVEKSTTEEYTY 628 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMM 294 
           I     Y +P    +E DASSA+Y LA AA+TG TVTV   G+ SLQGD +FA +VL+ M 
Sbjct: 629 IIPKGHYVNPAEYVIESDASSATYPLAFAALTGTTVTVPNIGSASLQGDARFATDVLQPM 688 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFAD-------G 346 
           G  VT T TS TVTGPP       HLK +  V+M  M D  +T  VVA  A          
Sbjct: 689 GCSVTQTATSTTVTGPP-----VGHLKPLKHVDMEPMTDAFLTACVVAAVAHDNDPTSKN 743 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN----------VT 396 
            T I  +A+ RVKE  R+ A+ T+L K G    E PD   +     +N             
Sbjct: 744 TTTIEGIANQRVKECNRIEAMCTQLAKFGVRTNELPDGIQVHGLHSINDLKVPSIGNEAV 803 
 
Query: 397 AIDTYDDHRMAMAFSLAA----------CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A              PV I +  CT KT+P ++DVL T 
Sbjct: 804 GVCTYDDHRVAMSFSLLAGMVNSEQPNSSNPTPVRILERHCTGKTWPGWWDVLHT 858 
 
 
>gb|EFY84835.1| pentafunctional AROM polypeptide [Metarhizium acridum CQMa 102] 
          Length = 1570 
 
 Score =  266 bits (680), Expect = 5e-69,   Method: Compositional matrix adjust. 
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 Identities = 180/441 (40%), Positives = 252/441 (57%), Gaps = 25/441 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAAKRA 76 
           TV  PGSKS+SNR L+LAAL  G   + NLL+S+D  +ML A++ LG  S     A +   
Sbjct: 406 TVTPPGSKSISNRALILAALGSGPCKIKNLLHSDDTEFMLSAIQQLGGASYSWYDAGEIL 465 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG----NATYVLDGVPRMRER 132 
            V G GGK     ++E+  L++GNAG A R LT  +T        N+T VL G  RM+ R 
Sbjct: 466 EVTGNGGKLSA--SRED--LYIGNAGTASRFLTTVLTLCSSTQESNST-VLTGNTRMKVR 520 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+Q GA ++        P+RV+  GG  GG ++L+ ++SSQY+S++LMAAP  
Sbjct: 521 PIGPLVDALRQNGAQIEYLEQEKSLPIRVHSTGGFQGGMIELAATVSSQYVSSILMAAPY 580 
 
Query: 193 ALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQKYKSPKNAYV 250 
           A   V + +I  K IS PY++MT+ +M  FG+    S +  D ++I  G  YK+P    + 
Sbjct: 581 AKTPVTLRLIGGKPISQPYIDMTISMMSSFGISVTKSTTDMDTYHIPLG-AYKNPSEYVI 639 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTG 309 
           E DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL  MG  V   E S TVTG 
Sbjct: 640 ESDASSATYPLAVAAITGTTCTIPNIGSASLQGDARFAIDVLRPMGCSVQQDEHSTTVTG 699 
 
Query: 310 PPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           P         LK +  V+M  M D  +T +V+A  A+G T I  +A+ RVKE +R+ A++ 
Sbjct: 700 PV-----TGQLKPLPHVDMEPMTDAFLTASVLAAVANGETQITGIANQRVKECDRIAAMK 754 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
            +L K G +  E  D   I+     ++      I  YDDHR+AM+ S L+  A     I  
Sbjct: 755 EQLAKFGVTCTELDDGIQISGKSLSDIRTPNVGIHCYDDHRVAMSLSVLSVVAPGSTIIT 814 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C  KT+P ++D L+   K 
Sbjct: 815 ERECVGKTWPGWWDTLAQSFK 835 
 
 
>emb|CBX30069.1| 3-phosphoshikimate 1-carboxyvinyltransferase 1 [uncultured 
           Desulfobacterium sp.] 
          Length = 444 
 
 Score =  266 bits (679), Expect = 6e-69,   Method: Compositional matrix adjust. 
 Identities = 160/426 (37%), Positives = 238/426 (55%), Gaps = 22/426 (5%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +++PGSKS ++R+L+ +ALS+G   + N L SED    L ALR +G+ +E     K  +V 
Sbjct: 37  IEVPGSKSYTHRLLIASALSDGKCSLTNCLKSEDTLLTLEALRLMGVKIE--NLEKEVIV 94 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G  G     D      ++L N+G +MR LT    AA G+  Y L G  RM +RPI DL+ 
Sbjct: 95  YGSKGLLKAYDK----PVYLANSGTSMRLLTGV--AALGDGDYTLTGTERMSQRPIQDLL 148 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
            GL  LG +        CPPV + G G + GG ++L  +ISSQ+LS++L+ +P     ++ 
Sbjct: 149 DGLNSLGVEARSVNNNGCPPVVIKG-GKIKGGYIELKCNISSQFLSSVLLISPYTEKGIK 207 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I++++  +S PY++MT+ +M + GV     D +  F + G Q YK+   + VE D S A  
Sbjct: 208 IKVVEGPVSKPYIDMTIDIMAKLGVNVSR-DGYTGFSVDGQQNYKAGSFS-VEPDCSQAG 265 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           YF A AAITG  + V+G    S QGD+K   + E MG KV +    + V G P        
Sbjct: 266 YFWAAAAITGSEIKVKGITKDSRQGDLKLTGLFEKMGCKVYFESDGIIVKGGP------- 318 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
            L  I+ +M+ MPD+  TLAVVA FA G T I++V   + KE++R+ A+  EL+K G    
Sbjct: 319 -LVGIETDMSDMPDMVPTLAVVAAFARGTTVIKNVEHLKAKESDRLSAVINELSKTGIEA 377 
 
Query: 379 EE-GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           +  G D  I     K     IDTY+DHR+AM+F++       + I D  C  K+FP+++D 
Sbjct: 378 KSVGSDLVIKGGIPK--GARIDTYNDHRIAMSFAVVGLKTPGIIIEDKKCVEKSFPNFWD 435 
 
Query: 438 VLSTFV 443 
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           V +  V 
Sbjct: 436 VFANLV 441 
 
 
>ref|YP_174720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus clausii 
           KSM-K16] 
 dbj|BAD63759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus clausii 
           KSM-K16] 
          Length = 446 
 
 Score =  265 bits (677), Expect = 1e-68,   Method: Compositional matrix adjust. 
 Identities = 170/444 (38%), Positives = 244/444 (54%), Gaps = 27/444 (6%) 
 
Query: 1   MAGAEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           +AG E + L P  K I+ T+++PGSKS +NR LLLAA++ GT+ + N L S+D ++ + A 
Sbjct: 15  LAGVERLRLTPSQKRINATLEVPGSKSATNRALLLAAVASGTSTLRNALKSDDTYWCIEA 74 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           L+  G+ +  D       V G GG F          L++G+AG A R L   + AA GN  
Sbjct: 75  LKKTGVEIAVD--GSNVTVYGRGGVF------HSGSLYIGSAGTAGRFLPGMLAAATGN- 125 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
            + ++    M +RPI  LV  L+ LGA++         P+ ++G  GL GGKV +SG +S 
Sbjct: 126 -WHVEASHSMNKRPIAPLVKTLQALGANIQYGSRRGHYPLSISG-EGLNGGKVNMSGQLS 183 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ++S  L+AAPLA   V I + D ++   YV +T+ LM  FGV+ + +  W    +    
Sbjct: 184 SQFISGCLLAAPLAKNPVSITVKDGIVQQAYVRITIDLMAAFGVEVKAAPDWSLLEVN-- 241 
 
Query: 240 QKYKSP---KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
               SP    +  +E DAS+A YFLA AAIT G + +    T + Q D+ F  +L+ MG  
Sbjct: 242 ---PSPYVANDIAIEADASTACYFLALAAITAGKIRIRHFSTKTSQPDILFVSILKRMGC 298 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
                 + V   GP R   G        VNMN++ D A+TLA ++ FADGP AI  V    
Sbjct: 299 NFEIGPSFVEGEGPTRLRGG------FTVNMNELSDQALTLAAISPFADGPIAIEGVGHI 352 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           R  E +R+ AI TEL++LG  VEE  D   + P +    T ++TYDDHRMAMA +L     
Sbjct: 353 RHHECDRIRAICTELSRLGIRVEERHDGLTVYPGQP-KPTVVNTYDDHRMAMALALIGAK 411 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLS 440 
              + + DPGC  KT P YF +L+ 
Sbjct: 412 VDGIELDDPGCVAKTCPSYFSMLA 435 
 
 
>ref|XP_002153704.1| pentafunctional polypeptide (AroM), putative [Penicillium marneffei 
           ATCC 18224] 
 gb|EEA18560.1| pentafunctional polypeptide (AroM), putative [Penicillium marneffei 
           ATCC 18224] 
          Length = 1573 
 
 Score =  265 bits (676), Expect = 1e-68,   Method: Compositional matrix adjust. 
 Identities = 180/443 (40%), Positives = 247/443 (55%), Gaps = 25/443 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+++     PGSKS+SNR L+LAAL  GT  V NLL+S+D   ML AL  LG +  A +  
Sbjct: 399 KDLNVVCAPPGSKSISNRALVLAALGSGTVRVKNLLHSDDTEVMLNALERLGAATFAWED 458 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATY-VLDGVPRM 129 
             +  VV G GGK          +L+LGNAG A R LT+  T +G G+  Y +L G  RM 
Sbjct: 459 EGEVLVVNGNGGKMQAS----PTELYLGNAGTASRFLTSVATLSGKGSVDYNILTGNNRM 514 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ++RPIGDLV  L   GA V+        P+++   GG  GG++ L+  +SSQY+S+LLM  
Sbjct: 515 KQRPIGDLVDALTINGAQVEYLEKAGSLPLKIAASGGFKGGRINLAAKVSSQYVSSLLMC 574 
 
Query: 190 APLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AP A   V ++++  + IS+ Y+EMT  +M  FG+  + S + +  Y      Y +P    
Sbjct: 575 APYAKEPVTLKLVGGRPISLSYIEMTTAMMRSFGIDVQKSTTEEWTYHIPQGSYNNPPEY 634 
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Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTV 307 
            +E DASSA+Y LA AA+TG T TV   G+ SLQGD +FA EVL  MG KV  T TS TV 
Sbjct: 635 VIESDASSATYPLAIAAVTGTTCTVPNIGSASLQGDARFAVEVLRPMGCKVEQTATSTTV 694 
 
Query: 308 TGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG-----PTAIRDVASWRVKET 361 
           TGP         L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  
Sbjct: 695 TGP-----ADGVLRPLPNVDMEPMTDAFLGASVLAAIAQGEGGNHATRIYGIANQRVKEC 749 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACA 416 
            R+ A+R EL K G    E PD   I   ++  +      +  YDDHR+A +FS L+  A 
Sbjct: 750 NRIEAMRVELAKFGVVCREHPDGLEIDGIDRSTLRHPAGGVFCYDDHRVAFSFSILSLVA 809 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
             P  I +  C  KT+P Y+D L 
Sbjct: 810 PTPTLILEKECVGKTWPTYWDAL 832 
 
 
>ref|XP_001243950.1| hypothetical protein CIMG_03391 [Coccidioides immitis RS] 
          Length = 1543 
 
 Score =  265 bits (676), Expect = 1e-68,   Method: Compositional matrix adjust. 
 Identities = 187/467 (40%), Positives = 260/467 (55%), Gaps = 42/467 (8%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 342 KIVLAPSIEVSPGVPKSLQVTCTPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVML 401 
 
Query: 58  GALRTLGLSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA- 115 
            AL  LG +  + ++  +  VV G GG   ++ + EE  L+LGNAG A R LT   T A  
Sbjct: 402 NALERLGAATFSWEEEGEVLVVHGNGGA--LKASPEE--LYLGNAGTASRFLTTVATLAN 457 
 
Query: 116 -GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            G  ++ VL G  RM++RPIG LV  L+  GA V+      C P++++  GG  GG++ L 
Sbjct: 458 NGTVSSTVLTGNARMKQRPIGALVDSLRANGAGVEYLETNGCLPLKIDASGGFAGGEISL 517 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  ISSQY+S+LLM AP A   V ++++  K IS  Y++MT  +M  FG+  + S + +  
Sbjct: 518 AAKISSQYVSSLLMCAPYAKEPVTLKLVGGKPISQQYIDMTTAMMRSFGIDVKRSTTEEH 577 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y     KY +P    +E DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL  
Sbjct: 578 TYHIPQGKYMNPAEYIIESDASSATYPLAVAAITGTTCTIPNIGSKSLQGDARFAVDVLR 637 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP---- 347 
            MG +V+ +E S TVTGP         LK + +V+M  M D  +T +V+A  A G      
Sbjct: 638 PMGCEVSQSEYSTTVTGP-----KDGVLKPLPNVDMEPMTDAFLTASVLAAVATGSPNRT 692 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD---------YCIITPPEKLNVTAI 398 
           T I  +A+ RVKE  R+ A++ EL K G    E  D           ++ PP       + 
Sbjct: 693 TRIFGIANQRVKECNRIRAMKDELAKFGVICREHDDGLEIDGIDRSTLLQPPH-----GV 747 
 
Query: 399 DTYDDHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             YDDHR+AM+FS LA  A  P  I +  C  KT+P ++D L+   K 
Sbjct: 748 HCYDDHRVAMSFSVLALTAPKPTLILEKECVGKTWPGWWDTLAQLFK 794 
 
 
>ref|XP_002847108.1| pentafunctional AROM polypeptide [Arthroderma otae CBS 113480] 
 gb|EEQ32026.1| pentafunctional AROM polypeptide [Arthroderma otae CBS 113480] 
          Length = 1571 
 
 Score =  264 bits (674), Expect = 2e-68,   Method: Compositional matrix adjust. 
 Identities = 182/450 (40%), Positives = 256/450 (56%), Gaps = 28/450 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K ++ T   PGSKS+SNR L+LAAL  G   + NLL+S+D   ML AL  LG +  + ++ 
Sbjct: 403 KPLNVTCTPPGSKSISNRALVLAALGSGVCRIRNLLHSDDTEVMLNALEALGAATFSWEE 462 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN---ATYVLDGVPR 128 
             +  VV G GGK  +E +  E  L+LGNAG A R LT   T +      +  +L G  R 
Sbjct: 463 EGEVLVVNGKGGK--LEASAHE--LYLGNAGTASRFLTTVATLSNEKDDVSHNILTGNAR 518 
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Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPIGDLV  LK  G  VD        P++V   GG  GG ++L+  +SSQY+S+LLM 
Sbjct: 519 MKQRPIGDLVDALKSNGVSVDYLEQQGSLPLKVPACGGFKGGAIELAAKVSSQYVSSLLM 578 
 
Query: 189 AAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPK 246 
            AP A   V ++++  K IS  Y+ MT  +M+ FG+  E S + +  ++I+ GQ YK+P  
Sbjct: 579 CAPYAKEKVTLKLVGGKPISETYIAMTAAMMKSFGIDVEKSTTEEYTYHIQQGQ-YKNPP 637 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              +E DASSA+Y LA AA++G T T+   G+ SLQGD +FA +VL  MG  V  T +S  
Sbjct: 638 EYIIESDASSATYPLAIAAMSGTTCTIPNIGSKSLQGDARFAVDVLRPMGCDVKQTNSST 697 
 
Query: 306 TVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFAD----GPTAIRDVASWRVKE 360 
           TVTGP         LK I +V+M  M D  +T +V+A  A+      T I  +A+ RVKE 
Sbjct: 698 TVTGPT-----NGALKPIANVDMEPMTDAFLTASVLAAVANDKSGNTTRIYGIANQRVKE 752 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYC----IITPPEKLNVTAIDTYDDHRMAMAFSL--AA 414 
             R+ A++ EL K G +  E  D      I +   K+ V  +  YDDHR+AM+FS+  AA 
Sbjct: 753 CNRIKAMKDELAKFGVTCREHDDGIEIDGIDSSELKVPVNGVHCYDDHRVAMSFSVLAAA 812 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            A  P  I +  C  KT+P ++D L+   K 
Sbjct: 813 AASQPTLILEKECVGKTWPAWWDALAQTFK 842 
 
 
>ref|XP_003023519.1| repressor protein [Trichophyton verrucosum HKI 0517] 
 gb|EFE42901.1| repressor protein [Trichophyton verrucosum HKI 0517] 
          Length = 1600 
 
 Score =  264 bits (674), Expect = 2e-68,   Method: Compositional matrix adjust. 
 Identities = 180/450 (40%), Positives = 255/450 (56%), Gaps = 28/450 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADK 71 
           K +  T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++ 
Sbjct: 402 KSLQVTCTPPGSKSISNRALVLAALGSGTCRIRNLLHSDDTEVMLNALEALGAATFSWEE 461 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY---VLDGVPR 128 
             +  VV G GGK    DA    +L+LGNAG A R LT   T +   A     +L G  R 
Sbjct: 462 EGEVLVVNGKGGKL---DASSH-ELYLGNAGTASRFLTTVATLSNTKADVSHNILTGNAR 517 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPIGDLV  LK  G  ++        P++V   GG  GG+++L+  +SSQY+S+LLM 
Sbjct: 518 MKQRPIGDLVDALKANGVPIEYIEQQGSLPLKVPACGGFKGGEIELAAKVSSQYVSSLLM 577 
 
Query: 189 AAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPK 246 
            AP A   V ++++  + IS  Y+ MT  +M+ FG+  E S + +  ++I+ GQ YK+P  
Sbjct: 578 CAPYAKEKVTLKLVGGRPISETYISMTAAMMKSFGINVEKSTTEEYTYHIEQGQ-YKNPP 636 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              +E DASSA+Y LA AA++G T T+   G+ SLQGD +FA +VL  MG  V  T+TS  
Sbjct: 637 EYVIESDASSATYPLAIAAMSGTTCTIPNIGSKSLQGDARFAVDVLRPMGCDVKQTDTST 696 
 
Query: 306 TVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA----DGPTAIRDVASWRVKE 360 
           TVTGP         LK I +V+M  M D  +T +V+A  A       T I  +A+ RVKE 
Sbjct: 697 TVTGPT-----DGALKPIANVDMEPMTDAFLTASVLAAVARDKSSNTTRIYGIANQRVKE 751 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPE----KLNVTAIDTYDDHRMAMAFSL--AA 414 
             R+ A++ EL K G +  E  D   I   +    K+ +  +  YDDHR+AM+FS+  +A 
Sbjct: 752 CNRIKAMKDELAKFGVTCREHEDGIEIDGIDRMALKVPINGVHCYDDHRVAMSFSVLASA 811 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +  P  I +  C  KT+P ++D LS   K 
Sbjct: 812 ASSQPTLILEKECVGKTWPAWWDTLSQTFK 841 
 
 
>ref|XP_001585666.1| hypothetical protein SS1G_13550 [Sclerotinia sclerotiorum 1980] 
 gb|EDN98691.1| hypothetical protein SS1G_13550 [Sclerotinia sclerotiorum 1980] 
          Length = 1576 
 
 Score =  264 bits (674), Expect = 3e-68,   Method: Compositional matrix adjust. 
 Identities = 177/431 (41%), Positives = 247/431 (57%), Gaps = 21/431 (4%) 
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Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  G   + NLL+S+DV +ML ++  LG +  A + A +   V G 
Sbjct: 415 PGSKSISNRALVLAALGTGPCRIKNLLHSDDVEFMLTSIGKLGGATYAWEDAGEVLCVQG 474 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY---VLDGVPRMRERPIGDL 137 
            GG           +L++GNAG A R LT  V+    +A+    +L G  RM+ RPIG L 
Sbjct: 475 KGGDL----HASPTELYIGNAGTASRFLTTVVSLCKPSASTKSTILTGNARMKVRPIGPL 530 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G D++        P+ V   GG  GG + L+ ++SSQY+S+LLM AP A   V 
Sbjct: 531 VDSLRANGVDIEYLEKEHSLPLNVAASGGFTGGDINLAATVSSQYVSSLLMCAPYAKNPV 590 
 
Query: 198 EIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT  +M  FG+    S + +  Y      YK+P+   VE DASS 
Sbjct: 591 TLRLVGGKPISQLYIDMTTAMMAAFGIHVVRSQTEEHTYHIPQGVYKNPEEYVVESDASS 650 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AAI+G T T+   G  S+QGD +FA +VL+ MG KV  T+ S TVTGP   P  
Sbjct: 651 ATYPLAVAAISGTTCTIPNIGCKSIQGDARFAIDVLKPMGCKVVQTDYSTTVTGP---PI 707 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
           G   L+AI +V+M  M D  +T +V+   A G T IR +A+ RVKE  R+ A++ EL K  
Sbjct: 708 GS--LQAIEEVDMEPMTDAFLTASVLGAVAKGTTKIRGIANQRVKECNRIKAMKDELAKF 765 
 
Query: 375 GASVEEGPDYCII--TPPEKLNVTA--IDTYDDHRMAMAFS-LAACAEVPVTIRDPGCTR 429 
           G +  E  D   +   P + L   A  I  YDDHR+AM+FS L+  A  PV I +  C   
Sbjct: 766 GVTCRELEDGIEVDGVPIKDLKHPAEGIHCYDDHRVAMSFSVLSVAASQPVLIEERECVG 825 
 
Query: 430 KTFPDYFDVLS 440 
           KT+P ++D+LS 
Sbjct: 826 KTWPGWWDILS 836 
 
 
>ref|XP_002478440.1| pentafunctional polypeptide (AroM), putative [Talaromyces 
           stipitatus ATCC 10500] 
 gb|EED21477.1| pentafunctional polypeptide (AroM), putative [Talaromyces 
           stipitatus ATCC 10500] 
          Length = 1577 
 
 Score =  263 bits (673), Expect = 3e-68,   Method: Compositional matrix adjust. 
 Identities = 176/434 (40%), Positives = 246/434 (56%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG +  A ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTVRIKNLLHSDDTEVMLNALEHLGAATFAWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATY-VLDGVPRMRERPIGDLV 138 
            GGK          +L+LGNAG A R LT+  T +G G+  + +L G  RM++RPIGDLV 
Sbjct: 472 NGGKMQAS----PTELYLGNAGTASRFLTSVATLSGKGSVDFNILTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA+++        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTVNGAEIEYLEKAGSLPLKIAASGGFKGGRINLAAKVSSQYVSSLLMCAPYAKEPVV 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  + IS+ Y+EMT  +M  FG+  + S + +  Y      Y +P    +E DASSA 
Sbjct: 588 LKLVGGRPISLSYIEMTTAMMRSFGIDVQQSTTEEWTYHIPQGSYTNPAEYVIESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T TV   G+ SLQGD +FA +VL  MG KV  T TS TVTGP       
Sbjct: 648 TYPLAIAAVTGTTCTVPNIGSASLQGDARFAVDVLRPMGCKVEQTATSTTVTGP-----A 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+R E 
Sbjct: 703 DGVLRPLPNVDMEPMTDAFLGASVLAAIAQGEGSNHTTRIYGIANQRVKECNRIEAMRVE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E PD   I   ++  +      +  YDDHR+A +FS LA  A +P  I +  
Sbjct: 763 LAKFGVVCREHPDGLEIDGIDRSTLRHPAGGVFCYDDHRVAFSFSILALVAPMPTLILEK 822 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 461



 

 

Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P Y+D L 
Sbjct: 823 ECVGKTWPTYWDAL 836 
 
 
>ref|ZP_06885153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           lentocellum DSM 5427] 
 gb|EFG97554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           lentocellum DSM 5427] 
          Length = 437 
 
 Score =  263 bits (671), Expect = 5e-68,   Method: Compositional matrix adjust. 
 Identities = 168/427 (39%), Positives = 239/427 (55%), Gaps = 20/427 (4%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V +PGSKS++NR LL+A L++G + +   L S+D  + L  ++ LG   E D+AA    V 
Sbjct: 24  VSVPGSKSITNRALLIATLADGISELKGTLFSDDSRHFLQCVQELGFETEVDEAACMIKV 83 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G  GK P    K E  +++G+AG A R LTA +  + G   Y LD   +MR+RP+  L+ 
Sbjct: 84  HGLKGKVP----KREAAIYVGSAGTAARFLTAFLGVSDG--VYKLDASEQMRKRPMAPLL 137 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI--SSQYLSALLMAAPLALGD 196 
             L+ LG +VD  L   C P  + G    P  K ++S +I  SSQ+LSALL+A+     D 
Sbjct: 138 HTLEGLGTEVDYELEEGCFPFTLRG---KPVTKDQMSVNIEKSSQFLSALLIASTCFKED 194 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           V I + +    + Y++MT+++M++FG++   S +  +++I  GQ Y++ K   +E D S+ 
Sbjct: 195 VTISL-EGTHGMAYIDMTIKMMKQFGLEVRESQAH-QYFISKGQTYEA-KQYQIEPDVSA 251 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           A YF   AA+ G  V VE     SLQGD++F   LE MG  V  T   + V GP    +  
Sbjct: 252 ACYFYGMAALLGIEVVVENVFFDSLQGDIQFISFLEEMGCSVEETPEGICVKGPVDGKY- 310 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
               K I  +M+   D A+TLA +A FAD PT I+ +   + +E+ R+ AI TEL K+G  
Sbjct: 311 ----KGITADMHACSDQAITLAALAPFADSPTIIKGIGHIKYQESNRIKAITTELRKMGI 366 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
             EE  D   I P E      ++TYDDHRMAM FSL       VTI DP C RKTF  YF 
Sbjct: 367 RCEEDEDGVTIYPGEP-TAARVETYDDHRMAMGFSLIGLRAEGVTISDPMCCRKTFEKYF 425 
 
Query: 437 DVLSTFV 443 
           +VL   V 
Sbjct: 426 EVLEEVV 432 
 
 
>gb|EFW96244.1| Pentafunctional arom protein [Pichia angusta DL-1] 
          Length = 1739 
 
 Score =  262 bits (670), Expect = 7e-68,   Method: Compositional matrix adjust. 
 Identities = 179/459 (38%), Positives = 262/459 (57%), Gaps = 35/459 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKL--PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           +EI+++P K +   V +  PGSKS+SNR L++AAL +G   + NLL+S+D  +ML A+   
Sbjct: 392 DEILVKPFKNVHQDVVVTPPGSKSISNRALVMAALGKGVCKIKNLLHSDDTAHMLTAMTA 451 
 
Query: 63  L-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           L   +V  +   +  V+ G GG+    D     +++LGNAG A R LT+  +  G N    
Sbjct: 452 LKAATVSWEDKGETLVLNGNGGQLVACDE----EIYLGNAGTASRFLTSVASLVGVNGDL 507 
 
Query: 122 ---VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
              VL G   M++RPIG LV  L++ G+ ++        P+++    GL GG+++L  +I 
Sbjct: 508 DHVVLTGNKWMQKRPIGPLVDALRENGSSIEYQNNEGSLPLKIRCGKGLKGGRIELEATI 567 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           SSQY+S++L+ AP A   V + ++  K IS  Y++MT+R+M  FG+    S + +  Y   
Sbjct: 568 SSQYVSSILICAPYADEPVTLALVGGKPISQLYIDMTIRMMSAFGIHVTKSTTEEHTYHI 627 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGA 296 
               Y +P    +E DASSA+Y LA AA+ G   T+   G+ SLQGD +FA EVL+ MG  

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 462



 

 

Sbjct: 628 PKGSYVNPSEYVIESDASSATYPLAFAAMNGTKCTIPNIGSASLQGDSRFAVEVLKPMGC 687 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAVVALFADGP---TAIRD 352 
            VT TETS TV GPP        LK +  V+M  M D  +T +VVA  A+     T+I   
Sbjct: 688 IVTQTETSTTVQGPP-----VGQLKPLPLVDMEPMTDAFLTASVVAAIANDQTQTTSIVG 742 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDH 404 
           +A+ RVKE  R+ A+R +L K G   EE        G +Y  +  PE+     I  YDDH 
Sbjct: 743 IANQRVKECNRIAAMRIQLAKFGVKAEELEDGIKIYGINYKDLKTPER---PGIYPYDDH 799 
 
Query: 405 RMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           R+AM+FSL A  C + PV I++  CT KT+P ++DVL T 
Sbjct: 800 RVAMSFSLLAGFCKD-PVIIQERRCTAKTWPGWWDVLHT 837 
 
 
>ref|XP_001539094.1| 3-dehydroquinate synthase [Ajellomyces capsulatus NAm1] 
 gb|EDN09532.1| 3-dehydroquinate synthase [Ajellomyces capsulatus NAm1] 
          Length = 1538 
 
 Score =  261 bits (668), Expect = 1e-67,   Method: Compositional matrix adjust. 
 Identities = 181/462 (39%), Positives = 251/462 (54%), Gaps = 31/462 (6%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 QIVLAPSIEVSPGVPKGLDVTCTPPGSKSISNRALVLAALGSGTCRLKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGL-SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            AL  LG  +   +   +  VV G GG+     +    +L++GNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWEDEGEVLVVSGKGGRMEASSS----ELYVGNAGTASRFLTTVATLAR 503 
 
Query: 117 GNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            ++  + VL G  RM++RPIGDLV  L   GA ++      C P+++   GG  GG++ L 
Sbjct: 504 KSSVDSSVLTGNARMKQRPIGDLVDALAANGASIEYLENLGCLPLKIAASGGFAGGEINL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +SSQY+S+LLM AP A   V + ++  K IS PY++MT  +M  FGV+ + S++ +  
Sbjct: 564 AAKVSSQYVSSLLMCAPYAKTPVTLRLVGGKPISQPYIDMTTAMMRSFGVEVKKSETEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y      Y +P    VE DASSA+Y LA AAITG + TV   G+ SLQGD +FA +VL  
Sbjct: 624 TYHIPLGFYTNPVEYIVESDASSATYPLAAAAITGTSCTVPNIGSKSLQGDARFAVDVLR 683 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP----- 347 
            MG  V   + S  VTGPP    G       ++NM  M D  +T +V+A  A G       
Sbjct: 684 PMGCAVDQNDFSTRVTGPP----GGILSPLPNINMEPMTDAFLTASVLAAVARGKGSNRT 739 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDD 403 
           T I  +A+ RVKE  R+ A++ EL K G    E  D   I   ++  +      +  YDD 
Sbjct: 740 TRIFGIANQRVKECNRIKAMKDELAKFGVVCREHDDGLEIDGIDRATLHHPSDGVYCYDD 799 
 
Query: 404 HRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           HR+AM+FS L+  A  P  I +  C  KT+P ++D LS   K 
Sbjct: 800 HRVAMSFSVLSLVAHEPTLILEKECVGKTWPGWWDCLSQTFK 841 
 
 
>ref|ZP_03754397.1| hypothetical protein ROSEINA2194_02822 [Roseburia inulinivorans DSM 
           16841] 
 gb|EEG93435.1| hypothetical protein ROSEINA2194_02822 [Roseburia inulinivorans DSM 
           16841] 
          Length = 428 
 
 Score =  261 bits (668), Expect = 1e-67,   Method: Compositional matrix adjust. 
 Identities = 164/435 (37%), Positives = 239/435 (54%), Gaps = 21/435 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K I   V +PGSKS++NR LL+AALS+GT  +D +L S+D  + + +L  LG  V  ++  
Sbjct: 11  KPIDWCVTVPGSKSMTNRALLMAALSDGTVTLDGVLFSDDSRHFISSLTALGFDVLVEEE 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +R  V G GG  P    K+E ++ +G+AG A R LTA +  + G  +YV+    +M++R 
Sbjct: 71  KRRVTVKGEGGTIP----KKEAEIDVGSAGTAARFLTAMLGMSDG--SYVIQASGQMKKR 124 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+ DL V L+  GA++         PV++NG        V+L  S S+Q+LSA+L+ +P+ 
Sbjct: 125 PMKDLFVLLEHTGAEIIYLEQEGFLPVKINGQRKDQKLTVRLDISRSTQFLSAMLLISPM 184 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VE 251 
               + I+I  +     Y+ +T  +ME +GV+ +       + +  G  Y   K  Y VE 
Sbjct: 185 LPQGLHIQITSEKTDGSYIRITRNMMENWGVQTQFDGK--NYEVMPGAAYH--KTTYVVE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D S+A YF   AAITGG   VE     + QGD KF +VLE +G KVT T   + V GP  
Sbjct: 241 PDMSAACYFYGAAAITGGKAIVENVHMDNTQGDKKFLKVLEQLGCKVTDTAKGICVEGPE 300 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
               G  H   ID++MN   D  MTLA +A +AD P  I  +   R++E++R+ AI TEL 
Sbjct: 301 H---GNIH--GIDIDMNDFSDQTMTLAAMAPYADAPVHISHIGHIRLQESDRIHAIVTEL 355 
 
Query: 372 TKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            + G   EE  D   I P  P   +   I TY+DHRMAMAFSL       + I DP C + 
Sbjct: 356 RRAGIRCEEEEDALTIYPGVP---HAAVIKTYEDHRMAMAFSLLGLRTDGIIIDDPLCCK 412 
 
Query: 430 KTFPDYFDVLSTFVK 444 
           KTF +YF++ +   + 
Sbjct: 413 KTFENYFELFTILTQ 427 
 
 
>ref|XP_003068793.1| 3-dehydroquinate synthase, putative [Coccidioides posadasii C735 
           delta SOWgp] 
 gb|EER26648.1| 3-dehydroquinate synthase, putative [Coccidioides posadasii C735 
           delta SOWgp] 
          Length = 1589 
 
 Score =  261 bits (668), Expect = 1e-67,   Method: Compositional matrix adjust. 
 Identities = 185/467 (39%), Positives = 259/467 (55%), Gaps = 42/467 (8%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 KIVLAPSIEVSPGVPKSLQVTCTPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGLSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA- 115 
            AL  LG +  + ++  +  VV G GG   ++ + EE  L+LGNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWEEEGEVLVVHGNGGT--LKASPEE--LYLGNAGTASRFLTTVATLAN 503 
 
Query: 116 -GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            G  ++ VL G  RM++RPIG LV  L+  GA V+      C P++++  GG  GG++ L 
Sbjct: 504 NGTVSSTVLTGNARMKQRPIGALVDSLRANGAGVEYLETNGCLPLKIDASGGFAGGEISL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  ISSQY+S+LLM AP A   V ++++  K IS  Y++MT  +M  FG+  + S + +  
Sbjct: 564 AAKISSQYVSSLLMCAPYAKEPVTLKLVGGKPISQQYIDMTTAMMRSFGIDVKRSTTEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y     KY +P    +E DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL  
Sbjct: 624 TYHIPQGKYVNPAEYIIESDASSATYPLAVAAITGTTCTIPNIGSKSLQGDARFAVDVLR 683 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP---- 347 
            MG +V+ +E S TVT P         LK + +V+M  M D  +T +V+A  A G      
Sbjct: 684 PMGCEVSQSEYSTTVTAP-----KDGVLKPLPNVDMEPMTDAFLTASVLAAVATGSPNRT 738 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD---------YCIITPPEKLNVTAI 398 
           T I  +A+ RVKE  R+ A++ EL K G    E  D           ++ PP       + 
Sbjct: 739 TRIFGIANQRVKECNRIRAMKDELAKFGVICREHDDGLEIDGIDRSTLLQPPH-----GV 793 
 
Query: 399 DTYDDHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             YDDHR+AM+FS L+  A  P  I +  C  KT+P ++D L+   K 
Sbjct: 794 HCYDDHRVAMSFSVLSLTAPKPTLILEKECVGKTWPGWWDTLAQLFK 840 
 
 
>gb|EFW20721.1| 3-dehydroquinate synthase [Coccidioides posadasii str. Silveira] 
          Length = 1445 
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 Score =  261 bits (667), Expect = 1e-67,   Method: Compositional matrix adjust. 
 Identities = 185/467 (39%), Positives = 259/467 (55%), Gaps = 42/467 (8%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 KIVLAPSIEVSPGVPKSLQVTCTPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGLSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA- 115 
            AL  LG +  + ++  +  VV G GG   ++ + EE  L+LGNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWEEEGEVLVVHGNGGT--LKASPEE--LYLGNAGTASRFLTTVATLAN 503 
 
Query: 116 -GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            G  ++ VL G  RM++RPIG LV  L+  GA V+      C P++++  GG  GG++ L 
Sbjct: 504 NGTVSSTVLTGNARMKQRPIGALVDSLRANGAGVEYLETNGCLPLKIDASGGFAGGEISL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  ISSQY+S+LLM AP A   V ++++  K IS  Y++MT  +M  FG+  + S + +  
Sbjct: 564 AAKISSQYVSSLLMCAPYAKEPVTLKLVGGKPISQQYIDMTTAMMRSFGIDVKRSTTEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y     KY +P    +E DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL  
Sbjct: 624 TYHIPQGKYVNPAEYIIESDASSATYPLAVAAITGTTCTIPNIGSKSLQGDARFAVDVLR 683 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP---- 347 
            MG +V+ +E S TVT P         LK + +V+M  M D  +T +V+A  A G      
Sbjct: 684 PMGCEVSQSEYSTTVTAPK-----DGVLKPLPNVDMEPMTDAFLTASVLAAVATGSPNRT 738 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD---------YCIITPPEKLNVTAI 398 
           T I  +A+ RVKE  R+ A++ EL K G    E  D           ++ PP       + 
Sbjct: 739 TRIFGIANQRVKECNRIRAMKDELAKFGVICREHDDGLEIDGIDRSTLLQPPH-----GV 793 
 
Query: 399 DTYDDHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             YDDHR+AM+FS L+  A  P  I +  C  KT+P ++D L+   K 
Sbjct: 794 HCYDDHRVAMSFSVLSLTAPKPTLILEKECVGKTWPGWWDTLAQLFK 840 
 
 
>emb|CBY01360.1| similar to pentafunctional polypeptide AROM [Leptosphaeria 
           maculans] 
          Length = 1591 
 
 Score =  261 bits (667), Expect = 2e-67,   Method: Compositional matrix adjust. 
 Identities = 178/448 (39%), Positives = 250/448 (55%), Gaps = 39/448 (8%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR+L+LAAL  G   + NLL+S+D   ML AL  + G S   +   K  VV G 
Sbjct: 416 PGSKSISNRVLVLAALGTGPCRITNLLHSDDTQVMLDALAKMQGASFAWEDDGKVLVVTG 475 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
            GG      +    +L+LGNAG A R   S+TA         + ++ G  RM+ERPI  L 
Sbjct: 476 NGGNLKATSS----ELYLGNAGTAARFLTSVTALCRPVESITSTIVTGNARMKERPIAPL 531 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG----GKVKLSGSISSQYLSALLMAAPLA 193 
           V  L+ +G +++        P+R+    G       G ++L+ ++SSQY+S++L++AP + 
Sbjct: 532 VKSLRTMGVEIEYVEKEGGLPLRIQACSGFGSDSFTGDIELTANVSSQYVSSILLSAPYS 591 
 
Query: 194 LGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              V + ++  K+IS PY++MT+ +M  FGV+ E S S    Y    + Y +P    VE  
Sbjct: 592 KKPVTLRLVGGKVISQPYIDMTIAMMASFGVQVERSASDPNTYHIPNKPYTNPSTYEVES 651 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPP 311 
           DASSA+Y LA AAITG T TV   G+ SLQGD +FA EVL  MG KV  ++TS TVTGPP 
Sbjct: 652 DASSATYPLAIAAITGTTCTVPNIGSGSLQGDARFAIEVLRPMGCKVEQSKTSTTVTGPP 711 
 
Query: 312 REPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA--DG---PTAIRDVASWRVKETERMV 365 
                R  LKA+ +++M  M D  +T +V+A  A  DG    T I  +A+ RVKE  R+  
Sbjct: 712 -----RGELKAVKEIDMEPMTDAFLTASVLAAVASSDGTSTTTRIYGIANQRVKECNRIQ 766 
 
Query: 366 AIRTELTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACA 416 
           A+  EL K G +  +        G  Y + TP        I  YDDHR+AM+F+ L+  A 
Sbjct: 767 AMEDELAKFGVTCRQFDDGIEVDGKGYDLATPQ-----VGIHCYDDHRVAMSFAVLSLVA 821 
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Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             PV I +  CT KT+P Y+D L+   K 
Sbjct: 822 PAPVLILEKDCTGKTWPGYWDSLNQIFK 849 
 
 
>ref|XP_002555600.1| KLTH0G13090p [Lachancea thermotolerans] 
 emb|CAR25163.1| KLTH0G13090p [Lachancea thermotolerans] 
          Length = 1579 
 
 Score =  261 bits (666), Expect = 2e-67,   Method: Compositional matrix adjust. 
 Identities = 193/467 (41%), Positives = 270/467 (57%), Gaps = 38/467 (8%) 
 
Query: 5   EEIVLQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K +      T+  PGSKS+SNR L+LAAL EGT  + NLL+S+D  +ML A+ 
Sbjct: 400 DETLVYPFKTLENGQEKTIVPPGSKSISNRALILAALGEGTCKIKNLLHSDDTKHMLHAV 459 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT---AAVTAAG 116 
           + L G ++  +   +  V+ G GG      A+    L+LGNAG A R LT   A V +   
Sbjct: 460 QQLKGATITWEDNGETVVLKGHGGSTLQATAEP---LYLGNAGTASRFLTSVAALVNSTS 516 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
              + VL G  RM+ERPIG LV  L++ G  +D        P+++N      GG+++L+  
Sbjct: 517 SQKSVVLTGNARMQERPIGPLVDSLRENGISIDYLNKEKSLPLKINTDSNFKGGRIELAA 576 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHS-DSWDRF 234 
           ++SSQY+S++LM AP A   V + ++  K IS  Y++MT+++ME+FG+  + S +  + + 
Sbjct: 577 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYIDMTIKMMEKFGIYVKASTEEPNTY 636 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           +I  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 637 HIPKGH-YVNPPEYVIESDASSATYPLAYAAMTGTTVTVPNIGFESLQGDARFARDVLKP 695 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA-DGP----- 347 
           MG  VT TETS TVTGPP    G K LK +D  M  M D  +T  VVA  A DG       
Sbjct: 696 MGCSVTQTETSTTVTGPPVG--GLKPLKHVD--MEPMTDAFLTACVVAAVAHDGKEGSRN 751 
 
Query: 348 -TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNV-TAIDTYD 402 
            T I  +A+ RVKE  R++A+  EL K G    E PD   +   +  +KL V  AI +YD 
Sbjct: 752 TTTIEGIANQRVKECNRILAMVDELAKFGVEANELPDGIQVHGLSSIDKLKVPEAIHSYD 811 
 
Query: 403 DHRMAMAFSLAA--------CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           DHR+AM+FSL A            PV I +  CT KT+P ++DVL T 
Sbjct: 812 DHRVAMSFSLLAGMVGATKDALSEPVRILERSCTGKTWPGWWDVLHT 858 
 
 
>ref|XP_722769.1| hypothetical protein CaO19.4704 [Candida albicans SC5314] 
 gb|EAL04039.1| hypothetical protein CaO19.4704 [Candida albicans SC5314] 
          Length = 1551 
 
 Score =  260 bits (665), Expect = 3e-67,   Method: Compositional matrix adjust. 
 Identities = 183/443 (41%), Positives = 258/443 (58%), Gaps = 32/443 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D  +ML A+ +L G  +  +   +  VV G 
Sbjct: 407 PGSKSISNRALILAALGNGTVRVKNLLHSDDTKHMLDAVASLKGAEISTEDNGETIVVKG 466 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT---YVLDGVPRMRERPIGDL 137 
            GG   V   +E   L+LGNAG A R LT   +  G +      +L G  RM+ERPIG L 
Sbjct: 467 NGGNL-VTSGEE---LYLGNAGTASRFLTTVASLVGKSQASDDVILTGNARMQERPIGPL 522 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L   G++++        P++++   GL GG+++L+ +ISSQY+S++LM AP A   V 
Sbjct: 523 VDALGSNGSEIEYLNKQGSLPLKISAGNGLKGGRIELAATISSQYVSSILMCAPYAKEPV 582 
 
Query: 198 EIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT  +M+ FG++   S + +  Y      YK+P    +E DASS 
Sbjct: 583 TLALVGGKPISQLYIDMTCAMMKSFGIEVTKSTTEEYTYHIPKGTYKNPSEYVIESDASS 642 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+TG + T+   G++SLQGD KFA +VL+ MG KV  T TS TVTGPP     
Sbjct: 643 ATYPLAFAAMTGTSCTIPNIGSSSLQGDAKFAVDVLKPMGCKVEQTTTSTTVTGPP---- 698 
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Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTELT 372 
            R HLK +  V+M  M D  +T +VVA  A G   T+I  +A+ RVKE  R+ A+ TEL  
Sbjct: 699 -RGHLKPLPHVDMEPMTDAFLTASVVAAVAKGGSSTSITGIANQRVKECNRIEAMVTELA 757 
 
Query: 373 KLGASVEEGPDYCII---------TPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           K G    E PD   I         TP  +++   + +YDDHR+ M+FSL A  C E PV  
Sbjct: 758 KFGVPANELPDGIEIHGIDIEDLKTP--EISKRGVSSYDDHRVGMSFSLLAGLCKE-PVL 814 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +   T KT+P ++D+L +  K 
Sbjct: 815 ILERSTTGKTWPGWWDILHSKFK 837 
 
 
>ref|XP_002146148.1| 3-dehydroquinate synthase, putative [Penicillium marneffei ATCC 
           18224] 
 gb|EEA25601.1| 3-dehydroquinate synthase, putative [Penicillium marneffei ATCC 
           18224] 
          Length = 1571 
 
 Score =  260 bits (665), Expect = 3e-67,   Method: Compositional matrix adjust. 
 Identities = 178/434 (41%), Positives = 241/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D   ML AL  LG +  A +   +  VV G 
Sbjct: 408 PGSKSISNRALVLAALGSGTVRVKNLLHSDDTEVMLNALERLGAATFAWEDEGEVLVVNG 467 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATY-VLDGVPRMRERPIGDLV 138 
            GGK          +L+LGNAG A R LT+  T +G G+  Y +L G  RM++RPIGDLV 
Sbjct: 468 NGGKMQAS----PTELYLGNAGTASRFLTSVATLSGKGSVDYNILTGNNRMKQRPIGDLV 523 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA V+        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 524 DALTVNGAQVEYLEKAGSLPLKIAASGGFKGGRINLAAKVSSQYVSSLLMCAPYAKEPVT 583 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS+ Y+EMT  +M  FG+  + S + +  Y      Y +P    +E DASSA 
Sbjct: 584 LKLVGGKPISLSYIEMTTAMMRSFGIDVQKSTTEEWTYHIPQGSYTNPPEYVIESDASSA 643 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T TV   G+ SLQGD +FA EVL  MG  V  T TS TVTGP       
Sbjct: 644 TYPLAIAAVTGTTCTVPNIGSASLQGDARFAVEVLRPMGCNVEQTATSTTVTGP-----A 698 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+R E 
Sbjct: 699 DGVLRPLPNVDMEPMTDAFLGASVLAAIAQGKGGNNTTRIYGIANQRVKECNRIEAMRVE 758 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E PD   I    + ++      +  YDDHR+A +FS L+  A     I +  
Sbjct: 759 LAKFGVVCREHPDGLEIDGINRSSLRHPAGGVFCYDDHRVAFSFSILSLVAPTSTLILEK 818 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P Y+D L 
Sbjct: 819 ECVGKTWPTYWDAL 832 
 
 
>ref|XP_722916.1| hypothetical protein CaO19.12175 [Candida albicans SC5314] 
 gb|EAL04195.1| hypothetical protein CaO19.12175 [Candida albicans SC5314] 
          Length = 1551 
 
 Score =  260 bits (665), Expect = 3e-67,   Method: Compositional matrix adjust. 
 Identities = 183/443 (41%), Positives = 258/443 (58%), Gaps = 32/443 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D  +ML A+ +L G  +  +   +  VV G 
Sbjct: 407 PGSKSISNRALILAALGNGTVRVKNLLHSDDTKHMLDAVASLKGAEISTEDNGETIVVKG 466 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT---YVLDGVPRMRERPIGDL 137 
            GG   V   +E   L+LGNAG A R LT   +  G +      +L G  RM+ERPIG L 
Sbjct: 467 NGGNL-VTSGEE---LYLGNAGTASRFLTTVASLVGKSQASDDVILTGNARMQERPIGPL 522 
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Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L   G++++        P++++   GL GG+++L+ +ISSQY+S++LM AP A   V 
Sbjct: 523 VDALGSNGSEIEYLNKQGSLPLKISAGNGLKGGRIELAATISSQYVSSILMCAPYAKEPV 582 
 
Query: 198 EIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT  +M+ FG++   S + +  Y      YK+P    +E DASS 
Sbjct: 583 TLALVGGKPISQLYIDMTCAMMKSFGIEVTKSTTEEYTYHIPKGTYKNPSEYVIESDASS 642 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA+TG + T+   G++SLQGD KFA +VL+ MG KV  T TS TVTGPP     
Sbjct: 643 ATYPLAFAAMTGTSCTIPNIGSSSLQGDAKFAVDVLKPMGCKVEQTTTSTTVTGPP---- 698 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTELT 372 
            R HLK +  V+M  M D  +T +VVA  A G   T+I  +A+ RVKE  R+ A+ TEL  
Sbjct: 699 -RGHLKPLPHVDMEPMTDAFLTASVVAAVAKGGSSTSITGIANQRVKECNRIEAMVTELA 757 
 
Query: 373 KLGASVEEGPDYCII---------TPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           K G    E PD   I         TP  +++   + +YDDHR+ M+FSL A  C E PV  
Sbjct: 758 KFGVPANELPDGIEIHGIDIEDLKTP--EISKRGVSSYDDHRVGMSFSLLAGLCKE-PVL 814 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +   T KT+P ++D+L +  K 
Sbjct: 815 ILERSTTGKTWPGWWDILHSKFK 837 
 
 
>ref|NP_010412.1| Aro1p [Saccharomyces cerevisiae S288c] 
 sp|P08566.1|ARO1_YEAST RecName: Full=Pentafunctional AROM polypeptide; Includes: RecName: 
           Full=3-dehydroquinate synthase; Includes: RecName: 
           Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS; Includes: 
           RecName: Full=Shikimate kinase; Includes: RecName: 
           Full=3-dehydroquinate dehydratase; 
           Short=3-dehydroquinase; Includes: RecName: 
           Full=Shikimate dehydrogenase 
 emb|CAA29458.1| unnamed protein product [Saccharomyces cerevisiae] 
 emb|CAA88208.1| Aro1p [Saccharomyces cerevisiae] 
 tpg|DAA11973.1| TPA: Aro1p [Saccharomyces cerevisiae S288c] 
          Length = 1588 
 
 Score =  259 bits (663), Expect = 4e-67,   Method: Compositional matrix adjust. 
 Identities = 187/475 (39%), Positives = 258/475 (54%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTS 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
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Query: 397 AIDTYDDHRMAMAFSLAACA--------EV--PVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A          EV  PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVANPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>gb|AAN70992.1|AF482690_1 arom polypeptide [Thanatephorus cucumeris] 
          Length = 1618 
 
 Score =  259 bits (663), Expect = 4e-67,   Method: Compositional matrix adjust. 
 Identities = 192/459 (41%), Positives = 259/459 (56%), Gaps = 49/459 (10%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   M+ AL  L G     +   +  VV G 
Sbjct: 422 PGSKSISNRALVLAALGNGTCRLRNLLHSDDTQVMMSALIELKGAKFAWEDGGETLVVSG 481 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV------------LDGVPR 128 
            GG F +  A +E  L+LGNAG A R LT   T  G +++              + G  R 
Sbjct: 482 GGGAFTIPPAGKE--LYLGNAGTAARFLTTVCTLVGPDSSSATASSEFPEGYTFITGNAR 539 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RP G LV  L+  G+ V       C P+ + G GGL GG ++L+ S+SSQY+S++L+ 
Sbjct: 540 MKQRPCGPLVDALRANGSKVKYIESEGCLPLHI-GAGGLKGGTIQLAASVSSQYVSSILL 598 
 
Query: 189 AAPLALG-DVEIEIID-KLISIPYVEMTLRLMERFGV-----KAEHSDSWDRFYIKGGQK 241 
            AP A   DV +E++  ++IS PY++MTL +M+ FGV     KAE     D + I   Q  
Sbjct: 599 CAPYARDEDVVLELVGGQVISQPYIDMTLAMMKTFGVEVTRRKAEDGTLLDIYDIPRAQ- 657 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTW 300 
           Y +P+   +E DASSA+Y LA AAITG T T+E  GT+SLQGD  FA  VL+ MG KV   
Sbjct: 658 YTNPEKYAIESDASSATYPLAVAAITGTTCTIENIGTSSLQGDAGFAVNVLKRMGCKVEQ 717 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAVVA----------LFADGP-- 347 
           +E   TVTGP   P G+  LKAI  V+M  M D  +T  VVA          L +D P   
Sbjct: 718 SENETTVTGP---PIGQ--LKAIGLVDMETMTDAFLTAVVVAAVCGEGSAEGLESDVPKN 772 
 
Query: 348 -TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVT-AIDTYDD 403 
            T I  +A+ RVKE  R+ A+  EL K G   +E  D   +   P E LN   ++  YDD 
Sbjct: 773 TTRILGIANQRVKECNRIRAMIDELAKFGVKTKELDDGLEVYGQPIETLNKNVSVHCYDD 832 
 
Query: 404 HRMAMAFSLAACAEVPVTI-RDPGCTRKTFPDYFDVLST 441 
           HR+AMAFS+ A   VP TI  +  C  KT+P+++D L+  
Sbjct: 833 HRVAMAFSVLATV-VPGTILEEKRCVEKTWPNWWDDLTN 870 
 
 
>gb|EGA63035.1| Aro1p [Saccharomyces cerevisiae FostersO] 
          Length = 1416 
 
 Score =  259 bits (662), Expect = 5e-67,   Method: Compositional matrix adjust. 
 Identities = 185/475 (38%), Positives = 256/475 (53%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
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           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAAC----------AEVPVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A              PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVATPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>gb|EGA59386.1| Aro1p [Saccharomyces cerevisiae FostersB] 
          Length = 1588 
 
 Score =  259 bits (662), Expect = 6e-67,   Method: Compositional matrix adjust. 
 Identities = 185/475 (38%), Positives = 256/475 (53%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAAC----------AEVPVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A              PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVATPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>gb|EDN60469.1| 3-dehydroquinate dehydratase (3-dehydroquinase) [Saccharomyces 
           cerevisiae YJM789] 
          Length = 1588 
 
 Score =  259 bits (662), Expect = 6e-67,   Method: Compositional matrix adjust. 
 Identities = 185/475 (38%), Positives = 256/475 (53%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
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           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAAC----------AEVPVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A              PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVATPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>gb|EGA83528.1| Aro1p [Saccharomyces cerevisiae Lalvin QA23] 
          Length = 1588 
 
 Score =  259 bits (662), Expect = 6e-67,   Method: Compositional matrix adjust. 
 Identities = 187/475 (39%), Positives = 258/475 (54%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTX 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAACA--------EV--PVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A          EV  PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVANPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>ref|NP_594681.1| pentafunctional aromatic polypeptide Aro1 (predicted) 
           [Schizosaccharomyces pombe 972h-] 
 sp|Q9P7R0.1|ARO1_SCHPO RecName: Full=Pentafunctional AROM polypeptide; Includes: RecName: 
           Full=3-dehydroquinate synthase; Includes: RecName: 
           Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS; Includes: 
           RecName: Full=Shikimate kinase; Includes: RecName: 
           Full=3-dehydroquinate dehydratase; 
           Short=3-dehydroquinase; Includes: RecName: 
           Full=Shikimate dehydrogenase 
 emb|CAB75770.1| pentafunctional aromatic polypeptide Aro1 (predicted) 
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           [Schizosaccharomyces pombe] 
          Length = 1573 
 
 Score =  259 bits (662), Expect = 6e-67,   Method: Compositional matrix adjust. 
 Identities = 180/438 (41%), Positives = 249/438 (56%), Gaps = 32/438 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAA+  GT  + N+L+S+D  +M+ AL +LG  +   +   +  VV G 
Sbjct: 412 PGSKSISNRALVLAAMGNGTCRLTNMLHSDDTQFMMSALESLGAATFSWEDGGETLVVKG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            GGK  V   KEE  L+LGNAG A R LT  AA+ ++   A  VL G  RM+ RPIG LV 
Sbjct: 472 NGGKLAV--PKEE--LYLGNAGTAARFLTGIAALVSSKDGAKVVLTGNHRMKVRPIGPLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+  G +++        P+ ++   GL GG ++L+ ++SSQY+S++LM AP A   V  
Sbjct: 528 DALRANGCEINYLEKQGSLPLDLSSKNGLKGGIIELAATVSSQYVSSILMCAPYASQPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS  Y++MT+ +M  FGV    S + +  Y     KY++P +  +E DASSA 
Sbjct: 588 LKLVGGKPISQLYIDMTIAMMASFGVNVTKSTTEENTYNIPCGKYQNPPHYEIESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AAITG   TV   G+ SLQGD +FA +VL  MG  V  T TS TV GPP+     
Sbjct: 648 TYPLAIAAITGTKCTVPNIGSASLQGDARFACDVLRPMGCTVEQTATSTTVQGPPKGTL- 706 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFA------DGPTAIRDVASWRVKETERMVAIRTE 370 
            K L++ID  M  M D  +T +VVA  A      D  T I  +A+ RVKE  R+ A+  E 
Sbjct: 707 -KPLESID--METMTDAFLTASVVAAVACNVSEGDPVTRITGIANQRVKECNRIAAMVHE 763 
 
Query: 371 LTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVT 421 
           L K G    E        G +Y  +  PE+     I TYDDHR+AM+FS L+         
Sbjct: 764 LAKFGVRTGELEDGIYIFGKNYKELKKPEE----GIYTYDDHRIAMSFSVLSLICPSRTL 819 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           I D  C  KT+P ++DVL 
Sbjct: 820 IIDKACVEKTWPYWWDVL 837 
 
 
>gb|AAU95677.1| arom [Sclerotinia sclerotiorum] 
          Length = 1590 
 
 Score =  259 bits (661), Expect = 7e-67,   Method: Compositional matrix adjust. 
 Identities = 175/431 (40%), Positives = 245/431 (56%), Gaps = 21/431 (4%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  G   + NLL+S+DV +ML ++  LG +  A + A +   V G 
Sbjct: 415 PGSKSISNRALVLAALGTGPCRIKNLLHSDDVEFMLTSIGKLGGATYAWEDAGEVLCVQG 474 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY---VLDGVPRMRERPIGDL 137 
            GG           +L++GNAG A R LT  V+    +A+    +L G  RM+ RPIG L 
Sbjct: 475 KGGDL----HASPTELYIGNAGTASRFLTTVVSLCKPSASTKSTILTGNARMKVRPIGPL 530 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G D++        P+ V   GG  GG + L+ ++SSQY+S+LLM AP A   V 
Sbjct: 531 VDSLRANGVDIEYLEKEHSLPLNVAASGGFTGGDINLAATVSSQYVSSLLMCAPYAKNPV 590 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + ++  K IS  Y++MT  +M  FG+    S + +  Y      YK+P+   VE DASS 
Sbjct: 591 TLRLVGGKPISQLYIDMTTAMMAAFGIHVVRSQTGEHTYHIPQGVYKNPEEYVVESDASS 650 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+Y LA AA +G T T+   G  S+QGD +FA +VL+  G KV  T+ S TVTGP   P  
Sbjct: 651 ATYPLAVAATSGTTCTIPNIGCKSIQGDARFAIDVLKPTGCKVVQTDYSTTVTGP---PI 707 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
           G   L+AI +V+M  M D  +T +V+   A G T IR +A+ RVKE  R+ A++ EL K  
Sbjct: 708 GS--LQAIEEVDMEPMTDAFLTASVLGAVAKGTTKIRGIANQRVKECNRIKAMKDELAKF 765 
 
Query: 375 GASVEEGPDYCII--TPPEKLNVTA--IDTYDDHRMAMAFS-LAACAEVPVTIRDPGCTR 429 
           G +  E  D   +   P + L   A  I  YDDHR+AM+FS L+  A  PV I +  C   

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 472



 

 

Sbjct: 766 GVTCRELEDGIEVDGVPIKDLKHPAEGIHCYDDHRVAMSFSVLSVAASQPVLIEERECVG 825 
 
Query: 430 KTFPDYFDVLS 440 
           KT+P ++D+LS 
Sbjct: 826 KTWPGWWDILS 836 
 
 
>emb|CAY78632.1| Aro1p [Saccharomyces cerevisiae EC1118] 
          Length = 1588 
 
 Score =  259 bits (661), Expect = 7e-67,   Method: Compositional matrix adjust. 
 Identities = 187/475 (39%), Positives = 258/475 (54%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAACA--------EV--PVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A          EV  PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVANPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>gb|EDV08178.1| 3-dehydroquinate dehydratase [Saccharomyces cerevisiae RM11-1a] 
          Length = 1588 
 
 Score =  259 bits (661), Expect = 8e-67,   Method: Compositional matrix adjust. 
 Identities = 187/475 (39%), Positives = 258/475 (54%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
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Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAACA--------EV--PVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A          EV  PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVANPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>ref|XP_002582444.1| pentafunctional AROM polypeptide [Uncinocarpus reesii 1704] 
 gb|EEP82352.1| pentafunctional AROM polypeptide [Uncinocarpus reesii 1704] 
          Length = 1580 
 
 Score =  259 bits (661), Expect = 8e-67,   Method: Compositional matrix adjust. 
 Identities = 181/463 (39%), Positives = 254/463 (54%), Gaps = 34/463 (7%) 
 
Query: 6   EIVLQPIKEISGTVKL--------PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S  V          PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 385 KIVLAPSIEVSPGVPHALEITCVPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVML 444 
 
Query: 58  GALRTLGL-SVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
            AL  LG  +   ++  +  VV G GG+     DA     L+LGNAG A R LT   T A 
Sbjct: 445 SALERLGAATFSWEEEGEVLVVHGKGGRLQASPDA-----LYLGNAGTASRFLTTVATLA 499 
 
Query: 116 GGNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 173 
             +   + +L G  RM++RPIG LV  L+  GA +     T C P++++  GG  GG +  
Sbjct: 500 NKSTVDSTILTGNARMKQRPIGALVDSLRTNGAGIKYMETTGCLPLKIDASGGFAGGHIS 559 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
           L+  +SSQY+S+LLM AP A   V ++++  K IS PY++MT  +M  FG+  + S S + 
Sbjct: 560 LAAKVSSQYVSSLLMCAPYAKEPVTLKLVGGKPISQPYIDMTTAMMRSFGIDVKKSTSEE 619 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVL 291 
             Y     +Y +P    +E DASSA+Y LA AAITG T T+   G+ SLQGD +FA +VL 
Sbjct: 620 HTYHIPQGRYMNPTEYIIESDASSATYPLAVAAITGTTCTIPNIGSKSLQGDARFAVDVL 679 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG---- 346 
             MG +V  +  S TVTGP         L A+ +V+M  M D  +T +V+A  A       
Sbjct: 680 RPMGCEVNQSSFSTTVTGP-----RNGALNALPNVDMEPMTDAFLTASVLAAVATAGSTS 734 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYD 402 
            T I  +A+ RVKE  R+ A++ EL K G +  E  D   I   ++  +      +  YD 
Sbjct: 735 TTRIFGIANQRVKECNRIKAMKDELAKFGVTCREHEDGLEIDGIDRSALLRLPHGVYCYD 794 
 
Query: 403 DHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           DHR+AM+FS L+  A  P  I +  C  KT+P ++D L+   K 
Sbjct: 795 DHRVAMSFSVLSLAASHPTLILEKECVGKTWPAWWDTLAQLFK 837 
 
 
>gb|EGA75607.1| Aro1p [Saccharomyces cerevisiae AWRI796] 
          Length = 1588 
 
 Score =  259 bits (661), Expect = 8e-67,   Method: Compositional matrix adjust. 
 Identities = 187/475 (39%), Positives = 258/475 (54%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
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Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAACA--------EV--PVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A          EV  PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVANPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>gb|EEH44586.1| pentafunctional AROM polypeptide [Paracoccidioides brasiliensis 
           Pb18] 
          Length = 1538 
 
 Score =  258 bits (660), Expect = 9e-67,   Method: Compositional matrix adjust. 
 Identities = 177/446 (39%), Positives = 247/446 (55%), Gaps = 21/446 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG +  + ++ 
Sbjct: 403 KSLNVTCTPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVMLTALERLGAATFSWES 462 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNATYVLDGVPRMR 130 
               +VV   G   V   KE   L+LGNAG A R LT   T A  G  A+ VL G  RM+ 
Sbjct: 463 QGEVLVVNGNGGRMVASPKE---LYLGNAGTASRFLTTVATLAQKGSVASSVLTGNARMK 519 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPIGDLV  LK  GAD++        P+++   GG  GG+++L   +SSQY+S+LLM A 
Sbjct: 520 QRPIGDLVDALKANGADIEYLENPKSLPLKITASGGFAGGEMRLDAKVSSQYVSSLLMCA 579 
 
Query: 191 PLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P A   V + ++  K +S  YV+MT  +M  FG+  + S++ +  Y      YK+P     
Sbjct: 580 PYAKEPVTLRLVGGKPVSQLYVDMTTAMMRSFGIDVKKSETEEHTYHIPRGVYKNPAEYV 639 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           VE DASSA+Y LA AA+TG + T+   G+ SLQGD +FA EVL  MG  V  T+ S +VT 
Sbjct: 640 VESDASSATYPLAIAAMTGTSCTIPNIGSKSLQGDARFAIEVLRPMGCTVNQTDFSTSVT 699 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETER 363 
           G      G K      ++M  M D  +T +V+A  A G      T I  +A+ RVKE  R 
Sbjct: 700 GTA----GGKLKSLPTIDMEPMTDAFLTASVLAAVARGQGSNHTTRICGIANQRVKECNR 755 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFS-LAACAEV 418 
           + A++ EL K G +  E  D   I   ++  +      +  YDDHR+AM+FS LA  A   
Sbjct: 756 IKAMKDELAKFGVTCREHDDGLEIDGIDRSTLRHPTEGVFCYDDHRVAMSFSVLALVAPQ 815 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           P  I +  C  KT+P +++ L+   K 
Sbjct: 816 PTLILEKECVGKTWPGWWNTLAQTFK 841 
 
 
>ref|XP_002561515.1| Pc16g12160 [Penicillium chrysogenum Wisconsin 54-1255] 
 emb|CAP93886.1| Pc16g12160 [Penicillium chrysogenum Wisconsin 54-1255] 
          Length = 1586 
 
 Score =  258 bits (660), Expect = 1e-66,   Method: Compositional matrix adjust. 
 Identities = 180/445 (40%), Positives = 244/445 (54%), Gaps = 29/445 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADK 71 
           K ++ T   PGSKS+SNR L+LAAL  GT  V NLL+S+D   ML AL  LG  +   ++ 
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Sbjct: 403 KSLNVTCAPPGSKSISNRALVLAALGSGTCRVKNLLHSDDTEVMLNALERLGAATFSWEE 462 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRM 129 
             +  VV G GGK           L+LGNAG A R LT   T A  ++  + VL G  RM 
Sbjct: 463 EGEVLVVNGKGGKI----IASPTPLYLGNAGTASRFLTTVATLATPSSVDSSVLTGNNRM 518 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ++RPIGDLV  L   GA V+      C P+++   GG  GGK+ L+  +SSQY+S+LLM  
Sbjct: 519 KQRPIGDLVDALTVNGAGVEYMESKGCLPLKIAASGGFAGGKINLAAKVSSQYVSSLLMC 578 
 
Query: 190 APLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AP A   V ++++  K IS PY++MT  +M  FG+  + S + +  Y      Y +P    
Sbjct: 579 APYAKEPVTLKLVGGKPISQPYIDMTTAMMRSFGIDVKKSTTEEHTYHIPQGHYVNPAEY 638 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTV 307 
            VE DASSA+Y LA AA+TG T TV   G+ SLQGD +FA +VL  MG  V  T+TS TV 
Sbjct: 639 IVESDASSATYPLAIAAVTGTTCTVPNIGSKSLQGDARFAVDVLRPMGCSVVQTDTSTTV 698 
 
Query: 308 TGPPR---EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVK 359 
           TGP     +P         DV+M  M D  +T +V+A  A G      T I  +A+ RVK 
Sbjct: 699 TGPTDGVLQPLP-------DVDMEPMTDAFLTASVLAAVAQGKGANHTTRIYGIANQRVK 751 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAA 414 
           E  R+ A++ EL K G    E  D   I   E+ ++      +  YDDHR+A +FS L+  
Sbjct: 752 ECNRIKAMKDELAKFGVICREHDDGLEIDGIERSSLRQPSGGVFCYDDHRVAFSFSVLSL 811 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVL 439 
            A     I +  C  KT+P ++D L 
Sbjct: 812 IAPQSTLILEKECVGKTWPGWWDAL 836 
 
 
>gb|EEH20188.1| pentafunctional AROM polypeptide [Paracoccidioides brasiliensis 
           Pb03] 
          Length = 1603 
 
 Score =  258 bits (659), Expect = 1e-66,   Method: Compositional matrix adjust. 
 Identities = 177/446 (39%), Positives = 247/446 (55%), Gaps = 21/446 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG +  + ++ 
Sbjct: 403 KSLNVTCTPPGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVMLTALERLGAATFSWES 462 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNATYVLDGVPRMR 130 
               +VV   G   V   KE   L+LGNAG A R LT   T A  G  A+ VL G  RM+ 
Sbjct: 463 QGEVLVVNGNGGRMVASPKE---LYLGNAGTASRFLTTVATLAQKGSVASSVLTGNARMK 519 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPIGDLV  LK  GAD++        P+++   GG  GG+++L   +SSQY+++LLM A 
Sbjct: 520 QRPIGDLVDALKSNGADIEYLENPKSLPLKITASGGFAGGEMRLDAKVSSQYVTSLLMCA 579 
 
Query: 191 PLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P A   V + ++  K +S  YV+MT  +M  FG+  + S++ +  Y      YK+P     
Sbjct: 580 PYANEPVTLRLVGGKPVSQLYVDMTTAMMRSFGIDVKKSETEEHTYHIPRGVYKNPAEYV 639 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           VE DASSA+Y LA AA+TG + TV   G+ SLQGD +FA EVL  MG  V  T+ S +VT 
Sbjct: 640 VESDASSATYPLAIAAMTGTSCTVPNIGSKSLQGDARFAIEVLRPMGCTVNQTDFSTSVT 699 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETER 363 
           G      G K      ++M  M D  +T +V+A  A G      T I  +A+ RVKE  R 
Sbjct: 700 GTA----GGKLKSLPTIDMEPMTDAFLTASVLAAVARGQGSNHTTRICGIANQRVKECNR 755 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFS-LAACAEV 418 
           + A++ EL K G +  E  D   I   ++  +      +  YDDHR+AM+FS LA  A   
Sbjct: 756 IKAMKDELAKFGVTCREHDDGLEIDGIDRSTLRHPTEGVFCYDDHRVAMSFSVLALVAPQ 815 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           P  I +  C  KT+P +++ L+   K 
Sbjct: 816 PTLILEKECVGKTWPGWWNTLAQTFK 841 
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>gb|EEU09331.1| Aro1p [Saccharomyces cerevisiae JAY291] 
          Length = 1588 
 
 Score =  258 bits (659), Expect = 1e-66,   Method: Compositional matrix adjust. 
 Identities = 186/475 (39%), Positives = 258/475 (54%), Gaps = 46/475 (9%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L++AAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALIIAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACAD---PLYLGNAGTASRFLTSLAALVNSTP 517 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                VL G  RM++RPI  LV  L+  G  ++        P++V       GG+++L+  
Sbjct: 518 SQKYIVLTGNARMQQRPIAPLVDSLRANGTKIEYLNNEGSLPIKVYTDSVFKGGRIELAA 577 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDR-F 234 
           ++SSQY+S++LM AP A   V + ++  K IS  YV+MT+++ME+FG+  E S +    + 
Sbjct: 578 TVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIKMMEKFGINVETSTTEPYTY 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   G  SLQGD +FA +VL+  
Sbjct: 638 YIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPNIGFESLQGDARFARDVLKP 696 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD-------G 346 
           MG K+T T TS TV+GPP      K LK +D  M  M D  +T  VVA  +          
Sbjct: 697 MGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAFLTACVVAAISHDSDPNSAN 752 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVT 396 
            T I  +A+ RVKE  R++A+ TEL K G    E PD   +           P +      
Sbjct: 753 TTTIEGIANQRVKECNRILAMATELAKFGVKTTELPDGIQVHGLNSIKDLKVPSDSSGPV 812 
 
Query: 397 AIDTYDDHRMAMAFSLAACA--------EV--PVTIRDPGCTRKTFPDYFDVLST 441 
            + TYDDHR+AM+FSL A          EV  PV I +  CT KT+P ++DVL + 
Sbjct: 813 GVCTYDDHRVAMSFSLLAGMVNSQNERDEVANPVRILERHCTGKTWPGWWDVLHS 867 
 
 
>ref|YP_003709660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Waddlia chondrophila 
           WSU 86-1044] 
 gb|ADI38654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Waddlia chondrophila 
           WSU 86-1044] 
          Length = 405 
 
 Score =  258 bits (658), Expect = 1e-66,   Method: Compositional matrix adjust. 
 Identities = 170/421 (40%), Positives = 243/421 (57%), Gaps = 29/421 (6%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKAAKRAVVV 79 
           P SK+ + R L L AL++G TV+ + L ++D    + AL+ LG  +S++ D A     +  
Sbjct: 6   PPSKAHTLRALFLGALAQGKTVLQSPLLADDQKVAIQALKQLGADISIQRDSA----TIQ 61 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G GG   V+D+     LF+GN+G+  R L+A +       +  +DG   MR+RP+  L++ 
Sbjct: 62  GTGGN-RVQDSGS---LFVGNSGVTCRFLSA-IAPLLCKQSVAIDGDLAMRKRPLTQLLI 116 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+ LG   D   G  CPP+ +       GG   ++G+ISSQYLSA+L+AAP A  D+ + 
Sbjct: 117 ALEPLGIHSDSETG--CPPLTLT-CKRFTGGATSVAGNISSQYLSAILLAAPFAENDIVV 173 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            I  +L S PYVE+TL +M RFG + EH  S  R  +  G++YK+     +EGD S+ASY 
Sbjct: 174 SIDGELKSGPYVEITLDMMRRFGAEVEHEGSTYR--VTAGKRYKAVAPYEIEGDYSNASY 231 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
           FLA AAIT   +T++     SLQGD K  ++L+  G  V+   +SVTV G P         
Sbjct: 232 FLAQAAITHTRITIDRLMPNSLQGDRKILDLLKQFGCNVSREGSSVTVEGRP-------- 283 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG--AS 377 
           L +I V M+  PD+  T+AV+A FA G T I  V   R KET+R+ AI +EL K+G  A  
Sbjct: 284 LSSICVEMSDTPDLVPTVAVIAAFAKGTTKINGVGHLRYKETDRLKAIVSELKKMGIKAF 343 
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Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
            EE   +     P+      IDTY+DHR+AMAFS+A  A   + IR P C  K+FPD+FD 
Sbjct: 344 SEEETLWIEGGTPQ---AAEIDTYNDHRIAMAFSVAKRAIPKIVIRCPECVNKSFPDFFD 400 
 
Query: 438 V 438 
           + 
Sbjct: 401 L 401 
 
 
>ref|YP_003878008.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Zinderia 
           insecticola CARI] 
 gb|ADM89662.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Zinderia 
           insecticola CARI] 
          Length = 435 
 
 Score =  258 bits (658), Expect = 2e-66,   Method: Compositional matrix adjust. 
 Identities = 156/447 (34%), Positives = 252/447 (56%), Gaps = 25/447 (5%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M     I+L+    ISG + +PGSKS+SNRILL++ALS G T + NLL S+D   M+  L 
Sbjct: 1   MNNKNFILLKKKNNISGKINIPGSKSISNRILLISALSLGITKIKNLLISDDTLIMIKCL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           + LG+ ++     K   V G   KF     K+ V+LF+ NAG  +R LT+ ++   GN   
Sbjct: 61  KKLGIKIKK--KKKIFFVYGNFIKF----LKKNVKLFVDNAGTLIRPLTSILSFMKGN-- 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           Y+L G  RM +RPI DLV  L  +G  +        PP+ +             S +ISS 
Sbjct: 113 YILYGSKRMNKRPIKDLVSSLNNIGMRIKYLKNNGFPPLLIKKGKIKTNIIKIKS-NISS 171 
 
Query: 181 QYLSALLMAAPL--ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           QYL+++L+++ L     ++ I   + ++S  Y+ +T+ LM+ F V     ++ + F I   
Sbjct: 172 QYLTSILISSVLINKFKEIIIITNNNIVSNSYINITINLMKLFKVNVIKINN-NVFKIIT 230 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +KY SP    +EGD +SASYFLA + I+ G + ++G    S+QGDVKF ++LE MGAK+ 
Sbjct: 231 KEKYISPGIVKIEGDLTSASYFLASSVISKGPLKIKGIIKNSIQGDVKFLDILEDMGAKI 290 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            + +  +       E +  K +K  +++    PD+AMTL +++L+++  +  +++ SW   
Sbjct: 291 NYQDNEL-------EIYYNKIIKNFNIDCINFPDLAMTLLMLSLYSNNISLFKNLYSWNF 343 
 
Query: 359 KETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           KET R+ A++ EL K+GA +     +  ++ PP+ +    I+TY+DHR+AM FSL +    
Sbjct: 344 KETNRLNAMKKELNKIGAKINIINRNDILVIPPKYIKSAFINTYNDHRIAMCFSLLSLNN 403 
 
Query: 418 V-----PVTIRDPGCTRKTFPDYFDVL 439 
           +      + I +P C  KTFP+YF +  
Sbjct: 404 INKLGSNILIENPKCVFKTFPNYFKLF 430 
 
 
>ref|YP_001818996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Opitutus terrae 
           PB90-1] 
 sp|B1ZMW8.1|AROA_OPITP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACB75396.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Opitutus terrae 
           PB90-1] 
          Length = 431 
 
 Score =  258 bits (658), Expect = 2e-66,   Method: Compositional matrix adjust. 
 Identities = 170/442 (38%), Positives = 241/442 (54%), Gaps = 37/442 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V LPGSKSL+NR LLLAAL +   V+   L SED   M+ ALR LGL+V A++  
Sbjct: 14  RPVRGEVTLPGSKSLTNRALLLAALCDHPVVLTGALFSEDTQLMVAALRRLGLTVFANEP 73 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           A+   V      F    AK  V LF+G AG A R LTA + AA     Y +DGV +MR+R 
Sbjct: 74  ARTLAVSDQASAF---QAKAPVDLFVGLAGTAARFLTA-LCAAAPRGVYRIDGVSQMRKR 129 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  L+  L+ LGA+V C       P+ ++   GL GG V++  S SSQ LSALLM APL 
Sbjct: 130 PMRGLIDALRALGAEVRCTEREGFFPLEIHA-RGLRGGPVEIDASESSQLLSALLMVAPL 188 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A    +I +    +   +VEMT RLM  FGV+ +H+ S   F +K G +Y +P    +E  
Sbjct: 189 ARAATQITLTSD-VRWTFVEMTFRLMAEFGVRIDHAGSSTTFEMKAG-RYSAPSRYAIEP 246 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTS--LQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           DA++ASYF A   + GGT+ + G       LQGD  F +VL  + A+              
Sbjct: 247 DATAASYFQALPLVVGGTLALPGLRPPGDGLQGDSAFVDVLARVRARAAG---------- 296 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                     + ++ N +++ D  +TLA +     GPT I  +A  R +ET+R+  +  E 
Sbjct: 297 ----------QLLEENFHEISDTFLTLAAITPLLAGPTRITGIAHTRQQETDRVAGMARE 346 
 
Query: 371 LTKLGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACAEVP------VTIR 423 
           L +LG  V E      I P P +L  T I+TY DHR AM+F++  C +V       ++IR 
Sbjct: 347 LMQLGQRVVETRGELEIHPQPLRLGET-IETYGDHRFAMSFAILGCRDVRGDGRPWLSIR 405 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           DP C  KTFP++F++L+T  +  
Sbjct: 406 DPACCAKTFPNFFELLATLRQK 427 
 
 
>sp|P07547.3|ARO1_EMENI RecName: Full=Pentafunctional AROM polypeptide; Includes: RecName: 
           Full=3-dehydroquinate synthase; Short=DHQS; Includes: 
           RecName: Full=3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS; Includes: RecName: 
           Full=Shikimate kinase; Includes: RecName: 
           Full=3-dehydroquinate dehydratase; 
           Short=3-dehydroquinase; Includes: RecName: 
           Full=Shikimate dehydrogenase 
          Length = 1583 
 
 Score =  257 bits (656), Expect = 3e-66,   Method: Compositional matrix adjust. 
 Identities = 175/439 (39%), Positives = 239/439 (54%), Gaps = 25/439 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +     L+LGNAG A R LT   T A  +   + VL G  RM++RPIGDLV 
Sbjct: 472 KGGNLQASSSP----LYLGNAGTASRFLTTVATLANSSTVDSSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA ++    T   P+++   GG  GG + L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGASIEYVERTGSLPLKIAASGGFAGGNINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           + ++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    +E DASSA 
Sbjct: 588 LRLVGGKPISQPYIDMTTAMMRSFGIDVQKSTTEEHTYHIPQGRYVNPAEYVIESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T TV   G+ SLQGD +FA EVL  MG  V  TETS TVTGP       
Sbjct: 648 TYPLAVAAVTGTTCTVPNIGSASLQGDARFAVEVLRPMGCTVEQTETSTTVTGP-----S 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A++ E 
Sbjct: 703 DGILRPLPNVDMEPMTDAFLGASVLAAIARGKESNHTTRIYGIANQRVKECNRIKAMKDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLN----VTAIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++ N    V  +  YDDHR+A +FS L+     P  I +  
Sbjct: 763 LAKFGVICREHDDGLEIDGIDRSNLRQPVGGVFCYDDHRVAFSFSVLSLVTPQPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
            C  KT+P ++D L    K 
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Sbjct: 823 ECVGKTWPGWWDTLRQLFK 841 
 
 
>ref|ZP_04452905.1| hypothetical protein GCWU000182_02215 [Abiotrophia defectiva ATCC 
           49176] 
 gb|EEP25105.1| hypothetical protein GCWU000182_02215 [Abiotrophia defectiva ATCC 
           49176] 
          Length = 437 
 
 Score =  257 bits (656), Expect = 3e-66,   Method: Compositional matrix adjust. 
 Identities = 158/428 (36%), Positives = 241/428 (56%), Gaps = 16/428 (3%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           VK+PGSKS++NR LL+AAL+EG + +   L S D   M+  L +LG+  + D+  +  VV 
Sbjct: 21  VKVPGSKSITNRALLIAALAEGESGLSGALFSNDAKNMIACLNSLGIKTDIDEENETIVV 80 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            GCGG+ PV +A   V    G+AG A R +TA +  +GG   Y LD   +M++RP+  L+ 
Sbjct: 81  QGCGGRLPVREAGINV----GSAGTAARFITALLAFSGG--VYHLDASEQMKKRPMKPLL 134 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LG  +         P  ++    + GG++ L   ISSQ+LSA++M   L    ++ 
Sbjct: 135 DALISLGVVISYDEKEGHFPFTLDS-REVKGGRICLDTGISSQFLSAVIMTGFLLKNGLK 193 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAE--HSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           ++I  +  S+PYV+MT+++ME FGVK +  H +    + +K G  Y + +   +E D S+ 
Sbjct: 194 VDIGGERESLPYVDMTVKVMEGFGVKVDTVHENGLASYILKEGNGY-TAREYNIEPDVSA 252 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           A YF A A I G    VE     S+QGD++F ++L  M AK++     + + G     +  
Sbjct: 253 ACYFYAMAEILGCKAQVERVHLDSIQGDIEFVKLLTKMRAKLSENSEGIVLQGAKDGNY- 311 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
               + ++ N+N   D ++TLA V  FA  PT I  VA  R++E++R++AI+TEL +LG  
Sbjct: 312 ----EGLEANLNSFSDQSLTLAAVGAFAKSPTKITGVAHIRLQESDRLLAIKTELERLGI 367 
 
Query: 377 SVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
             E G     I P     +   I+TY+DHR+AMAF+L       V I++PGC+ KTF DY 
Sbjct: 368 KTEIGEGEITIFPMSMDSSEVEIETYEDHRVAMAFALIGLRREGVVIKNPGCSAKTFKDY 427 
 
Query: 436 FDVLSTFV 443 
           F VL   V 
Sbjct: 428 FKVLDKIV 435 
 
 
>ref|ZP_03714227.1| hypothetical protein EIKCOROL_01924 [Eikenella corrodens ATCC 
           23834] 
 gb|EEG23474.1| hypothetical protein EIKCOROL_01924 [Eikenella corrodens ATCC 
           23834] 
          Length = 311 
 
 Score =  256 bits (654), Expect = 5e-66,   Method: Compositional matrix adjust. 
 Identities = 150/317 (47%), Positives = 195/317 (61%), Gaps = 11/317 (3%) 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK--VKLSGSISSQYLSAL 186 
           M ERPIGDLV  L+Q+GA +        PP+ +       GG+  + + G++SSQ+L+AL 
Sbjct: 1   MHERPIGDLVDALRQVGATIRYEGREGYPPLHIGERQA--GGQRLITVRGNVSSQFLTAL 58 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMA PL     EIE+  +LIS PY+++TL+LM +FGV+  H DS   F +    +Y +P  
Sbjct: 59  LMALPLTGQAHEIEVQGELISQPYIDITLKLMAQFGVQVAH-DSHRLFRLPETARYHAPA 117 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             +VEGDAS ASYFLA   +    V V G G  S+QGD  FA  LE +GA V W E  +  
Sbjct: 118 TLHVEGDASGASYFLAAGLLAATPVRVYGIGRHSIQGDTAFAAELEKIGAAVEWGENYIQ 177 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V    R P  R  ++  D++ N +PD AMTLAVVAL A    ++R++ SWRVKET+R+ A 
Sbjct: 178 VA---RRPGQR--IRPFDLDANHIPDAAMTLAVVALAAGARCSLRNIGSWRVKETDRITA 232 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
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           +  EL KLGA VEE  +   ITPP +L   A IDTYDDHRMAM FSL +   VPV I DP 
Sbjct: 233 MAAELRKLGARVEEEAEAIHITPPPRLAANARIDTYDDHRMAMCFSLVSLLGVPVYINDP 292 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
            C  KTFPDYF +  +  
Sbjct: 293 QCVNKTFPDYFRLFESM 309 
 
 
>gb|AAV64002.1| AroA [Actinobacillus suis ATCC 33415] 
          Length = 285 
 
 Score =  256 bits (654), Expect = 5e-66,   Method: Compositional matrix adjust. 
 Identities = 146/298 (48%), Positives = 188/298 (63%), Gaps = 15/298 (5%) 
 
Query: 57  LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
           L AL+ LG++    +      V G GG F  ++    + LFLGNAG AMR LTAA+   G 
Sbjct: 1   LNALKALGVNYSLSEDKTVCTVEGIGGAFNWQNG---LSLFLGNAGTAMRPLTAALCLKG 57 
 
Query: 117 G-NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
              A  +L G PRM+ERPI  LV  L+Q GA V        PPV +    GL GGKV++  
Sbjct: 58  ATEAEVILTGEPRMKERPIKHLVDALRQAGASVQYLENEGYPPVAIRN-SGLKGGKVQID 116 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           GSISSQ+L+ALLMAAPLA GD+EIEII +L+S PY+++TL +M+ FGV  E+ + +  F  
Sbjct: 117 GSISSQFLTALLMAAPLAEGDMEIEIIGELVSKPYIDITLAMMKDFGVNVENQN-YQTFV 175 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           +KG Q Y SP+   VEGDASSASYFLA  AI  G V V G G  S+QGD  FA VLE MG 
Sbjct: 176 VKGNQSYISPEKYLVEGDASSASYFLAAGAIK-GKVKVPGIGKNSIQGDRLFANVLEAMG 234 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           AK+TW +  +           +  LK +D++MN +PD AMT+A  ALFA+G T IR++ 
Sbjct: 235 AKITWGDDFIQAE--------QGELKGVDMDMNHIPDAAMTIATTALFAEGETVIRNI 284 
 
 
>ref|ZP_05791383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Butyrivibrio 
           crossotus DSM 2876] 
 gb|EFF69404.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Butyrivibrio 
           crossotus DSM 2876] 
          Length = 431 
 
 Score =  255 bits (652), Expect = 8e-66,   Method: Compositional matrix adjust. 
 Identities = 159/430 (36%), Positives = 236/430 (54%), Gaps = 18/430 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PGSKS++NR LLLA LSE  +V+  +L S+D  + L  L++LG  +E D+  K 
Sbjct: 13  LKGVVTVPGSKSMTNRALLLATLSEEESVLRGVLFSDDSRHFLACLQSLGFLLEIDENEK 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              + G GG+ P +    +V    G+AG A R LTA +  + G  T +     +M +RP+ 
Sbjct: 73  VVKIKGTGGRIPYKTGTIDV----GSAGTAARFLTAMLALSDGEYTVMCS--EQMEKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            +L   L ++GA  +        P +V G GG+    + +  S S+Q+LSA+LM  P+   
Sbjct: 127 AELFNVLTEMGARFEYLKNEGHLPAKVIGNGGVCK-DITMDISRSTQFLSAMLMVTPVTR 185 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + I I  +  +  Y+E+T+ ++  FG+           YI  G +     + Y+E D  
Sbjct: 186 SGIRIRITSEKKTGAYIEITMDMLREFGINVTFDGEE---YIVDGNQKAVIGDYYIEPDV 242 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S+A YF A AA+TGG +TV     +S+QGD+KF  VL  MG +VT T+  +TV+       
Sbjct: 243 SAACYFYAMAAVTGGKITVRNVFESSVQGDMKFLNVLAEMGCEVTETKDGITVSRTG--- 299 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                LK IDVNMN   D A+TLA +A FADG T IR+V   R +E +RM AI  ELTK  
Sbjct: 300 ----GLKGIDVNMNNFSDQALTLAAIAPFADGDTVIRNVGHIRGQECDRMAAIINELTKC 355 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           G +     D   I+     +   I+TYDDHR+AMAF++       + I +P C RKTF + 
Sbjct: 356 GVACHISGDDIFISSGAA-HGAEIETYDDHRVAMAFTVTGLVTGGMIIDNPMCCRKTFEN 414 
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Query: 435 YFDVLSTFVK 444 
           Y++VL   ++ 
Sbjct: 415 YYEVLEKLIE 424 
 
 
>ref|YP_846833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophobacter 
           fumaroxidans MPOB] 
 sp|A0LLU6.1|AROA_SYNFM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK18398.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophobacter 
           fumaroxidans MPOB] 
          Length = 423 
 
 Score =  255 bits (652), Expect = 9e-66,   Method: Compositional matrix adjust. 
 Identities = 167/439 (38%), Positives = 240/439 (54%), Gaps = 27/439 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++PI  I   + +PGSKS+++R L+LAAL++  + + N L ++D      AL  +G+ V+ 
Sbjct: 5   IEPISGIKAQLSVPGSKSITHRALMLAALADDESEIRNPLVADDTTITADALVQMGVGVQ 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +   V+V    K     ++    + LGN+G + R L A   AA G   +  DG PR 
Sbjct: 65  WKPGS---VLVAPPSK---RWSQPSEPILLGNSGTSTRLLLA--LAATGVGDFTFDGAPR 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R+RP+  LV  L+ LGA  DC       P+RV    GL GGKV +    S Q+LSA+LM 
Sbjct: 117 LRQRPVKPLVSALEMLGARFDCTETDGFLPLRVIA-HGLSGGKVLVDARQSGQFLSAVLM 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAP A G+V +E ++ + S PYV MTL +M   G+     D  +R  +   Q+Y   +   
Sbjct: 176 AAPCAGGEVTVEWLEPVASYPYVAMTLAMMGERGIDF-RKDRANRVIVPAPQRYAGGRWT 234 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VE D SSASY  A AA+TGG V        SLQGD +F  +LE MG +VTW E  V V  
Sbjct: 235 -VEADCSSASYLWAAAALTGGDVLTHPLSPDSLQGDCRFLGILERMGCRVTWEEDGVRVV 293 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                      L+ +D+++N+MPD+  TLA++A FA G + IR+VA  RVKE++R+ A+  
Sbjct: 294 S-------SGELRPVDLDLNEMPDMVPTLAILAAFAGGVSRIRNVAHLRVKESDRLQAVS 346 
 
Query: 369 TELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +EL KLG    E PD   I     T P+      ID +DDHR+AMAF++A      V I  
Sbjct: 347 SELGKLGVPNRELPDGLEIRGGAATSPK----VGIDPHDDHRIAMAFAVAGLRVGGVEIE 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           D     K+FP +++      
Sbjct: 403 DAEVVAKSFPTFWETFEKL 421 
 
 
>ref|XP_001728822.1| hypothetical protein MGL_3989 [Malassezia globosa CBS 7966] 
 gb|EDP41608.1| hypothetical protein MGL_3989 [Malassezia globosa CBS 7966] 
          Length = 1611 
 
 Score =  255 bits (652), Expect = 9e-66,   Method: Compositional matrix adjust. 
 Identities = 185/459 (40%), Positives = 251/459 (54%), Gaps = 50/459 (10%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL---RTLGLSVEADKAAK 74 
           T+  PGSKS+SNR L+LAALS GT  + +LL+S+D   M+ AL   R    + E + A   
Sbjct: 431 TIHTPGSKSVSNRALVLAALSGGTCRLRHLLHSDDTQVMMQALAQLRAADFAWEDNGAT- 489 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG-----------NATYVL 123 
             VV G GG+    D      ++L NAG A R +TA    A             +    L 
Sbjct: 490 -LVVHGQGGRVLASDEP----VYLQNAGTAARFVTAVACLASSASCSGSDESSCHGVVHL 544 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G  RM++RPIG LV  L+  GA +D    ++C P+ V   G L GG+++L+  +SSQY+ 
Sbjct: 545 TGNARMKQRPIGPLVDALRSNGARIDYVEQSNCLPLNVTASGALQGGRIELAADVSSQYV 604 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
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           SA+L+ AP A  DVE+ ++  K+IS PY++MT+ +M+ FGV+ E     +  Y      Y 
Sbjct: 605 SAVLLCAPYAQNDVELALVGGKVISQPYIDMTIAMMQSFGVRVERVA--EHVYRIPRTTY 662 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWT 301 
            +P    VE DASSA+Y LA AAITG TVTV   G  SLQGD  FA +VL  MG +V    
Sbjct: 663 VAPSTYEVECDASSATYPLAIAAITGTTVTVPSLGRASLQGDAAFARKVLAPMGCQVEQN 722 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-------------- 347 
           + S TVTGPP      K L AID  M  M D  +T A++   A  P               
Sbjct: 723 DVSTTVTGPPVGML--KALGAID--MESMTDAFITAAMLFAVATAPCDEYASSSTSASPS 778 
 
Query: 348 -TAIRDVASWRVKETERMVAIRTELTKLGA-SVEEGPDYCIITPP--EKLNVTAIDTYDD 403 
            T I  +A+ RVKE +R+ A+ TEL KLG  +VE      + + P  + L   +I  YDD 
Sbjct: 779 STRITGIANQRVKECDRLRAVVTELAKLGVRAVEHDDGIEVFSTPISQLLPHASIYCYDD 838 
 
Query: 404 HRMAMAFSLAACAEVP---VTIRDPGCTRKTFPDYFDVL 439 
           HR+AMAFS+ AC  VP     I++  C  KT+P ++DVL 
Sbjct: 839 HRIAMAFSVLACV-VPGAGTEIQEKRCVEKTWPSWWDVL 876 
 
 
>emb|CBK80210.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coprococcus catus 
           GD/7] 
          Length = 434 
 
 Score =  255 bits (651), Expect = 1e-65,   Method: Compositional matrix adjust. 
 Identities = 164/442 (37%), Positives = 232/442 (52%), Gaps = 18/442 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I   P      T+  PGSKS++NR L+LAAL+ G T++   L S+D  + L  L+ LG 
Sbjct: 7   QPIFSHPTHPFELTIDAPGSKSITNRALMLAALANGETLLKGALFSDDSRHFLQCLKDLG 66 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D+ A    V G GG+ P    KE   + +G+AG A R LTA +  A G   + LD 
Sbjct: 67  FDVVVDEPAHTVRVTGLGGRIP----KETAAINVGSAGTAARFLTAMLGCAKG--VWHLD 120 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              +M++RP+  L+  L  LG  +DC       P  +    G+   +  +    SSQ+LS 
Sbjct: 121 ASEQMKKRPMAALLNTLTDLGCRIDCHEKEGYFPFTIYS-EGITASEATVDIGDSSQFLS 179 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAA +   D  I I        Y+ MT  +M +FGV+   SD    + I G   Y+S 
Sbjct: 180 ALLMAAVMMDHDFAIHITGNH-GFSYIHMTTAMMRQFGVEISVSDD-QTWRIPGNAAYQS 237 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            ++  +E D S+A+YF   A ++GG V V      SLQGDV      E MG     T    
Sbjct: 238 -QDYQIEPDVSAAAYFYGMAVLSGGNVLVRHVHFDSLQGDVALLRTFEKMGCSAEDTPEG 296 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + +TGP +   GR H   ID++M+   D A+T+A +A FAD PT IR +   R++E++RM 
Sbjct: 297 IRLTGPAQ---GRLH--GIDIDMSSFSDQALTMAAIAPFADSPTFIRGIGHIRLQESDRM 351 
 
Query: 365 VAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            AI   L+++G     +G D  I   P   +   I+TYDDHR+AMAFSL       + I  
Sbjct: 352 AAIVENLSRMGIHAAIQGND--IYIEPGTPHAATIETYDDHRVAMAFSLTGLRTPGIIIS 409 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           +P C RKTF +YFDVL    +N 
Sbjct: 410 NPLCCRKTFENYFDVLDAICRN 431 
 
 
>ref|XP_003026716.1| hypothetical protein SCHCODRAFT_83545 [Schizophyllum commune H4-8] 
 gb|EFI91813.1| hypothetical protein SCHCODRAFT_83545 [Schizophyllum commune H4-8] 
          Length = 1635 
 
 Score =  255 bits (651), Expect = 1e-65,   Method: Compositional matrix adjust. 
 Identities = 182/457 (39%), Positives = 244/457 (53%), Gaps = 55/457 (12%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAAKRA 76 
           ++K PGSKS+SNR LLLAALS GTT + NLL+S+D   M  AL  +G  +   +   +   
Sbjct: 446 SLKTPGSKSISNRALLLAALSSGTTKLRNLLHSDDTRVMRAALGEMGGATFTWEDGGETL 505 
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Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN------------------ 118 
           VV G GG     DA +EV  +LGNAG A R LT       G                    
Sbjct: 506 VVHGRGGSLHAPDAGKEV--YLGNAGTAARFLTTVCALVDGQWSVEIRMSCHADRPAATE 563 
 
Query: 119 --ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
              T  + G  RM++RPIG LV  L++ GA ++   G  C P+RV    GL GG +KL+  
Sbjct: 564 SAKTTTITGNKRMKQRPIGPLVDALRENGASIEYREGEGCLPLRVGAGQGLAGGHIKLAA 623 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           SISSQY+S++L+ AP A   V +E++  ++IS PY++MTL +M  FGV+A      D +  
Sbjct: 624 SISSQYVSSILLCAPYAKEPVTLELVGGQVISQPYIDMTLGMMADFGVRATRRPGTDIYD 683 
 
Query: 236 I-------KGGQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 287 
           I        GG+K       Y V  DASSA+Y LA AAITGG  TVE  GT SLQGD  F 
Sbjct: 684 IPRGVYRCDGGEK----STVYTVFSDASSATYPLALAAITGGKCTVEAIGTRSLQGDAGF 739 
 
Query: 288 AE-VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
           A  VL  +G +V+ TE   TV                +++M  M D  +T  V+A  + G 
Sbjct: 740 ATGVLAGLGCEVSQTERETTVR---------------ELDMETMTDAFLTATVLAAVSKG 784 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNV-TAIDTYDD 403 
            T I  +A+ RVKE  R+ A+  EL K G    E P   +I   P E+L     + TYDD 
Sbjct: 785 TTRIIGIANQRVKECNRIKAMVDELAKFGVECSELPTGLVIHGRPVEELKRGVVVHTYDD 844 
 
Query: 404 HRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           HR+AMAFS+ A       + +  C  KT+P+++D LS 
Sbjct: 845 HRVAMAFSVLAAVVPGTVLEEKRCVEKTWPNWWDDLS 881 
 
 
>ref|XP_003192257.1| aromatic amino acid family biosynthesis-related protein 
           [Cryptococcus gattii WM276] 
 gb|ADV20470.1| Aromatic amino acid family biosynthesis-related protein, putative 
           [Cryptococcus gattii WM276] 
          Length = 1610 
 
 Score =  255 bits (651), Expect = 1e-65,   Method: Compositional matrix adjust. 
 Identities = 179/453 (39%), Positives = 250/453 (55%), Gaps = 37/453 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+  PGSKS+SNR L+LAAL +GT  V NLL+S+D   M+ AL  L  +V + +     + 
Sbjct: 415 TMATPGSKSISNRALVLAALGKGTCRVRNLLHSDDTAVMMNALVELKGAVFSWEDGGDTI 474 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY----VLDGVPRMRERP 133 
           VV  GG      AK + +L+LGNAG A R LT       G+A+     ++ G  RM++RP 
Sbjct: 475 VVEGGGGILSTPAKGK-ELYLGNAGTASRFLTTVCAMVSGSASSERSTIITGNARMKQRP 533 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG LV  L   GA V     T C P+ +    G  GG ++L+ S+SSQY+S++L+ AP A 
Sbjct: 534 IGPLVDALTANGAKVKYLESTGCLPLDIE-TDGFRGGHIQLAASVSSQYVSSILLCAPYA 592 
 
Query: 194 LGDVEIEIID-KLISIPYVEMTLRLMERFGV-----KAEHSDSWDRFYIKGGQKYKSPKN 247 
              V +E+   ++IS PY++MT+ +ME+FG      K E  +  D  Y+     Y +P   
Sbjct: 593 AEQVTLELTGGQVISQPYIDMTIAMMEQFGATVERQKDEQGNLLD-IYVIPKCTYVNPAE 651 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVT 306 
             VE DASSA+Y LA AAITG T T+   G++SLQGD +FA EVLE MG  V  T TS   
Sbjct: 652 YSVESDASSATYPLAIAAITGTTCTISNIGSSSLQGDARFAKEVLEPMGCTVEQTLTSTK 711 
 
Query: 307 VTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP--------------TAIR 351 
           VTGPP        L+A+ +V+M  M D  +T +V+A  A  P              + I  
Sbjct: 712 VTGPP-----VGTLRALGNVDMEPMTDAFLTASVLAAVAVKPCLPERRVEGLPETASRIY 766 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-PPEK--LNVTAIDTYDDHRMAM 408 
            +A+ RVKE  R+ A+R +L K     +E  D  II   PE       +I  YDDHR+AM 
Sbjct: 767 GIANQRVKECNRIQAMRDQLAKFSVETDEFDDGIIIFGKPEASLFRGASIHCYDDHRVAM 826 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           AF++ +C      I +  C  KT+P+++D L   
Sbjct: 827 AFAVLSCIIDKTIIEEKRCVEKTWPNFWDDLQN 859 
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>ref|XP_569127.1| aromatic amino acid family biosynthesis-related protein 
           [Cryptococcus neoformans var. neoformans JEC21] 
 ref|XP_777142.1| hypothetical protein CNBB3730 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|EAL22495.1| hypothetical protein CNBB3730 [Cryptococcus neoformans var. 
           neoformans B-3501A] 
 gb|AAW41820.1| aromatic amino acid family biosynthesis-related protein, putative 
           [Cryptococcus neoformans var. neoformans JEC21] 
          Length = 1611 
 
 Score =  255 bits (651), Expect = 1e-65,   Method: Compositional matrix adjust. 
 Identities = 179/453 (39%), Positives = 252/453 (55%), Gaps = 37/453 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+  PGSKS+SNR L+LAAL +GT  V NLL+S+D   M+ AL  L  +V + +     + 
Sbjct: 415 TMATPGSKSISNRALVLAALGKGTCRVRNLLHSDDTAVMMNALVELKGAVFSWEDGGDTI 474 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY----VLDGVPRMRERP 133 
           VV  GG      AK + +L+LGNAG A R LT       G+A+     V+ G  RM++RP 
Sbjct: 475 VVEGGGGILSTPAKGK-ELYLGNAGTASRFLTTVCAMVSGSASSERSTVITGNARMKQRP 533 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG LV  L   GA V     T C P+ ++   G  GG ++L+ S+SSQY+S++L+ AP A 
Sbjct: 534 IGPLVDALTANGAKVKYLESTGCLPLDID-TDGFRGGHIQLAASVSSQYVSSILLCAPYA 592 
 
Query: 194 LGDVEIEIID-KLISIPYVEMTLRLMERFGV-----KAEHSDSWDRFYIKGGQKYKSPKN 247 
              V +E+   ++IS PY++MT+ +M++FG      K E  +  D  Y+     Y +P   
Sbjct: 593 AEQVTLELTGGQVISQPYIDMTIAMMKQFGATVERQKDEQGNLLD-IYVIPKCTYVNPPE 651 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVT 306 
             VE DASSA+Y LA AAITG T T+   G++SLQGD +FA E+LE MG  V  T TS   
Sbjct: 652 YSVESDASSATYPLAIAAITGTTCTISNIGSSSLQGDARFAKEILEPMGCIVEQTLTSTK 711 
 
Query: 307 VTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP--------------TAIR 351 
           VTGPP        L+A+ +V+M  M D  +T +V+A  A  P              + I  
Sbjct: 712 VTGPP-----VGTLRALGNVDMEPMTDAFLTASVLAAVAVKPCLPERKVEGLPETASRIY 766 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-PPEK--LNVTAIDTYDDHRMAM 408 
            +A+ RVKE  R+ A+R +L K G   +E  D  II   PE       +I  YDDHR+AM 
Sbjct: 767 GIANQRVKECNRIQAMRDQLAKFGIETDEFDDGIIIFGKPEASLFRGASIHCYDDHRVAM 826 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           AF++ +C      I +  C  KT+P+++D L   
Sbjct: 827 AFAVLSCIIDETIIEEKRCVEKTWPNFWDDLQN 859 
 
 
>gb|EEH08604.1| pentafunctional AROM polypeptide [Ajellomyces capsulatus G186AR] 
          Length = 1595 
 
 Score =  254 bits (649), Expect = 2e-65,   Method: Compositional matrix adjust. 
 Identities = 178/462 (38%), Positives = 251/462 (54%), Gaps = 31/462 (6%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 QIVLAPSIEVSPGVPKGLDVTCTPPGSKSISNRALVLAALGSGTCRLKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGL-SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            AL  LG  +   +   +  VV G GG+     +    +L+LGNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWEDEGEVLVVSGKGGRMEASPS----ELYLGNAGTASRFLTTVATLAR 503 
 
Query: 117 GNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            ++  + VL G  RM++RPIGDLV  L   GA ++      C P+++   GG  GG++ L 
Sbjct: 504 KSSVDSSVLTGNARMKQRPIGDLVDALAANGASIEYLENLGCLPLKIASSGGFAGGEINL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +SSQY+S+LLM AP A   V + ++  K IS PY++MT  +M  FGV+ + S++ +  
Sbjct: 564 AAKVSSQYVSSLLMCAPYAKTPVTLRLVGGKPISQPYIDMTTAMMRSFGVEVKKSETEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y      Y +P    VE DASSA+Y LA AAITG + TV   G+ SLQGD +FA +VL  
Sbjct: 624 TYHIPLGFYTNPVEYIVESDASSATYPLAAAAITGTSCTVPNIGSKSLQGDARFAVDVLR 683 
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Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP----- 347 
            MG  V  ++ S  VTGPP    G       +++M  M D  +T +V+A  A G       
Sbjct: 684 PMGCAVDQSDFSTRVTGPP----GGILSPLPNIDMEPMTDAFLTASVLAAVARGKGSNHT 739 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDD 403 
           T I  +A+ RVKE  R+ A++ EL + G    E  D   I   ++  +      +  YDD 
Sbjct: 740 TRIFGIANQRVKECNRIKAMKDELAEFGVVCREHDDGLEIDGIDRATLHHPSDGVYCYDD 799 
 
Query: 404 HRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           HR+AM+FS L+     P  I +  C  KT+P ++D L+   K 
Sbjct: 800 HRVAMSFSVLSLVTPEPTLILEKECVGKTWPGWWDSLAQTFK 841 
 
 
>ref|XP_002375788.1| pentafunctional polypeptide (AroM), putative [Aspergillus flavus 
           NRRL3357] 
 ref|XP_001727508.2| shikimate dehydrogenase [Aspergillus oryzae RIB40] 
 gb|EED54516.1| pentafunctional polypeptide (AroM), putative [Aspergillus flavus 
           NRRL3357] 
          Length = 1578 
 
 Score =  253 bits (647), Expect = 3e-65,   Method: Compositional matrix adjust. 
 Identities = 174/434 (40%), Positives = 241/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTCRVKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +    +L+LGNAG A R LT   T A  ++  + +L G  RM++RPIGDLV 
Sbjct: 472 KGGNLQASPS----ELYLGNAGTASRFLTTVATLANASSVDSSILTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA V+        P++V   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGASVEYVERKGSLPLKVAASGGFAGGRINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    +E DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVQKSTTEEHTYHIPQGRYVNPAEYVIESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AAITG T TV   G+ SLQGD +FA EVL  MG  V  T+TS TV GP       
Sbjct: 648 TYPLAIAAITGTTCTVPNIGSKSLQGDARFAVEVLGPMGCTVKQTDTSTTVVGP-----S 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADG-----PTAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +T +V+A  A G      T I  +A+ RVKE  R+ A++ E 
Sbjct: 703 DGILRPLPNVDMEPMTDAFLTASVLAAVARGDGASHTTRIYGIANQRVKECNRIKAMKDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVYCYDDHRVAFSFSVLSLVAPQPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>dbj|BAE60669.1| unnamed protein product [Aspergillus oryzae] 
          Length = 1595 
 
 Score =  253 bits (647), Expect = 3e-65,   Method: Compositional matrix adjust. 
 Identities = 174/434 (40%), Positives = 241/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  V NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTCRVKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +    +L+LGNAG A R LT   T A  ++  + +L G  RM++RPIGDLV 
Sbjct: 472 KGGNLQASPS----ELYLGNAGTASRFLTTVATLANASSVDSSILTGNNRMKQRPIGDLV 527 
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Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA V+        P++V   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGASVEYVERKGSLPLKVAASGGFAGGRINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    +E DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVQKSTTEEHTYHIPQGRYVNPAEYVIESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AAITG T TV   G+ SLQGD +FA EVL  MG  V  T+TS TV GP       
Sbjct: 648 TYPLAIAAITGTTCTVPNIGSKSLQGDARFAVEVLGPMGCTVKQTDTSTTVVGP-----S 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADG-----PTAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +T +V+A  A G      T I  +A+ RVKE  R+ A++ E 
Sbjct: 703 DGILRPLPNVDMEPMTDAFLTASVLAAVARGDGASHTTRIYGIANQRVKECNRIKAMKDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVYCYDDHRVAFSFSVLSLVAPQPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>ref|XP_001931677.1| pentafunctional AROM polypeptide [Pyrenophora tritici-repentis 
           Pt-1C-BFP] 
 gb|EDU40782.1| pentafunctional AROM polypeptide [Pyrenophora tritici-repentis 
           Pt-1C-BFP] 
          Length = 864 
 
 Score =  253 bits (647), Expect = 3e-65,   Method: Compositional matrix adjust. 
 Identities = 173/432 (40%), Positives = 245/432 (56%), Gaps = 39/432 (9%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR+L+LAAL  G+  + NLL+S+D   ML AL  + G S   +   K  VV G 
Sbjct: 417 PGSKSISNRVLVLAALGTGSCRITNLLHSDDTQVMLDALAKMQGASFAWENDGKELVVTG 476 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
            GG           +L+LGNAG A R   S+TA         + ++ G  RM+ERPIG L 
Sbjct: 477 NGGNLKASSN----ELYLGNAGTAARFLTSVTALCQPVEDTTSTIVTGNARMKERPIGPL 532 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG----GKVKLSGSISSQYLSALLMAAPLA 193 
           V  L+ +G ++D        P+R++  GG       G ++L+ ++SSQY+S++L++AP + 
Sbjct: 533 VKSLRTMGVEIDYQEKEGSLPLRISACGGFGSDSFTGDIELTANVSSQYVSSILLSAPYS 592 
 
Query: 194 LGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              V + ++  K+IS PY++MT+ +M  FGV+ E S+S    Y    + Y +P    VE  
Sbjct: 593 KKPVTLRLVGGKVISQPYIDMTIAMMAAFGVQVERSESDLNTYHIPNKPYTNPSEYEVES 652 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPP 311 
           DASSA+Y LA AAITG T TV   G+ SLQGD +FA EVL+ MG KV  ++TS TVTGPP 
Sbjct: 653 DASSATYPLAIAAITGTTCTVPNIGSGSLQGDARFAVEVLKPMGCKVEQSKTSTTVTGPP 712 
 
Query: 312 REPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA--DGPTA---IRDVASWRVKETERMV 365 
                R  LKA+ +++M  M D  +T +V+A  A  +G T+   I  +A+ RVKE  R+  
Sbjct: 713 -----RGELKAVKEIDMEPMTDAFLTASVLAAVASSNGSTSTTRIYGIANQRVKECNRIQ 767 
 
Query: 366 AIRTELTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACA 416 
           A+  EL K G +  +        G  Y +  P        I  YDDHR+AM+F+ LA  A 
Sbjct: 768 AMEDELAKFGITCRQFDDGIEVDGRGYQLDAPK-----VGIHCYDDHRVAMSFAVLALVA 822 
 
Query: 417 EVPVTIRDPGCT 428 
             PV I +  CT 
Sbjct: 823 PEPVLILEKECT 834 
 
 
>ref|XP_455965.1| hypothetical protein [Kluyveromyces lactis NRRL Y-1140] 
 emb|CAG98673.1| KLLA0F19712p [Kluyveromyces lactis] 
          Length = 1578 
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 Score =  253 bits (647), Expect = 4e-65,   Method: Compositional matrix adjust. 
 Identities = 186/466 (39%), Positives = 259/466 (55%), Gaps = 35/466 (7%) 
 
Query: 4   AEEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           ++E ++ P   I    +  +  PGSKS+SNR L+LAAL +GT  + NLL+S+D  +ML A 
Sbjct: 401 SDETLVHPFNNIPEGQNKVITPPGSKSISNRALILAALGKGTCKIKNLLHSDDTKHMLNA 460 
 
Query: 60  LRTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--- 115 
           ++ L G ++  +   +  VV G GG      ++    L+LGNAG A R LT     A    
Sbjct: 461 VQQLKGATISWEDDGETVVVHGQGGSTLTAPSE---ALYLGNAGTASRFLTTVAALAKKD 517 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
           G N   +L G  RM+ERPIG LV  L+  G  +D        P+++N      GGK++L+ 
Sbjct: 518 GKNDHVILTGNARMQERPIGPLVDSLRSNGLKIDYLNRQGSLPLKINTETNFKGGKIELA 577 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            ++SSQY+S++LM AP A   V + +I  K IS  YV+MT+++M+ FG+K   S +     
Sbjct: 578 ATVSSQYVSSILMCAPYAEEPVTLSLIGGKPISQLYVDMTIKMMDAFGIKVTTSTTEPFT 637 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEM 293 
           Y      Y +P    +E DASSA+Y L+ AAITG TVTV   G+ SLQGD +FA +VL   
Sbjct: 638 YHIPKGNYINPAEYTIESDASSATYPLSFAAITGTTVTVPNIGSASLQGDARFAVDVLRP 697 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA----DGPTA 349 
           MG +VT T TS TVTGPPR     K LK +D  M  M D  +T +VVA          T  
Sbjct: 698 MGCEVTQTATSTTVTGPPRGQL--KPLKHVD--MEPMTDAFLTASVVAAICNNGTTNTTT 753 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPD------YCIITPPEKLNVTAIDTYDD 403 
           I  +A+ RVKE  R+ A+ T+L K G    E PD         I+   + +   I+TYDD 
Sbjct: 754 IEGIANQRVKECNRIEAMVTQLAKFGVRANELPDGIQIHGVNSISELRQPSDAGIETYDD 813 
 
Query: 404 HRMAMAFSLAACA--------EVPVTIRDPGCTRKTFPDYFDVLST 441 
           HR+AM+FSL A          E  V I +  CT KT+P ++DVL + 
Sbjct: 814 HRVAMSFSLLAGMVNSDKKDDESSVRILERQCTGKTWPGWWDVLHS 859 
 
 
>ref|ZP_04624288.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia kristensenii 
           ATCC 33638] 
 gb|EEP91176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia kristensenii 
           ATCC 33638] 
          Length = 287 
 
 Score =  253 bits (646), Expect = 4e-65,   Method: Compositional matrix adjust. 
 Identities = 147/273 (53%), Positives = 186/273 (68%), Gaps = 8/273 (2%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L PI  I+GTV LPGSKS+SNR LLLAAL+EGTT ++NLL+S+D+ +ML AL+ LG 
Sbjct: 3   ESLTLHPIALINGTVNLPGSKSVSNRALLLAALAEGTTQLNNLLDSDDIRHMLNALQALG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +         R  V G GGK     A + V+LFLGNAG AMR L AA+    GN   +L  
Sbjct: 63  VKFRLSADRTRCEVDGLGGKLV---ADQPVELFLGNAGTAMRPLAAALCL--GNNDIILT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D     + PP+R+   GG  GGK+ + GS+SSQ+L+ 
Sbjct: 118 GEPRMKERPIGHLVDALRQGGAQIDYLEQENYPPLRLR--GGFRGGKLTVDGSVSSQFLT 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D +I+I  +L+S PY+++TL LM+ FGV   H +++  F+IKGGQ Y S 
Sbjct: 176 ALLMTAPLAEQDTDIQIQGELVSKPYIDITLHLMKTFGVDVVH-ENYQVFHIKGGQTYHS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 277 
           P    VEGDASSASYFLA AAI GGTV V G G 
Sbjct: 235 PGTYLVEGDASSASYFLAAAAIKGGTVRVTGIG 267 
 
 
>ref|ZP_06933986.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           polysaccharea ATCC 43768] 
 gb|EFH23046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Neisseria 
           polysaccharea ATCC 43768] 
          Length = 272 
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 Score =  253 bits (646), Expect = 4e-65,   Method: Compositional matrix adjust. 
 Identities = 132/274 (48%), Positives = 176/274 (64%), Gaps = 7/274 (2%) 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
           + + G++SSQ+L+ALLMA PL     EI ++ +LIS PY+++TL+LM +FGV+   ++++ 
Sbjct: 2   IPIKGNVSSQFLTALLMALPLTGQAFEIRMVGELISKPYIDITLKLMAQFGVQVA-NENY 60 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
             F I     Y +P++ +VEGDAS ASYFLA   I    + V G G  S+QGDV FA  L 
Sbjct: 61  RVFKIPADAHYHAPEHLHVEGDASGASYFLAAGLIAATPIRVTGIGANSIQGDVAFACEL 120 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
           E +GA V W E  V V+ P       + ++A D++ N +PD AMTLA+VAL       +R 
Sbjct: 121 EKIGANVVWGENFVEVSRP-----KERAVQAFDLDANHIPDAAMTLAIVALATGQTCTLR 175 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAF 410 
           ++ SWRVKET+R+ A+  EL KLGA V E  +   ITPPE L   A IDTYDDHRMAM F 
Sbjct: 176 NIGSWRVKETDRIAAMANELRKLGAKVAEEAEAIHITPPETLTPDAVIDTYDDHRMAMCF 235 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           SL +   VPV I DP CT KTFP YFDV S+  + 
Sbjct: 236 SLVSLLGVPVVINDPKCTHKTFPTYFDVFSSLTE 269 
 
 
>ref|YP_003769882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Amycolatopsis 
           mediterranei U32] 
 gb|ADJ49480.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Amycolatopsis 
           mediterranei U32] 
          Length = 412 
 
 Score =  252 bits (644), Expect = 7e-65,   Method: Compositional matrix adjust. 
 Identities = 171/432 (39%), Positives = 226/432 (52%), Gaps = 37/432 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V++PGSKS++ R L LAA + GTTV+   L+S+D       L  LG  V  D+      + 
Sbjct: 4   VEIPGSKSVTARGLFLAAAAHGTTVLGRPLHSDDTEGFAEGLAELGYRV--DRQPGEWTI 61 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P      E  +F  +     R L A   AA G  T+  D   +MR RP+G L  
Sbjct: 62  EG----RPSGPGVAEADVFCRDGATTARFLPA--LAAAGTGTFRFDASGQMRRRPLGPLT 115 
 
Query: 139 VGLKQLGADVDCFLGTDCPP--VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
             L++LG +++        P  VR NGI    GG++ L   +SSQ+L+ALL+  PL     
Sbjct: 116 DALQELGVELEFRGEPGHHPLTVRANGI---KGGELTLDAGLSSQFLTALLLVGPLTAEG 172 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY------V 250 
           + I + D L+S+PYVE+TL +M RFGV               GQ +  P   Y      V 
Sbjct: 173 LRITVTD-LVSVPYVEITLEMMRRFGVDVRRE----------GQTFVVPAQPYQACEYPV 221 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E DAS+ASYFLA AA+TG TVT+ G G+ +LQGDVKFA+VL  MGA V     SVTV GP 
Sbjct: 222 EPDASTASYFLAAAALTGRTVTIPGLGSEALQGDVKFADVLREMGAHVDLGPDSVTVAGP 281 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                    L+ I VNM  + D   TLA +A FA GP  I DV + R+KE +R+ A     
Sbjct: 282 ------SDGLRGITVNMRDISDTVPTLAAIAPFASGPVRIEDVYNTRIKECDRLDACEEN 335 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L  +G +VE G D+  I P      T +    DHR+AMAFS+       VT+ DP C +K 
Sbjct: 336 LRAMGIAVETGRDWIEIQPGRPTG-TLVSCRRDHRIAMAFSITGLLVDGVTLDDPDCVKK 394 
 
Query: 431 TFPDYFDVLSTF 442 
           TFP +   L T  
Sbjct: 395 TFPGFHQALGTL 406 
 
 
>ref|XP_001268882.1| pentafunctional polypeptide (AroM), putative [Aspergillus clavatus 
           NRRL 1] 
 gb|EAW07456.1| pentafunctional polypeptide (AroM), putative [Aspergillus clavatus 
           NRRL 1] 
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          Length = 1587 
 
 Score =  252 bits (643), Expect = 8e-65,   Method: Compositional matrix adjust. 
 Identities = 172/434 (39%), Positives = 240/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  +G  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVMLNALERIGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT-AAGGNATY-VLDGVPRMRERPIGDLV 138 
            GG      +    +L+LGNAG A R LT   T A   N  + +L G  RM++RPIGDLV 
Sbjct: 472 KGGALQAHPS----ELYLGNAGTASRFLTTVATLATPSNVDFSILTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA V+        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 EALIANGAQVEYMESKGSLPLKIAASGGFTGGQINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    VE DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVQKSTTEEHTYHIPQGRYTNPAEYVVESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T TV   G+ SLQGD +FA +VL  MG  V  T+TS TVTGP       
Sbjct: 648 TYPLAIAAVTGTTCTVPNIGSKSLQGDARFAVDVLRPMGCTVEQTDTSTTVTGP-----A 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+  E 
Sbjct: 703 DGVLRPLPNVDMEPMTDAFLGASVLAAIARGEGSNHTTRIYGIANQRVKECNRIKAMHDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++ N+      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHEDGLEIDGIDRANLRQPAGGVFCYDDHRVAFSFSVLSLVAPKPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>ref|YP_001047210.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanoculleus 
           marisnigri JR1] 
 sp|A3CV28.1|AROA_METMJ RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABN57228.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanoculleus 
           marisnigri JR1] 
          Length = 422 
 
 Score =  252 bits (643), Expect = 9e-65,   Method: Compositional matrix adjust. 
 Identities = 166/418 (39%), Positives = 228/418 (54%), Gaps = 19/418 (4%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 81 
           P SKS ++R L+  AL+ G T +   L + D       L  LG+ +E         V GC 
Sbjct: 18  PPSKSYTHRALIAGALALGRTRIARPLRAADTELTARGLEALGVPLE--WLPGEIAVAGC 75 
 
Query: 82  GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 141 
            G FP   A  EV +  GN+G  +R LT+A   +      VL G PRM ERP+G L   L 
Sbjct: 76  SGTFP---AAGEVTIDCGNSGTTLRLLTSAALLS--QHPVVLTGSPRMLERPVGPLAGAL 130 
 
Query: 142 KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 201 
           + LG DV        PP+R++G   L GG+  + GSISSQ++S++LMAAP A  DVE+ + 
Sbjct: 131 RALGGDVAFTGQPGYPPIRISGR--LRGGRATIDGSISSQFVSSILMAAPYAEEDVELTL 188 
 
Query: 202 IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 261 
                S  Y+++T  +M RFG   E    +DRF ++ G+ Y+  ++  VEGD SSASY   
Sbjct: 189 PATPASRSYLDVTADVMLRFGAHIER-QGYDRFRVESGRAYRG-RDYRVEGDYSSASYLF 246 
 
Query: 262 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
           A AA+ GG V V G   TS+QGD +F + LE MG  V     +VTV     E  G   LK 
Sbjct: 247 AVAAVCGGRVAVTGLNPTSVQGDRRFLDALEAMGCSVAAGTDAVTV-----ERTG--DLK 299 
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Query: 322 AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 381 
            I+++M+  PD   TLA VA  A  PT I   A  + KE++R+      L ++GA VE   
Sbjct: 300 GIEIDMSSSPDTVQTLAAVAATAGSPTTITGTAHLQYKESDRVGVTADTLRRMGAGVEVT 359 
 
Query: 382 PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            D   IT P  L+  A+D +DDHR AMAF++   A   + IRDP C  K+FP +++ L 
Sbjct: 360 EDSLTIT-PAPLHGVAVDPHDDHRTAMAFAVLGLAVGGMAIRDPECVEKSFPGFWEAL 416 
 
 
>gb|EER42257.1| pentafunctional AROM polypeptide [Ajellomyces capsulatus H143] 
          Length = 1595 
 
 Score =  251 bits (640), Expect = 2e-64,   Method: Compositional matrix adjust. 
 Identities = 177/462 (38%), Positives = 250/462 (54%), Gaps = 31/462 (6%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 QIVLAPSIEVSPGVPKGLDVTCTPPGSKSISNRALVLAALGSGTCRLKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGL-SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            AL  LG  +   +   +  VV G GG+     +    +L+LGNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWEDEGEVLVVSGKGGRMEASPS----ELYLGNAGTASRFLTTVATLAR 503 
 
Query: 117 GNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            ++  + VL G  RM++RPIGDLV  L   GA ++      C P+++   GG  GG++ L 
Sbjct: 504 KSSVDSSVLTGNARMKQRPIGDLVDALAANGASIEYLENLGCLPLKIAASGGFAGGEINL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +SSQY+S+LLM AP A   V + ++  K IS  Y++MT  +M  FGV+ + S++ +  
Sbjct: 564 AAKVSSQYVSSLLMCAPYAKTPVTLRLMGGKPISQSYIDMTTAMMRSFGVEVKKSETEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y      Y +P    VE DASSA+Y LA AAITG + TV   G+ SLQGD +FA +VL  
Sbjct: 624 TYHIPLGFYTNPVEYIVESDASSATYPLAAAAITGTSCTVPNIGSKSLQGDARFAVDVLR 683 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP----- 347 
            MG  V  ++ S  VTGPP    G       +++M  M D  +T +V+A  A G       
Sbjct: 684 PMGCAVDQSDFSTRVTGPP----GGILSPLPNIDMEPMTDAFLTASVLASVARGKGSNHT 739 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDD 403 
           T I  +A+ RVKE  R+ A++ EL + G    E  D   I   ++  +      +  YDD 
Sbjct: 740 TRIFGIANQRVKECNRIKAMKDELAQFGVVCREHDDGLEIDGIDRATLHHPSDGVYCYDD 799 
 
Query: 404 HRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           HR+AM+FS L+     P  I +  C  KT+P ++D L+   K 
Sbjct: 800 HRVAMSFSVLSLVTPEPTLILEKECVGKTWPGWWDSLAQTFK 841 
 
 
>gb|EEQ84223.1| 3-dehydroquinate synthase [Ajellomyces dermatitidis ER-3] 
          Length = 1597 
 
 Score =  251 bits (640), Expect = 2e-64,   Method: Compositional matrix adjust. 
 Identities = 181/463 (39%), Positives = 252/463 (54%), Gaps = 33/463 (7%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 QIVLAPSIEVSPGVPKNLNVTCTPPGSKSISNRALVLAALGSGTCRLKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGLSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            AL  LG +  + +   +  VV G GGK          +L+LGNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWENEGEVLVVNGKGGKMKASPD----ELYLGNAGTASRFLTTVATLAQ 503 
 
Query: 117 GNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            ++  + VL G  RM++RPIGDLV  L   GA V+    +   P+++   GG  GG++ L 
Sbjct: 504 KSSVDSSVLTGNARMKQRPIGDLVDALAANGAGVEYLENSGSLPLKIAASGGFAGGEINL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +SSQY+S+LLM AP A   V + ++  K IS  Y++MT  +M  FG+  + S++ +  
Sbjct: 564 AAKVSSQYVSSLLMCAPYAKKPVTLRLVGGKPISQTYIDMTTTMMRSFGIDVKKSETEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
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            Y      Y SP    VE DASS++Y LA AAITG + TV   G+ SLQGD +FA EVL  
Sbjct: 624 TYHIPLGFYISPAEYIVESDASSSTYPLAVAAITGTSCTVPNIGSKSLQGDARFAVEVLR 683 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG----- 346 
            MG  V   + S TVTGP         L+ + +V+M  M D  +T +V+A  A G      
Sbjct: 684 PMGCTVDQKDFSTTVTGP-----ANGILRPLPNVDMEPMTDAFLTASVLAAVARGGGSNH 738 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYD 402 
            T I  +A+ RVKE  R+ A++ EL K G +  E  D   I   ++  +      +  YD 
Sbjct: 739 TTRIFGIANQRVKECNRIKAMKDELAKFGVTCREHDDGLEIDGIDRSTLRHPSDGVYCYD 798 
 
Query: 403 DHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           DHR+AM+FS L+  A  P  I +  C  KT+P ++D L+   K 
Sbjct: 799 DHRVAMSFSVLSLVAPQPTLILEKECVGKTWPGWWDSLAQTFK 841 
 
 
>ref|XP_002626822.1| 3-dehydroquinate synthase [Ajellomyces dermatitidis SLH14081] 
 gb|EEQ76475.1| 3-dehydroquinate synthase [Ajellomyces dermatitidis SLH14081] 
          Length = 1597 
 
 Score =  251 bits (640), Expect = 2e-64,   Method: Compositional matrix adjust. 
 Identities = 181/463 (39%), Positives = 252/463 (54%), Gaps = 33/463 (7%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  E+S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 388 QIVLAPSIEVSPGVPKNLNVTCTPPGSKSISNRALVLAALGSGTCRLKNLLHSDDTEVML 447 
 
Query: 58  GALRTLGLSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            AL  LG +  + +   +  VV G GGK          +L+LGNAG A R LT   T A  
Sbjct: 448 NALERLGAATFSWENEGEVLVVNGKGGKMKASPD----ELYLGNAGTASRFLTTVATLAQ 503 
 
Query: 117 GNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
            ++  + VL G  RM++RPIGDLV  L   GA V+    +   P+++   GG  GG++ L 
Sbjct: 504 KSSVDSSVLTGNARMKQRPIGDLVDALAANGAGVEYLENSGSLPLKIAASGGFAGGEINL 563 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +SSQY+S+LLM AP A   V + ++  K IS  Y++MT  +M  FG+  + S++ +  
Sbjct: 564 AAKVSSQYVSSLLMCAPYAKKPVTLRLVGGKPISQTYIDMTTTMMRSFGIDVKKSETEEH 623 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y      Y SP    VE DASS++Y LA AAITG + TV   G+ SLQGD +FA EVL  
Sbjct: 624 TYHIPLGFYISPAEYIVESDASSSTYPLAVAAITGTSCTVPNIGSKSLQGDARFAVEVLR 683 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG----- 346 
            MG  V   + S TVTGP         L+ + +V+M  M D  +T +V+A  A G      
Sbjct: 684 PMGCTVDQKDFSTTVTGP-----ANGILRPLPNVDMEPMTDAFLTASVLAAVARGGGSNH 738 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYD 402 
            T I  +A+ RVKE  R+ A++ EL K G +  E  D   I   ++  +      +  YD 
Sbjct: 739 TTRIFGIANQRVKECNRIKAMKDELAKFGVTCREHDDGLEIDGIDRSTLRHPSDGVYCYD 798 
 
Query: 403 DHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           DHR+AM+FS L+  A  P  I +  C  KT+P ++D L+   K 
Sbjct: 799 DHRVAMSFSVLSLVAPQPTLILEKECVGKTWPGWWDSLAQTFK 841 
 
 
>gb|EGC43649.1| 3-dehydroquinate synthase [Ajellomyces capsulatus H88] 
          Length = 1574 
 
 Score =  249 bits (635), Expect = 8e-64,   Method: Compositional matrix adjust. 
 Identities = 176/462 (38%), Positives = 250/462 (54%), Gaps = 31/462 (6%) 
 
Query: 6   EIVLQPIKEISG--------TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           +IVL P  ++S         T   PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML 
Sbjct: 367 QIVLAPSIKVSPGVPKGLDVTCTPPGSKSISNRALVLAALGSGTCRLKNLLHSDDTEVML 426 
 
Query: 58  GALRTLGL-SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            AL  LG  +   +   +  VV G GG+     +    +L+LGNAG A R LT   T A  
Sbjct: 427 NALERLGAATFSWEDEGEVLVVSGKGGRMEASPS----ELYLGNAGTASRFLTTVATLAR 482 
 
Query: 117 GNA--TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
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            ++  + VL G  RM++RPIGDLV  L   GA ++      C P+++   GG  GG++ L 
Sbjct: 483 KSSVDSSVLTGNARMKQRPIGDLVDALAANGASIEYLENLGCLPLKIAASGGFAGGEINL 542 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +SSQY+S+LLM AP A   V + ++  K IS  Y++MT  +M  FGV+ + S++ +  
Sbjct: 543 AAKVSSQYVSSLLMCAPYAKTPVTLRLMGGKPISQSYIDMTTAMMRSFGVEVKKSETEEH 602 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
            Y      Y +P    VE DASSA+Y LA AAITG + TV   G+ SLQGD +FA +VL  
Sbjct: 603 TYHIPLGFYTNPVEYIVESDASSATYPLAAAAITGTSCTVPNIGSKSLQGDARFAVDVLR 662 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP----- 347 
            MG  V  ++ S  VTGPP    G       +++M  M D  +T +V+A  A G       
Sbjct: 663 PMGCAVDQSDFSTRVTGPP----GGILSPLPNIDMEPMTDAFLTASVLASVARGKGSNHT 718 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDD 403 
           T I  +A+ RVKE  R+ A++ EL + G    E  D   I   ++  +      +  YDD 
Sbjct: 719 TRIFGIANQRVKECNRIKAMKDELAQFGVVCREHDDGLEIDGIDRATLHHPSDGVYCYDD 778 
 
Query: 404 HRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           HR+AM+FS L+     P  I +  C  KT+P ++D L+   K 
Sbjct: 779 HRVAMSFSVLSLVTPEPTLILEKECVGKTWPGWWDSLAQTFK 820 
 
 
>ref|YP_001122070.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis WY96-3418] 
 gb|ABO46949.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis WY96-3418] 
          Length = 425 
 
 Score =  248 bits (634), Expect = 1e-63,   Method: Compositional matrix adjust. 
 Identities = 157/440 (35%), Positives = 228/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ +LQ   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFILQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  + +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSRDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>emb|CAD29607.2| pentafunctional arom polypeptide [includes: 3-dehydroquinate 
           synthase], putative [Aspergillus fumigatus] 
          Length = 1582 
 
 Score =  248 bits (634), Expect = 1e-63,   Method: Compositional matrix adjust. 
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 Identities = 170/434 (39%), Positives = 239/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTVRIKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +     L+LGNAG A R LT   T A  ++  + VL G  RM++RPIGDLV 
Sbjct: 472 KGGALQAHPSP----LYLGNAGTASRFLTTVATLATASSVDSSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA ++        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGAQIEYVENKGSLPLKIAASGGFTGGQINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    VE DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVKKSTTEEHTYHIPQGRYINPAEYVVESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T T+   G+ SLQGD +FA +VL  MG  V  T+TS TVTGP       
Sbjct: 648 TYPLAIAAVTGTTCTIPNIGSKSLQGDARFAVDVLRPMGCTVEQTDTSTTVTGP-----A 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+  E 
Sbjct: 703 DGVLRPLPNVDMEPMTDAFLGASVLAAIARGKDSNHTTRIYGIANQRVKECNRIKAMHDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVFCYDDHRVAFSFSVLSLIAPKPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>ref|XP_001879572.1| predicted protein [Laccaria bicolor S238N-H82] 
 gb|EDR10187.1| predicted protein [Laccaria bicolor S238N-H82] 
          Length = 1606 
 
 Score =  248 bits (633), Expect = 1e-63,   Method: Compositional matrix adjust. 
 Identities = 177/435 (40%), Positives = 248/435 (57%), Gaps = 25/435 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL +GT  + NLL+S+D   M+ AL  L G S   + A +  VV G 
Sbjct: 418 PGSKSISNRALVLAALGKGTCRLKNLLHSDDTQVMMAALNELKGASFAWEDAGETLVVKG 477 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT----AAGGNATY-VLDGVPRMRERPIG 135 
             G   V    +E  L+LGNAG A R LT   T    +   NA Y V+ G  RM++RPIG 
Sbjct: 478 GEGSLSVPPKGKE--LYLGNAGTAARFLTTVCTLVQSSPQDNAEYTVITGNARMKQRPIG 535 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            LV  L+  G+ +D      C P+ +    GL G +++L+ S+SSQY+S++L+ AP A   
Sbjct: 536 PLVTALQANGSKIDFLESEGCLPLAI-APQGLKGSQLQLAASVSSQYVSSILLCAPYAEE 594 
 
Query: 196 DVEIEIID-KLISIPYVEMTLRLMERFGV-----KAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            + +E+I  ++IS PY++MT+ +M+ FGV     K   +  +   Y      Y +P     
Sbjct: 595 PITLELIGGQVISQPYIDMTVAMMKTFGVDVVRRKDPVTGKFLDVYEIPKAVYTNPPEYN 654 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVT 308 
           +E DASSA+Y LA AA+TG + T++  G+ SLQGD KFA EVLE MG +V+ T T  TV  
Sbjct: 655 IESDASSATYPLAIAAVTGTSCTIQNIGSASLQGDAKFAKEVLEKMGCQVSQTATETTVQ 714 
 
Query: 309 GPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           GP   P G+  LKAI +V+M  M D  +T   +A  A+G T I  +A+ RVKE  R+ A+ 
Sbjct: 715 GP---PIGQ--LKAIEEVDMEVMTDAFLTATALAAVANGKTRIIGIANQRVKECNRIRAM 769 
 
Query: 368 RTELTKLGASVEEGPD--YCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
             EL K G    E  D    I  P   L    ++  YDDHR+AMAFS+ +       I + 
Sbjct: 770 IDELAKFGVETIELDDGLEIIGKPISDLKRGVSVHCYDDHRVAMAFSVLSTVVEGTIIEE 829 
 
Query: 425 PGCTRKTFPDYFDVL 439 
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             C  KT+P+++D L 
Sbjct: 830 KRCVEKTWPNWWDDL 844 
 
 
>ref|XP_752744.1| pentafunctional polypeptide (AroM) [Aspergillus fumigatus Af293] 
 gb|EAL90706.1| pentafunctional polypeptide (AroM), putative [Aspergillus fumigatus 
           Af293] 
          Length = 1605 
 
 Score =  248 bits (633), Expect = 1e-63,   Method: Compositional matrix adjust. 
 Identities = 170/434 (39%), Positives = 239/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTVRIKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +     L+LGNAG A R LT   T A  ++  + VL G  RM++RPIGDLV 
Sbjct: 472 KGGALQAHPSP----LYLGNAGTASRFLTTVATLATASSVDSSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA ++        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGAQIEYVENKGSLPLKIAASGGFTGGQINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    VE DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVKKSTTEEHTYHIPQGRYINPAEYVVESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T T+   G+ SLQGD +FA +VL  MG  V  T+TS TVTGP       
Sbjct: 648 TYPLAIAAVTGTTCTIPNIGSKSLQGDARFAVDVLRPMGCTVEQTDTSTTVTGP-----A 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+  E 
Sbjct: 703 DGVLRPLPNVDMEPMTDAFLGASVLAAIARGKDSNHTTRIYGIANQRVKECNRIKAMHDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVFCYDDHRVAFSFSVLSLIAPKPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>gb|EDP56612.1| pentafunctional polypeptide (AroM), putative [Aspergillus fumigatus 
           A1163] 
          Length = 1605 
 
 Score =  248 bits (633), Expect = 1e-63,   Method: Compositional matrix adjust. 
 Identities = 170/434 (39%), Positives = 239/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTVRIKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +     L+LGNAG A R LT   T A  ++  + VL G  RM++RPIGDLV 
Sbjct: 472 KGGALQAHPSP----LYLGNAGTASRFLTTVATLATASSVDSSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA ++        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGAQIEYVENKGSLPLKIAASGGFTGGQINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    VE DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVKKSTTEEHTYHIPQGRYINPAEYVVESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T T+   G+ SLQGD +FA +VL  MG  V  T+TS TVTGP       
Sbjct: 648 TYPLAIAAVTGTTCTIPNIGSKSLQGDARFAVDVLRPMGCTVEQTDTSTTVTGP-----A 702 
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Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+  E 
Sbjct: 703 DGVLRPLPNVDMEPMTDAFLGASVLAAIARGKDSNHTTRIYGIANQRVKECNRIKAMHDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVFCYDDHRVAFSFSVLSLIAPKPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>ref|XP_001264384.1| pentafunctional polypeptide (AroM), putative [Neosartorya fischeri 
           NRRL 181] 
 gb|EAW22487.1| pentafunctional polypeptide (AroM), putative [Neosartorya fischeri 
           NRRL 181] 
          Length = 1578 
 
 Score =  248 bits (633), Expect = 1e-63,   Method: Compositional matrix adjust. 
 Identities = 170/434 (39%), Positives = 239/434 (55%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTVRIKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +     L+LGNAG A R LT   T A  ++  + VL G  RM++RPIGDLV 
Sbjct: 472 KGGALQAHPSP----LYLGNAGTASRFLTTVATLATASSVDSSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA ++        P+++   GG  GG++ L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANGAQIEYVENKGSLPLKIAASGGFTGGQINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    VE DASSA 
Sbjct: 588 LKLVGGKPISQPYIDMTTAMMRSFGIDVKKSTTEEHTYHIPQGRYINPAEYVVESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T T+   G+ SLQGD +FA +VL  MG  V  T+TS TVTGP       
Sbjct: 648 TYPLAIAAVTGTTCTIPNIGSKSLQGDARFAVDVLRPMGCTVEQTDTSTTVTGP-----A 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A+  E 
Sbjct: 703 DGVLRPLPNVDMEPMTDAFLGASVLAAIARGKDSNHTTRIYGIANQRVKECNRIKAMHDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+  A  P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVFCYDDHRVAFSFSVLSLVAPKPTLILEK 822 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>ref|YP_001538010.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora arenicola 
           CNS-205] 
 gb|ABV99019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora arenicola 
           CNS-205] 
          Length = 414 
 
 Score =  248 bits (632), Expect = 2e-63,   Method: Compositional matrix adjust. 
 Identities = 166/427 (38%), Positives = 236/427 (55%), Gaps = 22/427 (5%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           ++PGSKSL+NR L +AA+++G T +DN L S+D      AL  LG+ VE  + A+R  V  
Sbjct: 7   RVPGSKSLTNRALAIAAMADGVTELDNPLVSDDTSAFADALVALGVPVE--RQARRWTVT 64 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G      V   +    ++  +AG A R L   V AAGG   +  DG  ++R RP+  L+  
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Sbjct: 65  GSRSGPRVRSGR----VWCEDAGTAARFLPPMVAAAGG--VFDFDGTDQLRARPLHPLID 118 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+ LGA V+        P R+    GL GG+V L+   SSQYLS LLMA PL L +    
Sbjct: 119 ALRALGATVEPSGDGGGLPFRLVS-DGLTGGEVTLASGTSSQYLSGLLMAGPL-LSNPLT 176 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            +  +L+S PYV+MT+ +M RFGV+   +   DRF +  G+  ++     VE DAS+ASY 
Sbjct: 177 VVAPELVSRPYVDMTIAVMARFGVQVTEARP-DRFTVHPGRYTRA--RYLVEPDASTASY 233 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
            LA AA+TG  V+V+G G+ S QGD +F +VL  +GA VT     VTV GP       +H 
Sbjct: 234 VLAAAAVTGKEVSVDGLGSASPQGDRRFVDVLSQLGATVTADRDRVTVRGP-------RH 286 
 
Query: 320 LK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
           L+   +V+M  + D  MTLA +A  AD P  I  V   R+KE++R+ A+   L   G  V 
Sbjct: 287 LRGGFEVDMGSISDTFMTLAAIAPLADAPIRITGVGHARLKESDRIDAMAQNLVACGVPV 346 
 
Query: 379 EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
             GPD+  I+P +  +   I    DHR+AM+FS+       + + DP C  KTFP + D  
Sbjct: 347 RTGPDWIEISPTDP-SPAPIHCRRDHRIAMSFSVLGLRVSGLLLDDPACVSKTFPGFHDE 405 
 
Query: 439 LSTFVKN 445 
           L+    + 
Sbjct: 406 LARLFAD 412 
 
 
>ref|ZP_04989980.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella novicida 
           GA99-3548] 
 gb|EDN37872.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella novicida 
           GA99-3548] 
          Length = 425 
 
 Score =  247 bits (630), Expect = 3e-63,   Method: Compositional matrix adjust. 
 Identities = 157/440 (35%), Positives = 228/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ + Q   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  + +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSRDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQRAYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD + T V 
Sbjct: 405 NAAAVSKTCPDYFDRMRTLV 424 
 
 
>ref|ZP_03727185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Opitutaceae bacterium 
           TAV2] 
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 gb|EEG18802.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Opitutaceae bacterium 
           TAV2] 
          Length = 489 
 
 Score =  246 bits (628), Expect = 5e-63,   Method: Compositional matrix adjust. 
 Identities = 180/479 (37%), Positives = 244/479 (50%), Gaps = 47/479 (9%) 
 
Query: 9   LQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++P +  + G V LPGSKSL+NR LLLAAL     ++   L SED   M  ALR LG  V 
Sbjct: 12  IKPFRHPVRGEVLLPGSKSLTNRALLLAALCRDPVLLTGALFSEDTRLMAEALRRLGFRV 71 
 
Query: 68  EADKAAKRAVVVGCGGKFP---------VEDAKE--EVQLFLGNAGIAMRSLTAAVTAAG 116 
           EAD+AA  A V G                 D +E   V+LF+G AG A R LTA   AA  
Sbjct: 72  EADEAAGTARVEGQENALKGNGVGGGGEARDTQEVQAVELFVGLAGTAARFLTALCAAAR 131 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G   Y +DG+ +MR+RP+  L+  L+ LGAD+ C       P+ ++   GL GG V +   
Sbjct: 132 GG-VYRIDGIAQMRKRPMRGLIEALRTLGADIRCTGEEGFFPIEIHA-RGLRGGPVTIDA 189 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S SSQ LSA+LM APLA   VE+ I    +  P+V+MT RLME FG  A    + DR  + 
Sbjct: 190 SESSQMLSAVLMVAPLADAPVEVTIAGG-VRWPFVQMTTRLMEHFGQPAVQRLADDRLRV 248 
 
Query: 237 KGGQKY----------KSPKNAY--VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQ 282 
             G  +          +  +NA   +E DA++ASYFLA   +TGG +           LQ 
Sbjct: 249 VSGHPWGLQAAAAGGRRGERNAVYAIEPDATAASYFLALPLVTGGELDLPGLRGPGGGLQ 308 
 
Query: 283 GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL----------KAIDVNMNKMPD 332 
           GD +F  VL+ +GA VT TE            F  + L            +  N N+  D 
Sbjct: 309 GDTRFVSVLQRVGAVVTETEGGGGRG--LHVAFSVEKLAGGATAGGTRTGVTENFNEFSD 366 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 392 
             +TLA +A   DGPT I  +A  R +ET+R+  +  EL +LG  V E  D   I P    
Sbjct: 367 TFLTLAAIAPLLDGPTRISGIAHTRKQETDRVAGMARELRRLGQQVIEEEDSLEIHPRPL 426 
 
Query: 393 LNVTAIDTYDDHRMAMAFSLAACAEVP------VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           L    I+TY DHR AM+F +  C ++       ++I+DP C  KTFP +F++L +  K  
Sbjct: 427 LAGQEIETYGDHRFAMSFGILGCHDLHGDGRPWLSIKDPACCAKTFPHFFELLESLRKK 485 
 
 
>ref|YP_169611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis SCHU S4] 
 ref|YP_666743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis FSC198] 
 ref|ZP_03665258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis MA00-2987] 
 ref|ZP_04986227.1| hypothetical protein [Francisella tularensis subsp. tularensis 
           FSC033] 
 ref|ZP_05247239.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis MA00-2987] 
 emb|CAG45221.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis SCHU S4] 
 emb|CAL08604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis FSC198] 
 gb|EDN34119.1| hypothetical protein FTBG_01342 [Francisella tularensis subsp. 
           tularensis FSC033] 
 gb|EET18964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis MA00-2987] 
 gb|ADA78274.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. tularensis NE061598] 
          Length = 425 
 
 Score =  246 bits (627), Expect = 7e-63,   Method: Compositional matrix adjust. 
 Identities = 156/440 (35%), Positives = 228/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ +LQ   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFILQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E    +K  V+ GC G F    A  +V++F   +G   R +   + A      Y +  
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Sbjct: 62  CQLEHSWDSKTLVIQGCSGVF----ANLDVKIFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>ref|YP_002929840.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium eligens 
           ATCC 27750] 
 gb|ACR71393.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium eligens 
           ATCC 27750] 
          Length = 431 
 
 Score =  245 bits (625), Expect = 1e-62,   Method: Compositional matrix adjust. 
 Identities = 156/429 (36%), Positives = 243/429 (56%), Gaps = 20/429 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I  TV++PGSKS++NR LL+AALS+G   +  +L S+D  + L +L  LG  +E ++  + 
Sbjct: 13  IHCTVEVPGSKSITNRALLMAALSQGECTLKGVLFSDDSRHFLLSLIALGYIIEVNEVER 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G   P    K+   + +G+AG A R LTA +  + G   Y ++   +M++RP+ 
Sbjct: 73  YVIIHGHGRDIP----KKRATINVGSAGTAARFLTAMLALSDGE--YTIEASEQMKKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-PVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAA 190 
             L   L+ +GA+++ FL  D   PV V G    G  P   V +S S S+Q+LSAL+M + 
Sbjct: 127 LPLFEALQSMGAEIE-FLEKDGHLPVNVKGAAYGGKKPQNHVSISISESTQFLSALMMTS 185 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           P+    + + I        YV +T ++ME+FG   +H  +   + +  G  Y  P+  Y+ 
Sbjct: 186 PMLEEGIHVHITSNKTEGSYVRITAKMMEQFGCVVDHKGA--EYVVPAGSGY-YPQTYYI 242 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A YF A AA+ GGT  V+G  + S+QGD+KF +VL+ MG  VT     + V+GP 
Sbjct: 243 EPDVSAACYFYAAAALIGGTAIVKGVHSNSMQGDLKFIDVLKQMGCAVTEEREGICVSGP 302 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
               +       +DV+MN   D +MTLA +A FA   T I+++   R++E++R+ A+  E 
Sbjct: 303 KDGEYC-----GVDVDMNDFSDQSMTLAAIAPFAKTTTVIKNIEHIRLQESDRIEAMVNE 357 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L  LG  V+EG D   I+P   +    +DTY+DHRMAM+F+L       + I +  C  K 
Sbjct: 358 LNNLGVDVKEGRDRIEISPA-NVKPGVVDTYNDHRMAMSFALIGLRVDGIIIDNYECCCK 416 
 
Query: 431 TFPDYFDVL 439 
           TF +YF+VL 
Sbjct: 417 TFENYFEVL 425 
 
 
>ref|YP_898731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. novicida U112] 
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 ref|ZP_03057429.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. novicida FTE] 
 gb|ABK89977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella novicida 
           U112] 
 gb|EDX19499.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. novicida FTE] 
          Length = 425 
 
 Score =  245 bits (625), Expect = 1e-62,   Method: Compositional matrix adjust. 
 Identities = 156/440 (35%), Positives = 227/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ + Q   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  + +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSRDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>ref|ZP_06048035.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae CT 
           5369-93] 
 gb|EEY52822.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Vibrio cholerae CT 
           5369-93] 
          Length = 211 
 
 Score =  245 bits (625), Expect = 1e-62,   Method: Compositional matrix adjust. 
 Identities = 120/214 (56%), Positives = 146/214 (68%), Gaps = 8/214 (3%) 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
           +  F I  GQ Y SP    VEGDASSASYFLA AAI GG V V G G  S+QGD++FA+  
Sbjct: 6   YQEFVIPAGQSYVSPGQFLVEGDASSASYFLAAAAIKGGEVKVTGIGKNSIQGDIQFADA 65 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           LE MGA++ W +  V           R  L A+D++ N +PD AMT+A  ALFA G TAI 
Sbjct: 66  LEKMGAQIEWGDDYVIAR--------RGELNAVDLDFNHIPDAAMTIATTALFAKGTTAI 117 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           R+V +WRVKET+R+ A+ TEL K+GA+VEEG D+ +ITPP KL   AIDTYDDHRMAM F 
Sbjct: 118 RNVYNWRVKETDRLAAMATELRKVGATVEEGEDFIVITPPTKLIHAAIDTYDDHRMAMCF 177 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           SL A ++ PVTI DP CT KTFPDYFD  +   + 
Sbjct: 178 SLVALSDTPVTINDPKCTSKTFPDYFDKFAQLSR 211 
 
 
>gb|ABK26355.1| unknown [Picea sitchensis] 
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          Length = 148 
 
 Score =  243 bits (621), Expect = 4e-62,   Method: Compositional matrix adjust. 
 Identities = 120/146 (82%), Positives = 125/146 (85%), Gaps = 4/146 (2%) 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MGAKVTWTE SVTVTG  +     K L  IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
Sbjct: 1   MGAKVTWTENSVTVTGAQKG----KRLHGIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 56 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           A+WRVKETERMVAI TEL KLGA+VEEG DYCIITPPEKL   +IDTYDDHRMAMAFSLA 
Sbjct: 57  ANWRVKETERMVAICTELRKLGATVEEGHDYCIITPPEKLKRASIDTYDDHRMAMAFSLA 116 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           AC +VPVTI DP CTRKTFPDYFDV  
Sbjct: 117 ACGDVPVTINDPSCTRKTFPDYFDVF 142 
 
 
>ref|ZP_03247089.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella novicida 
           FTG] 
 gb|EDZ90500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella novicida 
           FTG] 
          Length = 425 
 
 Score =  243 bits (620), Expect = 4e-62,   Method: Compositional matrix adjust. 
 Identities = 155/440 (35%), Positives = 226/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ + Q   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   +  L+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAVLKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  + +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSRDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYAMPLTILA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>ref|YP_502500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanospirillum 
           hungatei JF-1] 
 sp|Q2FQ54.1|AROA_METHJ RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABD40781.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanospirillum 
           hungatei JF-1] 
          Length = 430 
 
 Score =  243 bits (619), Expect = 5e-62,   Method: Compositional matrix adjust. 
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 Identities = 159/428 (37%), Positives = 234/428 (54%), Gaps = 23/428 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 81 
           P SKS ++R L++AAL++G + +   L+++D      AL  LG+ ++  +   R  V G  
Sbjct: 18  PPSKSYTHRALIIAALADGQSEIIGQLDADDTRMTARALMQLGVRLDWSRENIR--VQGT 75 
 
Query: 82  GG--KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           GG  K PVE      ++ + ++G +MR LT     A G    VL G  RM+ERP+G L+  
Sbjct: 76  GGHLKAPVE------EINIQDSGTSMRLLTGVSLLADG--PVVLTGSGRMQERPLGPLID 127 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L   GA + C     CPPVR++G    P G + + GSISSQ++S+LL+AAP A  DV I 
Sbjct: 128 TLNNAGAKITCLKNPGCPPVRIDGT--FPAGDMYVDGSISSQFISSLLIAAPYADNDVHI 185 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
            +    +S+PY+ MT+  M  FG  V  +  D    F I   ++YK P+   +EGD SS+ 
Sbjct: 186 HLTGDPVSLPYIMMTIDSMRAFGAEVLVDGDDKEPVFTISSQRRYK-PQTYGIEGDFSSS 244 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           SY+ A AAI GG+ T+ G    S QGD +  E+L  MG  +T    S+ ++   R+P    
Sbjct: 245 SYWFALAAICGGSATISGLNPQSAQGDRRLLEILVNMGCSITEKRESIILS---RDP--D 299 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             LK I V+M   PD+  T+ +VA  +  PT I  V   R+KE++R+ AI   LT LG   
Sbjct: 300 VLLKGIKVDMADCPDIVQTVCMVAAVSSSPTRITGVHHLRMKESDRIAAIANGLTTLGGR 359 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           VE   D  I+  P  L+   I   +DHR AM+F++  C    VTI D  C  K++P +++ 
Sbjct: 360 VETEEDV-IVIHPAPLHGGIIHPENDHRTAMSFAVLGCFIGDVTILDAECVTKSYPGFWE 418 
 
Query: 438 VLSTFVKN 445 
            L    +N 
Sbjct: 419 ELRRIWQN 426 
 
 
>ref|YP_001891424.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. mediasiatica FSC147] 
 gb|ACD30646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. mediasiatica FSC147] 
          Length = 425 
 
 Score =  242 bits (618), Expect = 7e-62,   Method: Compositional matrix adjust. 
 Identities = 154/440 (35%), Positives = 226/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ + Q   +I   V L GSKS+SNR L++A +++G T  +NL NS DV   + +L+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAVMAQGQTKFENLPNSADVLACIASLKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  + +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSRDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
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Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>ref|ZP_04988536.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. novicida GA99-3549] 
 gb|EDN36428.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella novicida 
           GA99-3549] 
          Length = 425 
 
 Score =  242 bits (617), Expect = 1e-61,   Method: Compositional matrix adjust. 
 Identities = 156/440 (35%), Positives = 226/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ + Q   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E    +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSWDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYTMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMQRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 PSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAVAVSKTCPDYFDRMRALV 424 
 
 
>ref|YP_001159802.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora tropica 
           CNB-440] 
 gb|ABP55424.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora tropica 
           CNB-440] 
          Length = 414 
 
 Score =  242 bits (617), Expect = 1e-61,   Method: Compositional matrix adjust. 
 Identities = 164/421 (38%), Positives = 232/421 (55%), Gaps = 20/421 (4%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           ++PGSKSL+NR L +AA+++G T +DN L S+       AL  LG SVE  + A+R  V  
Sbjct: 7   RVPGSKSLTNRALAIAAMADGVTELDNPLVSDGTTAFADALVALGASVE--RHAQRWTVT 64 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G G    +   +    ++  +AG A R L     AAGG   +  DG  ++R RP+  L+  
Sbjct: 65  GSGAGTRLRSGR----VWCEDAGTAARFLPPMAAAAGG--VFDFDGTDQLRARPLHPLID 118 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+ LGA V+     +  P R+    GL GG+V L+   SSQYLS LLMA PL L +    
Sbjct: 119 ALRALGATVEPSGDGEGLPFRLVS-DGLTGGEVVLASGTSSQYLSGLLMAGPL-LSNPLT 176 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            +  +L+S PYV+MT+ +M RFG +   +    RF ++ G+  ++     VE DAS+ASY 
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Sbjct: 177 VVAPELVSRPYVDMTIAVMARFGAQVAEAIP-GRFTVRPGRYTRT--QFLVEPDASTASY 233 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
            LA AA+TG  V+V+G G+ SLQGD +F +VL  +GAKVT     VTV GP      R+  
Sbjct: 234 VLAAAAVTGKEVSVDGLGSASLQGDRRFVDVLSQLGAKVTADRDRVTVRGP------RQL 287 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
                V+M  + D  MTLA +A  AD P  I  V   R+KE++R+ AI   L   G  V  
Sbjct: 288 RGGFAVDMGPISDTFMTLAAIAPLADAPIRITGVGHARLKESDRIDAIAQNLVSCGVPVR 347 
 
Query: 380 EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            G D+  I+P +  +   I    DHR+AM+FS+       + + DP C  KTFP + D L 
Sbjct: 348 TGADWIEISPADP-SAALIRCRRDHRIAMSFSVLGLRVPGLVLDDPACVSKTFPGFHDEL 406 
 
Query: 440 S 440 
           + 
Sbjct: 407 A 407 
 
 
>ref|ZP_02026168.1| hypothetical protein EUBVEN_01424 [Eubacterium ventriosum ATCC 
           27560] 
 gb|EDM51516.1| hypothetical protein EUBVEN_01424 [Eubacterium ventriosum ATCC 
           27560] 
          Length = 430 
 
 Score =  241 bits (616), Expect = 1e-61,   Method: Compositional matrix adjust. 
 Identities = 154/430 (35%), Positives = 234/430 (54%), Gaps = 23/430 (5%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V +PGSKS++NR L+LAA+S+G   ++ +L S D    L  L +LG SV+ D+ +   V+ 
Sbjct: 17  VSVPGSKSITNRALMLAAMSDGICTLNGVLFSSDSRAFLDCLISLGFSVQIDEESANVVI 76 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G  G+ P   A   VQ    +AG A R +T  +  AGG+  Y L    +M++RP+ +L+ 
Sbjct: 77  KGENGRIPNRKATINVQ----SAGTAARFMTVFLAVAGGD--YTLQSSEQMKKRPMSELL 130 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   G ++ C       P  ++   G+  G +K+  + SSQY SALLMA+   +  +  
Sbjct: 131 GSLTAKGVEIKCLEEEGHFPFEIHS-KGIKSGNIKIDTTTSSQYASALLMAS--VMNGMN 187 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGDASSA 257 
           +E+    +   Y+++T  ++++F +     D     YI   Q Y    N Y VE D S+A 
Sbjct: 188 VELTGSRVDGAYIKITTNMLKQFDIDF---DREGNTYIIKKQSYIC--NVYNVEPDMSAA 242 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
            YF A AAI G    V+G    S+QGD+KF   LE +G  +T     + V G     +   
Sbjct: 243 CYFYAMAAILGVKSIVKGIHKDSMQGDIKFIYALERIGCVITDKPEGLEVDGISAVGY-- 300 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
              + ID++M+   D A+T+AVVA F    T IR++   R +E++R+  I  EL ++G   
Sbjct: 301 ---EGIDIDMSDFSDQALTMAVVAAFGKTETRIRNIGHIRGQESDRVQVIVNELNRMGCD 357 
 
Query: 378 ---VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
              VEEG    +I  P KL+   I+TYDDHR+AM+F++A  A   + I++P C RKTF + 
Sbjct: 358 AKIVEEGGSTDVIITPGKLHGAEIETYDDHRVAMSFAVAGLAVDGIVIKNPMCCRKTFEN 417 
 
Query: 435 YFDVLSTFVK 444 
           YFDVL T  K 
Sbjct: 418 YFDVLETIEK 427 
 
 
>ref|ZP_04985218.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica FSC022] 
 gb|EDO66296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica FSC022] 
          Length = 425 
 
 Score =  241 bits (616), Expect = 1e-61,   Method: Compositional matrix adjust. 
 Identities = 155/440 (35%), Positives = 226/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           ++ + Q   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  +  K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSRDLKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +    +   P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKSYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 TSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>ref|YP_001678243.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           philomiragia subsp. philomiragia ATCC 25017] 
 gb|ABZ87742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           philomiragia subsp. philomiragia ATCC 25017] 
          Length = 426 
 
 Score =  241 bits (615), Expect = 2e-61,   Method: Compositional matrix adjust. 
 Identities = 151/431 (35%), Positives = 227/431 (52%), Gaps = 18/431 (4%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++  +V L GSKS+SNR L++AA+++G T  +NL NS DV   +GAL+ LG  ++ ++ + 
Sbjct: 11  KVKHSVYLDGSKSISNRSLIIAAMAQGQTTFENLPNSADVLACVGALKELGCQLKHNQES 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           K  V+ GC GKF   +AK    +F   +G   R +   + A      Y +    RM +RP 
Sbjct: 71  KTLVIQGCSGKFANSNAK----IFCNESGTLTRFIIPML-AIQTTGQYYVYAKQRMMDRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           + D ++ L++LG            P+ +     L GG +++ G+ SSQ+ S LLMAAP   
Sbjct: 126 LADQLIPLEKLGMSALYHQKEHAMPLTIEA-KSLNGGDIEVDGAKSSQFASGLLMAAPFM 184 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              +++  I      PY++MT ++M  FG+      +    Y      Y SP    VE D 
Sbjct: 185 TKGLQLNSITDHKQ-PYLDMTAKVMAEFGINVNIDGN---IYSANNSSYVSPDKYVVEPD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+ASYF A AAITG  + V      S QGD+KF EVL+ +G +V + +  + V G     
Sbjct: 241 VSTASYFWAFAAITGSAIKVMNVTQKSKQGDIKFLEVLKKIGCQVNYFDDGIEVIGIDS- 299 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  I+VNM    D  MTLA +A FA+  T I  ++  R +E++R+ AI   LTK 
Sbjct: 300 ------LSGIEVNMRNFSDTFMTLAAIACFANSDTHISGLSHTRGQESDRVDAIAEGLTK 353 
 
Query: 374 LGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           LG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V I + G   KT  
Sbjct: 354 LGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLRYDGVVINNAGAVSKTC 413 
 
Query: 433 PDYFDVLSTFV 443 
           PDYFD + + V 
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Sbjct: 414 PDYFDRMRSLV 424 
 
 
>emb|CBQ73986.1| probable ARO1-Pentafunctional AROM polypeptide [Sporisorium 
           reilianum] 
          Length = 1715 
 
 Score =  241 bits (615), Expect = 2e-61,   Method: Compositional matrix adjust. 
 Identities = 178/465 (38%), Positives = 244/465 (52%), Gaps = 47/465 (10%) 
 
Query: 11  PIKEISGTVKL----PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           PI E   T K+    PGSKS+SNR L+LAAL+  T  + N+L+S+D   M+  L  L  + 
Sbjct: 436 PILEQPNTAKVTLSTPGSKSISNRALVLAALAGNTCRLRNMLHSDDTQVMMAGLHDLQAA 495 
 
Query: 67  -VEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAA---GGNAT 120 
             E +   +  VV G GG    P  +     Q++L NAG A R +   V+     G     
Sbjct: 496 RFEFEDGGETIVVHGNGGALARPANNK----QIYLQNAGTAARFMATVVSLVHNDGNQQP 551 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-GGLPGGKVKLSGSIS 179 
            V+ G  RM+ERPIG LV  L+  G  +D   G  C P+ V G   G  GGK++LS +IS 
Sbjct: 552 VVITGNKRMKERPIGALVDALRSNGTSIDYLEGQGCLPLAVKGTTHGFKGGKIQLSATIS 611 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SQY+S++L+ AP A  +V +E++  ++IS  Y++MT+ +M  FGVK E     D    +  
Sbjct: 612 SQYVSSILLCAPYAAEEVVLELVGGQVISQLYIDMTIAMMATFGVKVERL--LDPATGRP 669 
 
Query: 239 GQKYKSPKNAYV-------EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EV 290 
              Y+ PK+ YV       E DASSA+Y LA AAITG   TV   G+ SLQGD +FA EV 
Sbjct: 670 SNTYRIPKDHYVSPDIYDIESDASSATYPLAIAAITGTECTVPNIGSASLQGDARFAKEV 729 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA- 349 
           LE MG  V  T TS TV GP      +  L    V+M  M D  +T +V+   A  P A  
Sbjct: 730 LEPMGCTVVQTATSTTVIGPKVGQLRQIGL----VDMEPMTDAFLTASVLLAVAAQPAAN 785 
 
Query: 350 -----------IRDVASWRVKETERMVAIRTELTKLGASVEEGPD----YCIITPPEKLN 394 
                      I  +A+ RVKE  R+ A+  EL K G   +E  D    + I     + N 
Sbjct: 786 GSTSTSRPSTRITGIANQRVKECNRIRAMMDELAKFGVDTKEHDDGLEIFGIDYRQLRAN 845 
 
Query: 395 VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           V  +  YDDHR+AMAFS+ A       + +  C  KT+P+++D L 
Sbjct: 846 VR-VHCYDDHRVAMAFSVLASLAPGAILEEKRCVEKTWPNWWDDL 889 
 
 
>ref|XP_002171624.1| pentafunctional AROM polypeptide [Schizosaccharomyces japonicus 
           yFS275] 
 gb|EEB05331.1| pentafunctional AROM polypeptide [Schizosaccharomyces japonicus 
           yFS275] 
          Length = 1584 
 
 Score =  240 bits (613), Expect = 2e-61,   Method: Compositional matrix adjust. 
 Identities = 175/443 (39%), Positives = 237/443 (53%), Gaps = 32/443 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 81 
           PGSKS+SNR L+LAA+++GTT + N+L+S+D   M+ AL  LG +  + +     +VV   
Sbjct: 412 PGSKSISNRALILAAMAKGTTKLTNMLHSDDTQVMMAALEELGAATFSWEDNGETLVVNG 471 
 
Query: 82  GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT---YVLDGVPRMRERPIGDLV 138 
           GGKF         +L+L NAG A R LT      G N      VL G  RM+ RPIG LV 
Sbjct: 472 GGKFKTPSK----ELYLSNAGTAARFLTTVAALVGENEQGGEVVLTGNHRMKVRPIGPLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+  G  +         P+++    GL GG ++L+ ++SSQY+S++LM AP A   V  
Sbjct: 528 DALRANGCSISYLEREGSLPLKMIPQNGLRGGVIELAATVSSQYVSSILMCAPYAQEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS  YV+MT+ +M+ FGV    S++    Y      Y SP +  +E DASSA 
Sbjct: 588 LKLVGGKPISQLYVDMTIAMMKGFGVNVVKSETEAYTYHIPKANYTSPGDYEIESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AAITG   TV   G+ SLQGD +FA +VL  MG  V  T TS TV GPP      
Sbjct: 648 TYPLAFAAITGTKCTVPNIGSASLQGDARFARDVLAPMGCTVEQTPTSTTVQGPPMGQL- 706 
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Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFA------DGPTAIRDVASWRVKETERMVAIRTE 370 
            K L+++D  M  M D  +T   +A  A      +  T I  +A+ RVKE  R+ A+  E 
Sbjct: 707 -KPLESVD--METMTDAFLTATALAAVACNSSGNEHITRITGIANQRVKECNRIAAMVHE 763 
 
Query: 371 LTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVT 421 
           L K G    E        G  Y  +  PE+     I TYDDHR+AMAFS L      P   
Sbjct: 764 LAKFGVKAGELEDGIFIHGQSYKDLKTPEE----GIYTYDDHRVAMAFSILTLVTPKPTV 819 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I D  C  KT+P ++DVL    K 
Sbjct: 820 ILDKACVVKTWPYWWDVLRNSFK 842 
 
 
>ref|ZP_04755889.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           philomiragia subsp. philomiragia ATCC 25015] 
 ref|ZP_05249554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           philomiragia subsp. philomiragia ATCC 25015] 
 gb|EET21279.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           philomiragia subsp. philomiragia ATCC 25015] 
          Length = 426 
 
 Score =  240 bits (612), Expect = 3e-61,   Method: Compositional matrix adjust. 
 Identities = 152/431 (35%), Positives = 226/431 (52%), Gaps = 18/431 (4%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++   V L GSKS+SNR L++AA+++G T  +NL NS DV   +GAL+ LG  ++ ++ + 
Sbjct: 11  KVKHLVYLDGSKSISNRSLIIAAMAQGQTTFENLPNSADVLACVGALKELGCQLKHNQES 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           K  V+ GC GKF   +AK    +F   +G   R +   + A      Y +    RM +RP 
Sbjct: 71  KTLVIQGCSGKFANSNAK----IFCNESGTLTRFIIPML-AIQTTGQYYVYAKQRMMDRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           + D ++ L++LG            P+ +     L GG +++ G+ SSQ+ S LLMAAP   
Sbjct: 126 LADQLIPLEKLGMSALYHQKEHAMPLTIEA-KSLNGGDIEVDGAKSSQFASGLLMAAPFM 184 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              +++  I      PY++MT ++M  FG+      +    Y      Y SP    VE D 
Sbjct: 185 TKGLQLNSITDHKQ-PYLDMTAKVMAEFGINVNIDGN---IYSVNNFSYVSPDKYVVEPD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+ASYF A AAITG  + V      S QGD+KF EVLE +G +V + +  + V G     
Sbjct: 241 VSTASYFWAFAAITGSAIKVMNVTQKSKQGDIKFLEVLEKIGCQVNYFDDGIEVIGIDS- 299 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  I+VNM    D  MTLA +A FA+  T I  ++  R +E++R+ AI   LTK 
Sbjct: 300 ------LSGIEVNMRNFSDTFMTLAAIACFANSDTHISGLSHTRGQESDRVDAIAEGLTK 353 
 
Query: 374 LGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           LG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V I + G   KT  
Sbjct: 354 LGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLRYDGVVINNAGAVSKTC 413 
 
Query: 433 PDYFDVLSTFV 443 
           PDYFD + + V 
Sbjct: 414 PDYFDRMRSLV 424 
 
 
>ref|YP_513574.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica LVS] 
 ref|YP_763402.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica OSU18] 
 ref|YP_001428336.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica FTNF002-00] 
 ref|ZP_02274682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica FSC200] 
 ref|ZP_04983564.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica 257] 
 ref|ZP_06557581.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica URFT1] 
 ref|ZP_06804404.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
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           tularensis subsp. holarctica URFT1] 
 emb|CAJ79291.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica LVS] 
 gb|ABI82765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica OSU18] 
 gb|EBA52448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica 257] 
 gb|ABU61380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Francisella 
           tularensis subsp. holarctica FTNF002-00] 
          Length = 425 
 
 Score =  239 bits (611), Expect = 4e-61,   Method: Compositional matrix adjust. 
 Identities = 155/440 (35%), Positives = 225/440 (51%), Gaps = 18/440 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ + Q   +I   V L GSKS+SNR L++AA+++G T  +NL NS DV   + AL+ LG 
Sbjct: 2   KDFIPQIKSQIKQQVYLDGSKSISNRSLIIAAMAQGQTKFENLPNSADVLACIAALKELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E    +K  V+ GC G F   DAK    +F   +G   R +   + A      Y +  
Sbjct: 62  CQLEHSWDSKTLVIQGCSGVFANLDAK----IFCNESGTLTRFIIPML-AVQSTGKYYVY 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              RM +RP+ D +  L++LG   +        P+ +     L GG +++ G  SSQ+ S 
Sbjct: 117 AKQRMMDRPLADQLKPLEKLGMLANYHQKAYAMPLTIIA-KSLDGGYIEVDGEKSSQFAS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAAP     + +  I      PY++MT ++M  FGV     D  +  Y     +Y S 
Sbjct: 176 GLLMAAPFMHCGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV---DIDENIYTANKSQYIS 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N  VE D S+ASYF A AAITG T+ V      S QGD+KF EVLE +G +V +     
Sbjct: 232 TSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIKFLEVLEKIGCQVNYYNDG 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + VT       G   L+ I VNM    D  MTLA +A FA G T I  ++  R +E++R+ 
Sbjct: 292 IEVT-------GNNQLRGIQVNMRNFSDTFMTLAAIACFAKGDTHISGLSHTRGQESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+   L+KLG  VE   D  +I+P   K     +D+++DHR+AM+ +L       V +  
Sbjct: 345 AAMAEGLSKLGIYVETTQDSILISPARSKFKPAEVDSHNDHRIAMSLALLGLKYQGVIVN 404 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +     KT PDYFD +   V 
Sbjct: 405 NAAAVSKTCPDYFDRMRALV 424 
 
 
>ref|YP_389974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           desulfuricans subsp. desulfuricans str. G20] 
 gb|ABB40279.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           desulfuricans subsp. desulfuricans str. G20] 
          Length = 442 
 
 Score =  238 bits (608), Expect = 1e-60,   Method: Compositional matrix adjust. 
 Identities = 166/444 (37%), Positives = 231/444 (52%), Gaps = 35/444 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           S TV  P SKS+S+R+++ AAL+ GT+ + N+L S+D+   +  ++T G  +   + A R 
Sbjct: 3   SKTVTAPASKSVSHRMVIGAALAAGTSTLTNVLESDDLTRTVEIMKTCGADI-VRQGAGR 61 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             V G  G  P   + E    ++  +G   R LTA V  A G  T+ + GVPRM ERPIG 
Sbjct: 62  YSVRGVAGT-PRGGSTEPASCYVHESGTTCRLLTAVV--ACGLGTFRIHGVPRMHERPIG 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
           +LV  L+  GADV        PP+ V  +G L GG V +    SSQYLS LL+AAP A   
Sbjct: 119 ELVTALRMAGADVRYEQHEGFPPLIVEALG-LSGGMVTIGLDESSQYLSGLLLAAPQARS 177 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLME----RFGVKAEHSDSWDRF-------YIKGGQKYKS 244 
                   K++S PYV +TL+ ME    RF V+ +  + W +         + G  ++   
Sbjct: 178 MTITVGGAKVVSWPYVGLTLQAMEDFGLRFSVETKDDEGWHKTDWRTVKDIVPGRVRFVV 237 
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Query: 245 PKNAY------VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           P   Y      VEGD SS+SYFLA  A     VTV G    SLQGD    ++L  MGA V 
Sbjct: 238 PPGMYRAGDYTVEGDWSSSSYFLAAGAAGQVPVTVRGLRRDSLQGDRAMLDILRRMGAGV 297 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W   +VTV+  P        LK I V+M   PD+  T+A VA FA G T I +V   R+ 
Sbjct: 298 AWDGDAVTVSPAP--------LKGIAVDMGHCPDLVPTVATVAAFASGDTTISNVGHLRI 349 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV-----TAIDTYDDHRMAMAFSLA 413 
           KE +R+ +   EL + G   E   D  ++    + N+     T   TY DHRMAM+ ++  
Sbjct: 350 KECDRLASPAAELARAGVQCEVRDDGLVVHGAGRENIRIAPGTVFSTYADHRMAMSMAVL 409 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFD 437 
             A  PVT+ DP C  K+FP +++ 
Sbjct: 410 EMAGQPVTVDDPACVGKSFPAFWE 433 
 
 
>emb|CAA28836.1| arom polypeptide [Emericella nidulans] 
          Length = 1586 
 
 Score =  238 bits (608), Expect = 1e-60,   Method: Compositional matrix adjust. 
 Identities = 165/435 (37%), Positives = 226/435 (51%), Gaps = 16/435 (3%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL+S+D   ML AL  LG  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTCRIKNLLHSDDTEVMLNALERLGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA--TYVLDGVPRMRERPIGDLV 138 
            GG      +     L+LGNAG A R LT   T A  +   + VL G  RM++RPIGDLV 
Sbjct: 472 KGGNLQASSSP----LYLGNAGTASRFLTTVATLANSSTVDSSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L      ++   G    P+++   GG  GG + L+  +SSQY+S+LLM AP A   V  
Sbjct: 528 DALTANVLPLNTSKGRASLPLKIAASGGFAGGNINLAAKVSSQYVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           + ++  K IS PY++MT  +M  FG+  + S + +  Y     +Y +P    +E DAS A 
Sbjct: 588 LRLVGGKPISQPYIDMTTAMMRSFGIDVQKSTTEEHTYHIPQGRYVNPAEYVIESDASCA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA+TG T TV   G+ SLQGD +FA EVL  MG  V  TETS TVTGP       
Sbjct: 648 TYPLAVAAVTGTTCTVPNIGSASLQGDARFAVEVLRPMGCTVEQTETSTTVTGPSDGILR 707 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTELTKL 374 
               +    N   +P    T +   +      P     +A+ RVKE  R+ A++ EL K  
Sbjct: 708 ATSKRGYGTNDRCVPRCFRTGSHRPMEKSQTTPPVSSGIANQRVKECNRIKAMKDELAKF 767 
 
Query: 375 GASVEEGPDYCIITPPEKLN----VTAIDTYDDHRMAMAFS-LAACAEVPVTIRDPGCTR 429 
           G    E  D   I   ++ N    V  +  YDDHR+A +FS L+     P  I +  C   
Sbjct: 768 GVICREHDDGLEIDGIDRSNLRQPVGGVFCYDDHRVAFSFSVLSLVTPQPTLILEKECVG 827 
 
Query: 430 KTFPDYFDVLSTFVK 444 
           KT+P ++D L    K 
Sbjct: 828 KTWPGWWDTLRQLFK 842 
 
 
>ref|YP_002992653.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           salexigens DSM 2638] 
 gb|ACS81114.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           salexigens DSM 2638] 
          Length = 444 
 
 Score =  238 bits (607), Expect = 1e-60,   Method: Compositional matrix adjust. 
 Identities = 167/439 (38%), Positives = 230/439 (52%), Gaps = 34/439 (7%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           VK P SKSLS+R L+  ALSEG+TVV + L+S D++  +  L T+G     D  A    V 
Sbjct: 9   VKAPSSKSLSHRALIAGALSEGSTVVLDPLDSNDINRTMDCLSTMGAKFNIDGTA--TTV 66 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
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            G  G  P   AKE   L + ++G   R +TA   A  G   + + G PRM +RPIG L  
Sbjct: 67  TGMDGG-PKGGAKEPAVLEMRDSGTTCRLITA--LAGAGKGLFRVQGTPRMHDRPIGALT 123 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+  G  V        PPV +    G  G ++ +S   SSQYLS LL+ APLA      
Sbjct: 124 SALESQGTKVTFSDKQGYPPVTLEA-SGFKGKQMDISLEESSQYLSGLLLGAPLADETTI 182 
 
Query: 199 IEII-DKLISIPYVEMTLRLME----RFGVKAEHSDSWDRFYIKGGQKY----------- 242 
           I +I +K +S PYV +TL +ME    +F V+A+    W +   +  +K             
Sbjct: 183 INVIGEKAVSWPYVALTLNVMEDFRVKFEVQAKKDGVWKKTDWRKVEKVVPGEIRFVVEP 242 
 
Query: 243 -KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            K  ++ Y VEGD S+ASYFLA  A+    V +EG    SLQGD     +LE MGAK+   
Sbjct: 243 SKFDRDEYRVEGDWSNASYFLAAGAVGNNPVKIEGMNVNSLQGDRAIMYILESMGAKIES 302 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            + SVTV  P +       L  ++V+M+K PD+  T+AV A FAD PT I +VA  R+KE 
Sbjct: 303 DDHSVTVY-PSK-------LHGVEVDMSKCPDLVPTVAVAAAFADSPTTITNVAHLRIKE 354 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
            +R+ A   E+ + G   E   D   I P   +K      DTYDDHR+AM  ++ A A + 
Sbjct: 355 CDRLEASAAEVMRAGGKAEITADSITIIPAPLKKGERIVFDTYDDHRLAMCTAIFAMAGI 414 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
                +PGC  K+FP ++D 
Sbjct: 415 ESIPAEPGCVAKSFPGFWD 433 
 
 
>gb|ADQ43380.1| putative EPSP synthase [Streptomyces cinnamonensis] 
          Length = 425 
 
 Score =  238 bits (606), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 177/427 (41%), Positives = 240/427 (56%), Gaps = 32/427 (7%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           ++PGSKSL+NR+LLLAA ++GT+ +   L SED      AL   G+ V++        V  
Sbjct: 14  RVPGSKSLTNRLLLLAAAADGTSTLRAPLVSEDTVAFREALGVSGIPVKSGPDDAFWQVT 73 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G G + P   A+     +  +AG A R L     AA G+ T++ DG  ++R RP   L+  
Sbjct: 74  GTG-RGPAGPARP----WCADAGTAARFLPP--FAATGHGTFLFDGSSQLRARPQRPLIE 126 
 
Query: 140 GLKQLGADVDCFLGTDCPP-VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
            L+ LGAD++   G   P  +R +GI    GG++ +  S+SSQYLS LLMAAPL    ++ 
Sbjct: 127 ALRALGADLEPGPGNGLPLLIRAHGI---EGGELSVDSSLSSQYLSGLLMAAPLMRRGLQ 183 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           +     L+S PYV+MT+ LM RFG + E S       ++ G  Y +  +  VE DASSAS 
Sbjct: 184 VRTGSSLVSRPYVDMTVALMRRFGARVEESAD-GTLSVRPG-AYDA-TDVVVEPDASSAS 240 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW--TETSVTVTGPPREPFG 316 
           Y  A AA+TG TVTV G GT SLQGD++F EVL   GA+V    T T+V+ TGP R  F  
Sbjct: 241 YIFAAAAVTGRTVTVPGLGTDSLQGDLRFVEVLGQAGAEVQVGPTATTVSGTGPLRGGF- 299 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
                   V+M ++ D  MTLA +A  AD P  IR VA  R+KE++R+ A+   L   G  
Sbjct: 300 -------TVDMGEISDTFMTLAAIAPLADAPITIRGVAHARLKESDRVAAMAENLRACGI 352 
 
Query: 377 SVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR--DPGCTRKTF 432 
              EG D+  + P  P     T I  + DHR+AM+FS+   A VP TI   DP C  KTF 
Sbjct: 353 ETSEGKDWITVRPGVPRP---TRIACHRDHRIAMSFSVLGLA-VPDTISLDDPACVAKTF 408 
 
Query: 433 PDYFDVL 439 
           PD+ D L 
Sbjct: 409 PDFHDEL 415 
 
 
>ref|ZP_04696613.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Streptomyces 
           roseosporus NRRL 15998] 
 ref|ZP_04711804.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Streptomyces 
           roseosporus NRRL 11379] 
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 ref|ZP_06587528.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           roseosporus NRRL 15998] 
 gb|EFE77989.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           roseosporus NRRL 15998] 
          Length = 426 
 
 Score =  237 bits (604), Expect = 3e-60,   Method: Compositional matrix adjust. 
 Identities = 170/437 (38%), Positives = 232/437 (53%), Gaps = 28/437 (6%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +++PGSKS++ R L LAA ++GTT +   L S+D       LR LG +VE  + A R  V 
Sbjct: 4   IEIPGSKSVTARALFLAAAADGTTTLLRPLRSDDTEGFAEGLRNLGYAVE--QEADRWRV 61 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P   A  E  ++  +     R L   + AA  + TY  D   +MR RP+  L  
Sbjct: 62  QG----RPAGPAATEADVYCRDGATTARFL-PTLAAAAASGTYRFDASAQMRRRPLAPLT 116 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LG D+         P+ V    G+ GG++ L    SSQYL+ALLM  PL    +  
Sbjct: 117 RALTALGVDLRHEGADGHHPLTVRA-AGIEGGELTLDAGESSQYLTALLMLGPLTTKGLR 175 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEH--------SDSWDRFYIKGGQ--KYKSPKNA 248 
           IE+ + L+S PYVE+TL +M  FGV+ E         S S      +GG    Y++   A 
Sbjct: 176 IEVTE-LVSAPYVEITLAMMRDFGVEVEREGNTFTVPSPSSRLRSNRGGPIGGYRATTYA 234 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VE DAS+ASYF A AA+TG  VTV G GT +LQGD++F +VL  MGA+V+    + TV  
Sbjct: 235 -VEPDASTASYFFAAAALTGREVTVPGLGTGALQGDLRFVDVLREMGAEVSVGPDATTVR 293 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
              R       L+ I VNM  + D   TLA +A +ADGP  I DVA+ RVKE +R+ A   
Sbjct: 294 STGR-------LRGITVNMRDISDTMPTLAAIAPYADGPVVIEDVANTRVKECDRLEACA 346 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
             L  +G +V  GPD   I P      T I T+ DHR+ M+F++A      +T  DPGC  
Sbjct: 347 ENLRAMGITVHTGPDRIEIHPGTP-KPTGIATHGDHRIVMSFAVAGLRTPGLTYDDPGCV 405 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
           RKTFP + +V + F  + 
Sbjct: 406 RKTFPRFHEVFADFAHD 422 
 
 
>ref|XP_759754.1| hypothetical protein UM03607.1 [Ustilago maydis 521] 
 gb|EAK84510.1| hypothetical protein UM03607.1 [Ustilago maydis 521] 
          Length = 1715 
 
 Score =  236 bits (602), Expect = 5e-60,   Method: Compositional matrix adjust. 
 Identities = 174/454 (38%), Positives = 241/454 (53%), Gaps = 43/454 (9%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS-VEADKAAKRA 76 
           T+  PGSKS+SNR L+LAAL+  T  + N+L+S+D   M+  L  L  +  E +   +   
Sbjct: 447 TLSTPGSKSISNRALVLAALATNTCRLRNMLHSDDTQVMMAGLHDLQAARFEFEDGGETI 506 
 
Query: 77  VVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAA---GGNATYVLDGVPRMRE 131 
           VV G  G    P  D     Q++L NAG A R +   V+     G     V+ G  RM+E 
Sbjct: 507 VVHGNAGALARPANDK----QIYLQNAGTAARFMATVVSLVHNDGNQHPVVITGNKRMKE 562 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-GGLPGGKVKLSGSISSQYLSALLMAA 190 
           RPI  LV  L+  G  +D   G  C P+ V G   G  GGK++LS +ISSQY+S++L+ A 
Sbjct: 563 RPIAALVDALRSNGTSIDYLEGHGCLPLAVKGTTHGFKGGKIQLSATISSQYVSSILLCA 622 
 
Query: 191 PLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P A   V +E++  ++IS  Y++MT+ +M  FG+K E     D    +    Y+ PK  Y 
Sbjct: 623 PYAAEQVVLELVGGQVISQLYIDMTIAMMATFGIKVERL--LDPTTGRPSNTYRIPKGHY 680 
 
Query: 250 V-------EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWT 301 
           V       E DASSA+Y LA AAITG   TV   G+ SLQGD +FA EVLE MG  V  T 
Sbjct: 681 VSPDVYDIESDASSATYPLAIAAITGTECTVPNIGSASLQGDARFAKEVLEPMGCTVVQT 740 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAV-VALFADGP-----------T 348 
            TS TV GP     G+  L+ I  V+M  M D  +T +V +A+ A  P           T 
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Sbjct: 741 ATSTTVIGP---KLGQ--LRQIGLVDMEPMTDAFLTASVLLAVAAHSPANGSTSNARPST 795 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHR 405 
            I  +A+ RVKE  R+ A+  EL K G + +E  D   I   +   + A   +  YDDHR 
Sbjct: 796 RITGIANQRVKECNRIRAMMDELAKFGVNTKEHDDGLEIFGIDYRQLHANVRVHCYDDHR 855 
 
Query: 406 MAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +AMAFS+ A       + +  C  KT+P+++D L 
Sbjct: 856 VAMAFSVLASLAPGAILEEKRCVEKTWPNWWDDL 889 
 
 
>ref|ZP_01292020.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           MLMS-1] 
 gb|EAT01567.1| 3-phosphoshikimate 1-carboxyvinyltransferase [delta proteobacterium 
           MLMS-1] 
          Length = 405 
 
 Score =  236 bits (601), Expect = 7e-60,   Method: Compositional matrix adjust. 
 Identities = 141/351 (40%), Positives = 202/351 (57%), Gaps = 15/351 (4%) 
 
Query: 95  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 154 
           ++FLGN G A R LT+   AA G+  ++++G  RM ERPIG L+  L   GAD+       
Sbjct: 66  EIFLGNNGTATRFLTS--VAALGHGIFLINGDERMSERPIGPLLSALAGWGADIRSLRNN 123 
 
Query: 155 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 214 
            CPP+ +    GL GG   L    SSQYLS+LL+ AP      ++ +  +++S PYV MT 
Sbjct: 124 GCPPLEIQA-AGLKGGATVLPAGKSSQYLSSLLLVAPYTAQPAQLRVEGEVLSKPYVRMT 182 
 
Query: 215 LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
           + +M  FG++ E ++  + F I  G   +  +   VEGDASSASYF A AA+TGGTVTVE 
Sbjct: 183 MAVMRAFGIEVEANEQLNHFRIPQGSYQR--REYAVEGDASSASYFWAAAAVTGGTVTVE 240 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
                SLQGD    ++LE MG +V+     +TV+ P       + L+ ++V M   PDV  
Sbjct: 241 NVPAPSLQGDTALVDILEKMGCRVSRGADGITVSAP-------EELRGVEVEMADCPDVV 293 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT---PPE 391 
            TLAVVA  A G T I ++A  R+KE +R+  +  EL +LG   EEGPDY +I        
Sbjct: 294 PTLAVVAALARGRTTISNIAHLRIKECDRLAVMARELARLGVRTEEGPDYLVIEGRGRAH 353 
 
Query: 392 KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             +  AI T++DHR+AM F++A      + I +P C +K+FPD++   +T  
Sbjct: 354 DYHGAAIATHNDHRIAMCFAVAGLVIPGIRIENPDCVKKSFPDFWQRFATL 404 
 
 
>ref|NP_243579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus halodurans 
           C-125] 
 sp|Q9K9D5.1|AROA2_BACHD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase 2; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase 2; Short=EPSP synthase 2; Short=EPSPS 2 
 dbj|BAB06432.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus halodurans 
           C-125] 
          Length = 447 
 
 Score =  235 bits (599), Expect = 1e-59,   Method: Compositional matrix adjust. 
 Identities = 148/431 (34%), Positives = 233/431 (54%), Gaps = 25/431 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G++ LPGSKSL+NR L+++AL+   +++  +L S+D ++ + AL+ LG  V+ +   
Sbjct: 28  QRLDGSITLPGSKSLTNRALIISALANSDSMLTGMLKSDDTYWCIQALKRLG--VQINVQ 85 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   + G GG++      +   L++G AG   R L  A+ A   +  + ++    M +R 
Sbjct: 86  GETTSIRGIGGQW------KSSSLYIGAAGTLARFLLGAL-AISRSGNWEIEASQSMSKR 138 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L++LGA +         P+ ++G  GL GG V+LSG +SSQY+S LL+AAP  
Sbjct: 139 PIEPLVGVLRELGATIHYLRREGFYPLSIHG-NGLAGGTVRLSGQMSSQYISGLLIAAPY 197 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAY 249 
           A   V I +   ++   YV +TL LM+ FG + E+        +     + +P   ++   
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Sbjct: 198 ADTPVTITVQGSIVQHAYVFLTLHLMKSFGAQVEYDQQLQTIVV-----HPTPYTCQDID 252 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E DAS+A YFLA AA+T G + +     ++ Q D+    V E MG  VT   + + + G 
Sbjct: 253 LEADASTACYFLALAALTKGRIRLNNLTASTTQPDLHMLTVFEKMGCTVTRGSSFIELEG 312 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
             +   G        ++MN+M D A+TLA +A FADGP  I DV   R  E++R+  I   
Sbjct: 313 VSQLKGG------FQISMNEMSDQALTLAAIAPFADGPITITDVEHIRYHESDRIAVICE 366 
 
Query: 370 ELTKLGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            LT+LG  V+E  D   + P   K  +  + TYDDHR+AM+ SL       + + DPGC  
Sbjct: 367 ALTRLGIQVDEFEDGLTVYPGTPKPTLHPLSTYDDHRVAMSLSLIGTKVKGLRLNDPGCV 426 
 
Query: 429 RKTFPDYFDVL 439 
            KT P YF +L 
Sbjct: 427 AKTCPSYFQLL 437 
 
 
>ref|YP_003895882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanoplanus 
           petrolearius DSM 11571] 
 gb|ADN37444.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanoplanus 
           petrolearius DSM 11571] 
          Length = 423 
 
 Score =  233 bits (595), Expect = 3e-59,   Method: Compositional matrix adjust. 
 Identities = 160/436 (36%), Positives = 232/436 (53%), Gaps = 24/436 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           IV+   +++  T   P SKS ++R L  AAL++G ++++N L S D      AL  LG+  
Sbjct: 4   IVINRHRDVDLTFSAPPSKSYTHRALFCAALADGISIIENPLYSGDTEVTCRALGQLGVR 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E  + A   +V GCGG  P      +V +    +G ++R L        G  T  L G  
Sbjct: 64  TE--RTADGIIVDGCGGVMP---PGGDVTIDCEGSGTSLRFLATFALLYPGRVT--LTGS 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM+ERP+G+L   L+++G D+        PPV ++G   L GG V +  S SSQ++S++ 
Sbjct: 117 PRMKERPVGELTGALREIGGDIRFTERPGFPPVEISG--ELSGGSVSIDASKSSQFISSM 174 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+ AP A   V+I     + S  Y+++T+ +ME+FG   E       F++  G     P+ 
Sbjct: 175 LIPAPYAEDPVDIIPEGHVASESYLDITVDVMEKFGAAVERMPDGG-FHVPSGAYV--PR 231 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD SSASY  A AAI GGTVTV      S+QGD  FA  L  MG +VT    SVT 
Sbjct: 232 DYRVEGDYSSASYLFAIAAICGGTVTVNNLNPDSVQGDTAFAGALASMGCRVTKDAGSVT 291 
 
Query: 307 VT--GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VT  GP         L  +D++M+  PD   TLA VA+FAD PT I  V+    KE++R+ 
Sbjct: 292 VTRKGP---------LSGVDIDMSSSPDTVQTLAAVAVFADSPTRITGVSHLIYKESDRI 342 
 
Query: 365 VAIRTELTKLGASVEEGPDYC-IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            AI   +   GA  E   +   I+  P K++   +D  DDHR AM+ ++       VTI+ 
Sbjct: 343 GAIGRMVEGCGAGFEYNDNEGEIVITPGKIHGFVLDPVDDHRTAMSGAVIGLGAGGVTIK 402 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DP C  K++P ++D L 
Sbjct: 403 DPECVGKSYPGFWDEL 418 
 
 
>gb|ADI21744.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured 
           actinobacterium HF0130_15N16] 
          Length = 647 
 
 Score =  233 bits (594), Expect = 5e-59,   Method: Compositional matrix adjust. 
 Identities = 167/426 (39%), Positives = 238/426 (55%), Gaps = 23/426 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKAAK 74 
           G+  +PGSKS +NR+LL AAL++G + +   L ++D   ML A+R LG    +  D+    
Sbjct: 15  GSANVPGSKSHTNRVLLCAALADGASRISGALFADDTEAMLEAVRALGAKTVIVEDEEIL 74 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG   +F        + +   ++G   R L   +  A G+ T V+DG  ++R RP  
Sbjct: 75  EINGVGKPPRFG------NLTVDFRSSGTTSRFLIPVI--AAGHGTAVVDGSEQLRSRPF 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G+ +  L  LGA +     +D  P+ ++   G+ GG++++SG  SSQ++S LLMAAPL   
Sbjct: 127 GEQLAALNALGAQISSLNDSDELPLEIHA-RGVKGGEIEVSGEASSQFISGLLMAAPLFE 185 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + +++  +L+S PYV++T+ +M  FGV  E  D  D  ++   Q Y +P N  +E DA 
Sbjct: 186 EGLTLKVPGRLVSRPYVDLTVEVMSDFGVFVEMPD--DSTFVVRPQTY-APSNILIEPDA 242 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S+ASYF A AAITGGT  VEG    SLQGD++F  VLE +GAKV W +  + V G      
Sbjct: 243 SAASYFFAAAAITGGTARVEGLNAASLQGDIEFVRVLEKLGAKVVWDDAYIQVEG----- 297 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
              + L     +++   D A TLA VA FAD    I  V   R KET R+ A+ +ELTK  
Sbjct: 298 ---RGLSGGRFDLSDFSDTAQTLASVAAFADSEIEITGVGFIRAKETNRIAALVSELTKC 354 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           G  V E  D   ITP + L   A IDTY+DHRMAM+ SL       + IRDP C  KTFP 
Sbjct: 355 GVEVSETNDGLKITPNKWLLRGAEIDTYEDHRMAMSMSLIGLRVPGLEIRDPSCVEKTFP 414 
 
Query: 434 DYFDVL 439 
            +++ L 
Sbjct: 415 SFYESL 420 
 
 
>ref|ZP_03462611.1| hypothetical protein BACPEC_01696 [Bacteroides pectinophilus ATCC 
           43243] 
 gb|EEC57188.1| hypothetical protein BACPEC_01696 [Bacteroides pectinophilus ATCC 
           43243] 
          Length = 675 
 
 Score =  233 bits (593), Expect = 5e-59,   Method: Compositional matrix adjust. 
 Identities = 156/425 (36%), Positives = 229/425 (53%), Gaps = 16/425 (3%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           VK+PGSKS++NR L+LAA+SE    +  +L S+D    L  L  LG  +  D+  +R V+ 
Sbjct: 32  VKVPGSKSITNRALMLAAMSERRCELTGVLFSDDSRAFLDCLGRLGFELIIDEENERVVI 91 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G GG  P   A  +V+    +AG A R LT  +  AGG+  Y ++   +M +RP+  L+ 
Sbjct: 92  QGTGGVIPNNTASVDVR----SAGTAARFLTVMLALAGGD--YEMNSSKQMAKRPMEPLL 145 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+  G + + FLG +     +     +    V +  ++SSQ+ SALLMA  L    ++ 
Sbjct: 146 KILRDGGVEFE-FLGEEGHFPFIMHSHDIHLSSVTVDTTVSSQFTSALLMAGTLLDAGLD 204 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I +        Y++MTL ++E+FG+     DS  R  + G Q Y    +  VE D S+AS 
Sbjct: 205 INVTGSRTEGSYIKMTLSMLEQFGISYTRHDSGYR--VAGHQSY-GLGSYVVEPDISAAS 261 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           YF + A I G  V VE     SLQGD+K+ E L  +G  +  ++  + V G      G   
Sbjct: 262 YFYSMAPILGCDVRVERVHRPSLQGDMKYVETLGTLGCVLEESKEGLWVKGS-----GVS 316 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
               I ++MN   D  MT+A VA++AD PT+I +V   R +E++RM AI  ELT +G    
Sbjct: 317 SYHGITIDMNDFSDQTMTMAAVAVYADTPTSIYNVGHIRYQESDRMAAIINELTGMGIKC 376 
 
Query: 379 EEGPDY-CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           EE P Y  I   P K     ++TY+DHR+AMA SL       V I++PGC RKTF +YF+ 
Sbjct: 377 EEIPQYDGIRIFPGKPQPVEVETYEDHRIAMAMSLTGLGADGVVIKNPGCCRKTFENYFE 436 
 
Query: 438 VLSTF 442 
           VL +  
Sbjct: 437 VLDSL 441 
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>ref|YP_002467599.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosphaerula 
           palustris E1-9c] 
 sp|B8GF70.1|AROA_METPE RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ACL17876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosphaerula 
           palustris E1-9c] 
          Length = 423 
 
 Score =  230 bits (587), Expect = 3e-58,   Method: Compositional matrix adjust. 
 Identities = 154/419 (36%), Positives = 222/419 (52%), Gaps = 18/419 (4%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 81 
           P SKS ++R L++AAL++G +++   L +ED    + AL+ LG  +       R  V G  
Sbjct: 18  PPSKSFTHRALIIAALADGESLIRGPLIAEDTLLTVRALQALGADITDTPEGYR--VQGT 75 
 
Query: 82  GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 141 
            G+    D  E   L L N+G ++R L++        A   L G PRM++RPIG+L   + 
Sbjct: 76  DGR---PDCAEGTVLDLKNSGTSLRLLSSIALLCSSTAGVTLTGSPRMQQRPIGELGDAI 132 
 
Query: 142 KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 201 
           + LG  V        PP  V G   L GG+  L GS+SSQ++S+LL+AAP A+  V++++ 
Sbjct: 133 RTLGGSVRYLAADGYPPCVVQG--PLVGGEATLDGSVSSQFISSLLLAAPYAVRPVDLKV 190 
 
Query: 202 IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 261 
             + +S  Y+E+T  +M  FGV       +  F ++   +Y+  +   VEGD SSASYF  
Sbjct: 191 ARQPVSRSYLEITGAVMAAFGVPVRRV-GYTHFTVQPA-RYRG-REYTVEGDYSSASYFF 247 
 
Query: 262 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
           A AA  GG VTV      S+QGD  F   L+ MG +VT     VT+          K+L  
Sbjct: 248 ALAATLGGKVTVRNLNHDSVQGDRLFVAALKAMGCRVTRETDGVTIE-------RTKNLH 300 
 
Query: 322 AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 381 
            I ++M   PD   TLAVVA  AD PT I  V   + KE++R+      L  LG +V+   
Sbjct: 301 GISIDMTTAPDTVQTLAVVAALADSPTTITGVGHLQYKESDRVAVTAGTLRALGCTVDIS 360 
 
Query: 382 PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            D  I   P  L+   ID +DDHR AMAF++   A   VTI DP C  K+FP +++ L+ 
Sbjct: 361 AD-AITIHPGPLHGGVIDPHDDHRTAMAFAVLGLAVGDVTIEDPACVGKSFPKFWNALA 418 
 
 
>ref|YP_002548675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium vitis 
           S4] 
 gb|ACM35669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium vitis 
           S4] 
          Length = 423 
 
 Score =  229 bits (585), Expect = 5e-58,   Method: Compositional matrix adjust. 
 Identities = 165/442 (37%), Positives = 233/442 (52%), Gaps = 45/442 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L P K ++G V  PGSKS++NR+LLLA L+ GT+ +   L S+D  YM  ALR +G++V 
Sbjct: 13  ILPPAKPLTGHVSPPGSKSITNRVLLLAGLANGTSRLTGALKSDDTRYMADALRAMGVTV 72 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E +      VV G G    +  A EE  LFLGNAG A R LTAAV  A G   + +DG   
Sbjct: 73  E-EPDETTFVVTGTG----LWRAPEEA-LFLGNAGTATRFLTAAVALANGR--FTIDGDE 124 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            MR+RPI  LV  L+ LG  +    G  CPPV ++  G     +V +   +SSQY+SALL 
Sbjct: 125 HMRKRPIQPLVDALQSLGVAIAAPSG--CPPVAIDAKGAFTKNRVVIDAGLSSQYVSALL 182 
 
Query: 188 MAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEH-SDSWDRFYIKGGQKYKSP 245 
           MAAP+A    E+E+    I    Y+++TL  M  FG + E  S +  R    G   YK+  
Sbjct: 183 MAAPMAGAAFEVELAGSEIGARGYIDLTLAAMRAFGARIEQPSQTIWRVEPTG---YKA- 238 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            + ++E DAS+A+Y  A   +TGG + +        Q D K   V+               
Sbjct: 239 SDFHIEPDASAATYLWAAEVLTGGKIDIGTPAGQFTQPDAKAHTVISAF----------- 287 
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Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                P  P       A+ ++ ++M D   T+AV+A F + P     +A+ RVKE +R+  
Sbjct: 288 -----PTMP-------AV-IDGSQMQDAIPTIAVLAAFNETPVRFVGIANLRVKECDRIR 334 
 
Query: 366 AIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPV 420 
           A+ T L  +  G + EEG D  I   P     T    IDT+ DHR+AM+F+LA      + 
Sbjct: 335 ALSTGLNAIRPGLATEEGDDLIIAADPALAGQTLPAKIDTFADHRIAMSFALAGLKISGI 394 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
           TI DPGC  KT+P Y+D L++  
Sbjct: 395 TILDPGCVAKTYPGYWDALASL 416 
 
 
>gb|EFP87557.1| pentafunctional AROM polypeptide [Puccinia graminis f. sp. tritici 
           CRL 75-36-700-3] 
          Length = 1618 
 
 Score =  229 bits (585), Expect = 5e-58,   Method: Compositional matrix adjust. 
 Identities = 172/462 (37%), Positives = 255/462 (55%), Gaps = 43/462 (9%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEAD 70 
           IKE+  T++ PGSKS+SNR L+LAAL  GT  + NLL+S+D   M+ AL  + G S   + 
Sbjct: 384 IKEV--TLRTPGSKSISNRALILAALGHGTCRLKNLLHSDDTQVMINALEEMKGASFSWE 441 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT----AAGGNATYVLDGV 126 
                 VV G  GK       + V  +LGNAG A R LT   +         ++ V+ G  
Sbjct: 442 DNGATLVVSGGAGKLSSPANGKHV--YLGNAGTAARFLTTVCSLVKSQVSNQSSTVITGN 499 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM+ERPIG LV  L+  G  +D      C P+R++   G PGG ++L+ S+SSQY+S++ 
Sbjct: 500 ARMQERPIGPLVDALRTNGVQIDYLRNEGCLPLRISPEDGFPGGMIELAASVSSQYVSSV 559 
 
Query: 187 LMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDS------WDRFYIKGG 239 
           L++AP A   V + ++   +IS PY+++T+ +M  FG++ E  ++       + + I  G 
Sbjct: 560 LLSAPFAQAPVTLSLVGGTVISQPYIDITISMMSTFGIQVERLNNPATGLPSNTYRIPNG 619 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKV 298 
             YK+P    +E DASSA+Y LA AA+ G ++T+E  G+ SLQGD +FA +VLE MG +V 
Sbjct: 620 -TYKNPPVYEIESDASSATYPLAMAALNGLSITLETIGSGSLQGDAQFAKKVLEPMGCQV 678 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP--------TA 349 
             TE    V GP         L+ + +++M +M D  +T  VV   A  P        T  
Sbjct: 679 IQTERETKVIGPSTV----SELRQLGEIDMEEMTDAFLTACVVLGVAVQPSEKEQKMSTR 734 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKL----NVTAIDTYDD 403 
           I  +A+ RVKE  R+ A+  EL K+G   +E  D   +  TP + L    +   I+ YDD 
Sbjct: 735 IIGIANQRVKECNRIAAMVAELGKMGIHAQELEDGIEVFGTPVDALAKRGDQVRINCYDD 794 
 
Query: 404 HRMAMAFSLAACAEVP----VTIRDPGCTRKTFPDYFDVLST 441 
           HR+AMAFS+     VP    + + +  C  KT+P ++D LST 
Sbjct: 795 HRIAMAFSV--LGTVPGGKGLILNEKRCVEKTWPSWWDDLST 834 
 
 
>ref|YP_001823336.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Streptomyces 
           griseus subsp. griseus NBRC 13350] 
 dbj|BAG18653.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Streptomyces 
           griseus subsp. griseus NBRC 13350] 
          Length = 415 
 
 Score =  225 bits (574), Expect = 1e-56,   Method: Compositional matrix adjust. 
 Identities = 166/427 (38%), Positives = 225/427 (52%), Gaps = 21/427 (4%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + +PGSKS++ R L LAA ++GTT +   L S+D       L+ LG +VE  + A R  V 
Sbjct: 7   IDIPGSKSVTARALFLAAAADGTTTLLRPLRSDDTEGFAEGLKNLGYAVE--QEADRWRV 64 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P   A  +  ++  +     R L   V AA  + TY  D   +MR RP+  L  
Sbjct: 65  EG----RPDGPAAPDADVYCRDGATTARFLPTLV-AAAASGTYRFDASAQMRRRPLAPLT 119 
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Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LG D+         P+ V    G+ GG V L    SSQYL+ALLM  PL    +  
Sbjct: 120 RALTALGVDLRHGGEEGHHPLTVRA-AGIEGGDVVLDAGESSQYLTALLMLGPLTAKGLR 178 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           IE+ D L+S PYVE+TL +M  FGV    S   + F +  G  Y++   A VE DAS+AS 
Sbjct: 179 IEVTD-LVSAPYVEITLAMMRDFGVDV--SREGNTFTVPSG-GYRATAYA-VEPDASTAS 233 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           YF A AA+TG  VTV G G  +LQGD++F +VL  MGA+V+    + TV    R       
Sbjct: 234 YFFAAAALTGREVTVPGLGIGALQGDLRFVDVLRDMGAEVSVGPDATTVRSTGR------ 287 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
            L+ I V M  + D   TLA +A  ADGP  I DVA+ RVKE +R+ A    L  +G +V 
Sbjct: 288 -LRGITVTMRDISDTMPTLAAIAPHADGPVRIEDVANTRVKECDRLEACAQNLRAMGITV 346 
 
Query: 379 EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
             G D+  I P      T I T+ DHR+ M+F++A      +T  DPGC RKTFP + +V 
Sbjct: 347 HTGHDWIEILPGTP-KPTGIATHGDHRIVMSFAVAGLLTPGLTYDDPGCVRKTFPRFHEV 405 
 
Query: 439 LSTFVKN 445 
            + F  + 
Sbjct: 406 FADFAAS 412 
 
 
>ref|YP_002543594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium 
           radiobacter K84] 
 gb|ACM25668.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium 
           radiobacter K84] 
          Length = 418 
 
 Score =  225 bits (573), Expect = 1e-56,   Method: Compositional matrix adjust. 
 Identities = 160/450 (35%), Positives = 240/450 (53%), Gaps = 47/450 (10%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A+  ++ P K + G    PGSKS++NR LLLA L++GT+ +   L S+D  YM  AL 
Sbjct: 2   MGRAKLTIIPPGKPLVGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMAEAL 61 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R +G+++  D+      +V   GK  ++ A E   LFLGNAG A R LTAA     G    
Sbjct: 62  RAMGVTI--DEPDDTTFIVTGSGK--LQPAAEP--LFLGNAGTATRFLTAAAALVDGKV- 114 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            V+DG   MR+RPIG LV  L+ LG  +D    T CPPV VNG G     +V++ G +SS 
Sbjct: 115 -VVDGDAHMRKRPIGPLVEALRSLG--IDASTETGCPPVTVNGTGRFEASRVQIDGGLSS 171 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIK 237 
           QY+SALLM A      V++E++ + I ++ Y+++T+  M  FG K E +   +W R     
Sbjct: 172 QYVSALLMMAASGDRPVDVELLGEHIGALGYIDLTVAAMRAFGAKVERTSPVTW-RVEPT 230 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G   Y +  +  +E DAS+A+Y  A  A+TGG + +        Q D +  E++       
Sbjct: 231 G---YHA-ADFLIEPDASAATYLWAAEALTGGKIDLGTPAAEFSQPDARAYELISQF--- 283 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
                                HL A+ ++ ++M D   TLAV+A F + P     + + R 
Sbjct: 284 --------------------PHLPAV-IDGSQMQDAIPTLAVLAAFNETPVRFVGIENLR 322 
 
Query: 358 VKETERMVAIRTELTKL--GASVEEGPDYCIITPPE---KLNVTAIDTYDDHRMAMAFSL 412 
           VKE +R+ A+ + L+++  G   EEG D  + + P    K+    ID++ DHR+AM+F+L 
Sbjct: 323 VKECDRVRALSSGLSRIVPGLGTEEGDDLVVASDPSLAGKVLPAEIDSFADHRIAMSFAL 382 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A      +TI DP C  KTFP Y+ VL++  
Sbjct: 383 AGLKIGGITILDPDCVAKTFPAYWQVLASL 412 
 
 
>ref|YP_003196997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfohalobium 
           retbaense DSM 5692] 
 gb|ACV67419.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfohalobium 
           retbaense DSM 5692] 
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          Length = 444 
 
 Score =  224 bits (572), Expect = 1e-56,   Method: Compositional matrix adjust. 
 Identities = 158/440 (35%), Positives = 225/440 (51%), Gaps = 40/440 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V +P SKSLS+R L+ A L+ G + V+N+L+S+D+      L  LG   E +  A   VV 
Sbjct: 6   VTVPASKSLSHRALICAGLALGVSRVENVLDSQDLDRTRACLEALGTQFEVE--ADGLVV 63 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G GG   V  A  +V    G +G   R LTA   AA G+  + L G  RM +RPI  L  
Sbjct: 64  RGRGGIGQVNQASLDV----GESGTTCRLLTA--VAAAGSGVFSLAGQGRMHQRPIAPLA 117 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L QLG   +        P RV+   GL GG+  ++   SSQ+LS LL+A+PLA   +  
Sbjct: 118 SALHQLGCRFEWLEADGFLPCRVHS-SGLKGGQTTVALDESSQFLSGLLLASPLACDPLT 176 
 
Query: 199 IEII-DKLISIPYVEMTLRLMERFG----VKAEHSDSWD---------------RFYIKG 238 
           I I   + +S PYV +TL +M  FG    ++  H + W                RF     
Sbjct: 177 IGIGGQRAVSWPYVALTLEVMRFFGQEPILEQAHGERWHSVPFESNPSIEPSKTRFRCHP 236 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           G    SP+   VEGD S+ASYF+A  AI    V + G    S QGD    ++++  GA V 
Sbjct: 237 G--VYSPQRYRVEGDWSNASYFVAAGAIGPRPVRLRGLYKDSRQGDRVIVDIVKQFGAYV 294 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W   S+ V   P        L+  +++M   PD+  T+AV+A  A+GPT I+++A  ++ 
Sbjct: 295 EWGRESLVVAPGP--------LQGQELDMGPCPDLVPTVAVMASLAEGPTVIKNIAHLQL 346 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           KE++R+  +  EL K GA V    D   I P P       + TYDDHRMAMA SL   A  
Sbjct: 347 KESDRLNGVANELRKAGAEVTVEADTLTIIPCPLGTKPLRLSTYDDHRMAMALSLFQLAG 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFD 437 
           + + + +PGC  K+FP +++ 
Sbjct: 407 LHLQLDNPGCVAKSFPRFWE 426 
 
 
>ref|ZP_06279329.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACT-1] 
 gb|EFB81832.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACT-1] 
          Length = 415 
 
 Score =  224 bits (570), Expect = 3e-56,   Method: Compositional matrix adjust. 
 Identities = 164/433 (37%), Positives = 221/433 (51%), Gaps = 33/433 (7%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + +PGSKS++ R L LAA ++GTT +   L S+D       L+ LG +VE  + A R  V 
Sbjct: 7   IDIPGSKSVTARALFLAAAADGTTTLLRPLRSDDTEGFAEGLKNLGYAVE--QEADRWRV 64 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P   A  +  ++  +     R L   V AA  + TY  D   +MR RP+  L  
Sbjct: 65  EG----RPDGPAAPDADVYCRDGATTARFLPTLV-AAAASGTYRFDASVQMRRRPLAPLT 119 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LG D+         P+ V    G+ GG V L    SSQYL+ALLM  PL    +  
Sbjct: 120 RALTALGVDLRHGGEEGHHPLTVRA-AGIEGGDVVLDAGESSQYLTALLMLGPLTAKGLR 178 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY------VEG 252 
           IE+ D L+S PYVE+TL +M  FGV             + G  +  P   Y      VE  
Sbjct: 179 IEVTD-LVSAPYVEITLAMMRDFGVDV----------TREGNTFTVPSGGYRATAYAVEP 227 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TG  VTV G G  +LQGD++F +VL  MGA+V+    + TV    R 
Sbjct: 228 DASTASYFFAAAALTGREVTVPGLGIGALQGDLRFVDVLRDMGAEVSVGPDATTVRSTGR 287 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L+ I V M  + D   TLA +A  ADGP  I DVA+ RVKE +R+ A    L  
Sbjct: 288 -------LRGITVTMRDISDTMPTLAAIAPHADGPVRIEDVANTRVKECDRLEACAQNLR 340 
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Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
            +G +V  G D+  I P      T I T+ DHR+ M+F++A      +T  DPGC RKTF 
Sbjct: 341 AMGITVHTGHDWIEILPGTP-KPTGIATHGDHRIVMSFAVAGLLTPGLTYDDPGCVRKTF 399 
 
Query: 433 PDYFDVLSTFVKN 445 
           P + +V + F  + 
Sbjct: 400 PRFHEVFADFAAS 412 
 
 
>ref|ZP_06270491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACTE] 
 gb|EFB69621.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACTE] 
          Length = 412 
 
 Score =  224 bits (570), Expect = 3e-56,   Method: Compositional matrix adjust. 
 Identities = 167/434 (38%), Positives = 227/434 (52%), Gaps = 41/434 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + +PGSKS++ R L LAA ++GTT +   L+S+D       L  LG  V   +   R  + 
Sbjct: 4   IHIPGSKSVTARALFLAAAADGTTTLLRPLSSDDTEGFAEGLTRLGHGVT--REPDRWHI 61 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P   A  E ++   +     R L   + AA    TY  D   +MR RP+G L  
Sbjct: 62  EG----RPDGPAVTEAEVHCRDGATTARFL-PTLAAAAPRGTYRFDASAQMRRRPLGPLT 116 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ LG D+         P+ V    G+ GG++ L+   SSQYL+ALLM  PL    +  
Sbjct: 117 EALRALGVDLRHEGAEGHHPLTVRA-SGVKGGELTLNAGESSQYLTALLMLGPLTAEGLR 175 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY------VEG 252 
           I + + L+S PYVE+TL +M  FGV            ++ G  +  P   Y      VE  
Sbjct: 176 IHVTE-LVSAPYVEITLAMMRSFGVDV----------VREGNTFTVPPGGYRATTYAVEP 224 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV--TGP 310 
           DAS+ASYF A AA+TG  VTV G GT +LQGD++F +VL  MGA+VT T+T  TV  TG  
Sbjct: 225 DASTASYFFAAAALTGREVTVPGLGTGALQGDLRFTDVLRRMGAEVTTTDTGTTVRSTGA 284 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                    L  + VNM  + D   TLA VA FA  P  I DVA+ RVKE +R+ A     
Sbjct: 285 ---------LSGLTVNMRDISDTMPTLAAVAPFASSPVRIEDVANTRVKECDRLEACARN 335 
 
Query: 371 LTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           L  +G +V  GPD+  I P  P    +T   T+ DHR+ M+F++AA     VT  DPGC  
Sbjct: 336 LRAMGVTVHTGPDWTEIHPGTPRPAEIT---TFGDHRIVMSFAVAALRVPGVTYDDPGCV 392 
 
Query: 429 RKTFPDYFDVLSTF 442 
           RKTFP++ +V + F 
Sbjct: 393 RKTFPEFHEVFARF 406 
 
 
>ref|XP_001834882.2| arom polypeptide [Coprinopsis cinerea okayama7#130] 
 gb|EAU86952.2| arom polypeptide [Coprinopsis cinerea okayama7#130] 
          Length = 1677 
 
 Score =  223 bits (569), Expect = 3e-56,   Method: Compositional matrix adjust. 
 Identities = 174/456 (38%), Positives = 249/456 (54%), Gaps = 47/456 (10%) 
 
Query: 12  IKEISGTVKL--PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +K   G V++  PGSKS+SNR L+LAAL++GT  + NLL+S+D     GA+ T        
Sbjct: 416 VKGSPGEVRMSTPGSKSISNRALVLAALAKGTCRLRNLLHSDDTQ---GAVFTW------ 466 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT--------AAVTAAGGNATY 121 
           +   +  VV G  G   V    +E  L+LGNAG A R LT        A  +    +    
Sbjct: 467 EDGGETLVVEGGEGTLTVPTPGKE--LYLGNAGTAARFLTTVCALAQPAPASVQPPSTNT 524 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           V+ G  RM++RPIG LV  L+  G  +       C P+ +       GGK++L+ S+SSQ 
Sbjct: 525 VITGNARMKQRPIGPLVDALRANGCSIGYRESEGCLPLSIPP-NSFKGGKIQLAASVSSQ 583 
 
Query: 182 YLSALLMAAPLA--LGDVEIEIID-KLISIPYVEMTLRLMERFGVK-AEHSDS----WDR 233 
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           Y+S++L+ AP A     V +E++  ++IS PY++MT+ +M+ FGV+    +D+     D  
Sbjct: 584 YVSSILLCAPYAQDANGVTLELVGGEVISQPYIDMTIAMMKTFGVEVTRRTDASGKLLDI 643 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLE 292 
           + I  G  Y +P    +E DASSA+Y LA AAITG   T+E  G++SLQGD KFA EVL+ 
Sbjct: 644 YDIPRGT-YVNPPVYNIESDASSATYPLAVAAITGTKCTIENIGSSSLQGDAKFAVEVLQ 702 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG----P 347 
            MG +V  T    TV GP   P G+  LKAI +V+M  M D  +T +V+A  A+G      
Sbjct: 703 KMGCEVHQTADETTVQGP---PLGQ--LKAIEEVDMEVMTDAFLTASVLAAVANGGENKA 757 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGP----DYCIITPPEKLNVTAIDTYDD 403 
             I  +A+ RVKE  R+ A+  EL K G    E       Y +     K NV+ +  YDD 
Sbjct: 758 MKITGIANQRVKECNRIRAMMDELAKFGVHTTEQELGLTIYAVPISQLKKNVS-VHCYDD 816 
 
Query: 404 HRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           HR+AMAFS+ +       I +  C  KT+P ++D L 
Sbjct: 817 HRVAMAFSVLSTVVEGAIIEEKRCVEKTWPGWWDDL 852 
 
 
>ref|YP_001096916.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis C5] 
 sp|A4FWX2.1|AROA_METM5 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABO34701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis C5] 
          Length = 429 
 
 Score =  223 bits (569), Expect = 3e-56,   Method: Compositional matrix adjust. 
 Identities = 145/444 (32%), Positives = 239/444 (53%), Gaps = 25/444 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V++   +I G +  P SKS ++R ++ A+L+ G + + N LN  D      A    G   
Sbjct: 2   LVVKKTPKIKGILSAPPSKSYTHRAVICASLANGISNLKNPLNGADCLSSAHACEMFGAE 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E   + +  VV G   K P      +  + +GN+G  +R LT  +++   N   VL G  
Sbjct: 62  IEL--SNETWVVRGSELKTP------DNIVDIGNSGTTLRILTG-ISSQISNGYTVLTGD 112 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             +R+RP+  L+  L QLG  + CF   +    P+ V   G +    V++ G +SSQ+++ 
Sbjct: 113 DSIRKRPMQPLLDALNQLG--LTCFSTKNNGTAPIVVKS-GKISNNVVEIRGDVSSQFIT 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKY 242 
           +++M  P +  D EI +   L S PY+ +T+ ++++FGVK E ++  ++  + IKG QKY 
Sbjct: 170 SIMMTLPFSENDSEIVLTTPLKSEPYLNITIDVLDKFGVKIEKNEEKNKSGYKIKGNQKY 229 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
             P +  +EGD SSASY +A   +    + ++     S QGD +  E+++ MGA V   E 
Sbjct: 230 -LPCDYTIEGDYSSASYLVAAGVLLNSDIVIKNVFKDSKQGDREIIEIVKKMGANVEINE 288 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             V +TGP +       LK I++++  +PD+  T+AV+  FADG T + +    R+KE + 
Sbjct: 289 DHVKITGPYK-------LKGIEIDVTDIPDLVPTIAVLGCFADGKTVVYNGEHVRLKECD 341 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+ A  TEL+K+GA +EE  D  IIT   KLN   + TY DHR+ MAF++A   A+     
Sbjct: 342 RLAACTTELSKMGAEIEEKKDGLIITGVHKLNGAKLKTYHDHRLVMAFTIAGMLADGETI 401 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I      + +FPD+ D + +   N 
Sbjct: 402 IEGEDSVKISFPDFVDNMKSIGSN 425 
 
 
>ref|YP_001549512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis C6] 
 sp|A9AAA7.1|AROA_METM6 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
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           Short=EPSP synthase; Short=EPSPS 
 gb|ABX02280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis C6] 
          Length = 429 
 
 Score =  223 bits (569), Expect = 4e-56,   Method: Compositional matrix adjust. 
 Identities = 140/442 (31%), Positives = 239/442 (54%), Gaps = 21/442 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V++   +I+G +  P SKS ++R ++ A+L+ G + + N LN  D      A    G   
Sbjct: 2   LVVKKTPKINGILNAPPSKSYTHRAVICASLANGLSNLKNPLNGADCLSSAHACEMFGAE 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E   + ++ V+ G   K P      +  + +GN+G  +R LT  +++   N   +L G  
Sbjct: 62  IEL--SDEQWVIRGSELKTP------DNIVDIGNSGTTLRILTG-ISSQISNGYTILTGD 112 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L+  LKQLG +          P+ V   G +    V++ G +SSQ++++L 
Sbjct: 113 DSIRKRPMQPLLDALKQLGIESFSTKNNGTAPIVVKS-GKISNNVVEIRGDMSSQFITSL 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKS 244 
           +M  P +  D +I +   L S PY+ +T+ ++++FGVK E ++  ++  + IKG Q+Y S 
Sbjct: 172 MMTLPFSENDSKIVLTTPLKSEPYLNITIDVLDKFGVKIEKNEEKNKLGYKIKGNQRY-S 230 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    +EGD SSASY +A   +    + ++     S QGD +  E+++ MGA V   E + 
Sbjct: 231 PCEYIIEGDYSSASYLVAAGVLLNSDIVIKNVFKNSKQGDREIIEIVKKMGADVEINEDN 290 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V +TGP        +LK I++++  +PD+  T+AV+  FA+G T + +    R+KE +R+ 
Sbjct: 291 VKITGP-------YNLKGIEIDVTDIPDLVPTIAVLGCFAEGKTVVYNGEHVRIKECDRL 343 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
            A   EL+K+GA +EE  D  IIT   KLN   + TY DHR+ MAF++A   A+    I  
Sbjct: 344 AACTLELSKMGAEIEEKKDGLIITGVHKLNGAKLKTYHDHRLVMAFTIAGMLADGETIIE 403 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
                + +FPD+ D + +   N 
Sbjct: 404 GEDSVKISFPDFVDKMKSIGSN 425 
 
 
>ref|ZP_04998765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. Mg1] 
 gb|EDX23276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. Mg1] 
          Length = 428 
 
 Score =  223 bits (568), Expect = 5e-56,   Method: Compositional matrix adjust. 
 Identities = 164/433 (37%), Positives = 223/433 (51%), Gaps = 30/433 (6%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T ++PGSKS++NR LLLAA + G T +   L S+D      AL  LG+ +     A     
Sbjct: 2   TARVPGSKSITNRALLLAAAATGVTRLRAPLVSDDTLAFRTALTGLGVRITETGDAWEVT 61 
 
Query: 78  VVGCGGKFPVEDAKEEV--------QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
             G G   PV               +++  +AG A R L     AA G   +V DG  ++ 
Sbjct: 62  GTGRG---PVAATNATDADDATDAARVWCADAGTAARFLPPF--AATGKGRFVFDGTDQL 116 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RP+  L   L  LGADV    G   P + V    GL GG + L  S SSQYL+ LL++ 
Sbjct: 117 RARPLRPLADALTALGADVSTGPGGALP-LTVTA-DGLTGGDIPLDSSFSSQYLTGLLLS 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFG-VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           APL    + +     L+S PY++MTL LM  FG +  EH D     +  G     +  +  
Sbjct: 175 APLMSAPLTVRA-RSLVSRPYIDMTLALMRHFGALTEEHGDGAITVHPGG----YTAADL 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E DAS+ASYF A AA+TG +VTV G GT S QGD+ F EVL   GA+V  T ++ TVT 
Sbjct: 230 TIEPDASTASYFFAAAAVTGRSVTVPGLGTGSSQGDLGFVEVLRRTGAEVEITASATTVT 289 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G P E    +     DV+M  + D  MTLA +A  ADGP  +  +   R+KE++R+ A+  
Sbjct: 290 GRPDE----RLTGGFDVDMGNISDTFMTLAAIAPLADGPVTVTGIGHARLKESDRIGAVA 345 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 521



 

 

 
Query: 369 TELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             L  LG   EEGP+   + P  P    +     + DHR+AMAFS+       +T+ DP  
Sbjct: 346 RNLRALGIHTEEGPERITVHPGVPRPAQIAC---HRDHRIAMAFSVLGLRTGGITLDDPA 402 
 
Query: 427 CTRKTFPDYFDVL 439 
           C  KTFP + D L 
Sbjct: 403 CVAKTFPGFHDEL 415 
 
 
>ref|ZP_07015206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfonatronospira 
           thiodismutans ASO3-1] 
 gb|EFI35356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfonatronospira 
           thiodismutans ASO3-1] 
          Length = 445 
 
 Score =  223 bits (568), Expect = 5e-56,   Method: Compositional matrix adjust. 
 Identities = 165/443 (37%), Positives = 236/443 (53%), Gaps = 40/443 (9%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+K P SKS+S+R LL A L+ GT+V++N+L SED+      L  LG     D +    V 
Sbjct: 6   TLKAPPSKSVSHRALLAAGLAGGTSVLENVLVSEDILRTRDCLAALGAKFSGDDST--PV 63 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G GG+     + + V+L +G +G   R L A V+A  G  ++ + G  RM ERPI  L 
Sbjct: 64  VQGLGGRIKAP-SLDPVKLDVGESGTTCRLLAAIVSA--GQGSFEISGAGRMHERPIKSL 120 
 
Query: 138 VVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
              L+  G     +LG D CPPVR+    GLPGG V +    SSQYLS +L+A+ +A    
Sbjct: 121 GQSLEGQGVRFK-YLGLDGCPPVRIES-SGLPGGVVTVGLDESSQYLSGILLASTMATTS 178 
 
Query: 197 VEIEII-DKLISIPYVEMTLRLMERFGVKAE----------HSDSWD---------RFYI 236 
           + I I   K++S PYV +TL+ M+RFG  A           H+D            RF + 
Sbjct: 179 LVINIGGKKVVSWPYVHLTLQTMQRFGNPARLQTLQEGHWRHADPDQVQRVEPGKIRFVV 238 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             G    +P    VEGD S+ASY LA  A+    V V G    S QGD +  E+LE+MGA 
Sbjct: 239 HPG--VLNPVRYRVEGDYSNASYLLAAGAVGEFPVEVSGLDLESRQGDRRILEILELMGA 296 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           K++ T+  V V+ P R       L  +D++M   PD+  T+AVVA  A G T I +VA   
Sbjct: 297 KISETKNGVMVS-PAR-------LHGVDLDMGTCPDLVPTVAVVASMATGTTRISNVAHL 348 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID--TYDDHRMAMAFSLAA 414 
           R+KE++R+  ++ E+++ G       D   I P E L  + +   TY DHRMAM+ SL   
Sbjct: 349 RIKESDRLAGVQQEVSRAGCRCGLKEDGLEIEPAELLRGSQVQFKTYGDHRMAMSLSLYE 408 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFD 437 
            A +   + +P C  K+FP +++ 
Sbjct: 409 LAGIQTALDNPACVNKSFPGFWE 431 
 
 
>ref|YP_003159302.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfomicrobium 
           baculatum DSM 4028] 
 gb|ACU90886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfomicrobium 
           baculatum DSM 4028] 
          Length = 448 
 
 Score =  223 bits (568), Expect = 5e-56,   Method: Compositional matrix adjust. 
 Identities = 165/457 (36%), Positives = 232/457 (50%), Gaps = 48/457 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P+ +I+     P SKSLS+R L+ AAL+EG ++++ +L+S+D+    G LR LG  +  
Sbjct: 1   MKPVIDITA----PSSKSLSHRALICAALAEGESLLEGVLDSQDLTRTAGCLRLLGALIT 56 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                 +  V G GGK     A+  V + +G +G   R +   VTA  G   Y + G  R 
Sbjct: 57  PQGG--KLFVRGIGGKTGAS-AEGPVSMNVGESGTTCRLMAGVVTAIPG--IYRIHGEGR 111 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  L   L Q G  V     +  PP+ V    GL GG+V ++   SSQYLS LL+ 
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Sbjct: 112 IHDRPVAHLTDALTQQGVRVTFEEKSGYPPM-VMSSPGLIGGEVTINLEQSSQYLSGLLL 170 
 
Query: 189 AAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGV----KAEHSDSWD----------- 232 
           AAPLA G   I +I + + S PYV +TL  M RFGV    +    D W             
Sbjct: 171 AAPLATGTTTIRLIGRSVASWPYVALTLDTMARFGVPVILERRILDDWHSCTHAEAAGLP 230 
 
Query: 233 ----RFYIKGGQKYKSPKNA---YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 285 
               R  +     + +P  A    VEGD S+ASYFLA  A+    V + G    S QGD  
Sbjct: 231 PTDIRLVV-----HPAPYRAGAMRVEGDWSNASYFLAAGAVGTAPVRISGLSRQSAQGDR 285 
 
Query: 286 KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 345 
              E+L  MGA V W +  VTV            L+   V+MN  PD+  T+A +A FA  
Sbjct: 286 FMLEILSRMGASVEWQDDVVTVF--------PSALRGTQVDMNACPDIVPTVAAMAAFAT 337 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID--TYDD 403 
           G T I   A   +KE +R++   TEL+K G ++E  PD  II     L   ++D  TY D 
Sbjct: 338 GETIISGAAHLALKECDRILGPVTELSKAGVNIEARPDGMIIRGNGGLLPRSVDLCTYGD 397 
 
Query: 404 HRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           HRMAM+FSL     + V + +P C  K+FP ++DV S 
Sbjct: 398 HRMAMSFSLLELGGISVNLDNPSCVAKSFPGFWDVWS 434 
 
 
>ref|ZP_07330073.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermococcus 
           okinawensis IH1] 
 gb|EFL48897.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermococcus 
           okinawensis IH1] 
          Length = 435 
 
 Score =  223 bits (567), Expect = 6e-56,   Method: Compositional matrix adjust. 
 Identities = 143/445 (32%), Positives = 233/445 (52%), Gaps = 21/445 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I+++   EI G +  P SKS ++R ++ A+LS+G + + N LNS D    +   R LG   
Sbjct: 2   IIVKKTNEIKGNIYAPPSKSYTHRAVICASLSDGISEIKNPLNSADCLSSVHGARMLGAH 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++ D   K   +V      P      E  + +GN+G  +R LT  +++       +L G  
Sbjct: 62  IDTDD--KNKWIVEGNNNSP---KTPENIIDIGNSGTTLRILTG-ISSQIKKGYAILTGD 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L+  LKQLG +          P+ V   G +    V++ G +SSQ++++L 
Sbjct: 116 ESIRKRPMQPLLDALKQLGIEAFSSKMDGTAPIIVKS-GEIKNNTVRIRGDMSSQFITSL 174 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-----EHSDSWDRFYIKGGQK 241 
           +M  P A  D +I +   L S PY+++TL ++ +FG+       E   +   F+I+G QK 
Sbjct: 175 MMTLPFAKEDSKIILTTPLKSAPYLDITLDVLSKFGITVKPLDNEKDKAEKGFFIEGSQK 234 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           YKS  N  VEGD SSASY +A   +    +T+      S QGD +   +++ MGA +    
Sbjct: 235 YKSC-NYTVEGDYSSASYLIAAGVLLNSELTINNLFKDSKQGDKEIINIVKNMGAHIKVK 293 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  V + GP        +LK + V++  +PD+  T+AV+  FA+G T I +    R+KE  
Sbjct: 294 DDKVIINGP-------HNLKGVKVDVKNIPDLVPTIAVLGCFAEGKTTIYNGEHVRLKEC 346 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
           +R+ A   EL+K+GA + E PD  +I    KL    ++TY DHR+ MAF++A   AE    
Sbjct: 347 DRLSACAKELSKMGAKITEKPDGLVIEGVGKLKGAELETYHDHRLVMAFTIAGMMAEGET 406 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
            IR     + +FP++ DV+ +   N 
Sbjct: 407 IIRGEDAVKISFPNFVDVMKSIGAN 431 
 
 
>ref|YP_001323039.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           vannielii SB] 
 sp|A6UPK5.1|AROA_METVS RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
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 gb|ABR54427.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           vannielii SB] 
          Length = 429 
 
 Score =  222 bits (565), Expect = 1e-55,   Method: Compositional matrix adjust. 
 Identities = 138/439 (31%), Positives = 236/439 (53%), Gaps = 21/439 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++   E+ G +  P SKS ++R ++ A+L+ G +++ N LN  D      A R LG   
Sbjct: 2   LIVKRTSEVKGIINAPPSKSYTHRAVISASLANGLSILKNPLNGADCLSSAHACRMLG-- 59 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E     ++  ++G   K P      +  + +GN+G  +R +T  +++   +   V+ G  
Sbjct: 60  AEITNEVEKWTIIGSKLKVP------DNIIDIGNSGTTLRIITG-ISSQIPDGYAVITGD 112 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L+  LKQLG +          P+ V   G +    VK+ G +SSQ++++L 
Sbjct: 113 DSIRKRPMQPLLDALKQLGIESFSTRNNGIAPIIVKA-GKITSNSVKIRGDMSSQFITSL 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIKGGQKYKS 244 
           +M  P +  D EI +   L S PY+ +T+ ++++FGVK E    ++   + IKG Q Y+  
Sbjct: 172 MMTLPFSETDSEIILTTPLKSEPYLNITIDVLDKFGVKIEKIVEENKTGYKIKGKQSYR- 230 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    +EGD SSASY +A   +    + V+     S QGD +  E+++ MGA V   E + 
Sbjct: 231 PCEYTIEGDYSSASYLIATGVLLNSDIEVKNVFKNSKQGDREIIEIVKKMGADVEINENN 290 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V + GP        +LK I++++  +PD+  T+AV+  FA+G T + +    R+KE +R+ 
Sbjct: 291 VKIKGP-------YNLKGIEIDVTNIPDLVPTIAVLGCFAEGKTVVYNGEHVRLKECDRL 343 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
            A   EL+K+GA +EE PD  IIT   KL  + + T+DDHR+ MAF++A   A+    I  
Sbjct: 344 NACAVELSKMGADIEEKPDGLIITGTHKLTGSKLKTHDDHRLVMAFTIAGMLADGETVIE 403 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
                + +FPD+ D + +  
Sbjct: 404 GEESVKISFPDFVDKMKSI 422 
 
 
>gb|EFN55352.1| hypothetical protein CHLNCDRAFT_31300 [Chlorella variabilis] 
          Length = 176 
 
 Score =  221 bits (564), Expect = 1e-55,   Method: Compositional matrix adjust. 
 Identities = 123/181 (67%), Positives = 139/181 (76%), Gaps = 6/181 (3%) 
 
Query: 266 ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 325 
           +TGGT+TVEGCG+ SLQGDV+FAEV+ +MGA V W   S+T+TGPPR       LKAID  
Sbjct: 1   MTGGTITVEGCGSESLQGDVRFAEVMGLMGATVEWQPYSITITGPPR-----GQLKAIDH 55 
 
Query: 326 NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 385 
           N N +PD AMT AV AL ADG TAIRDV +WRVKETERM AI  ELTKLGASVEEG DYC 
Sbjct: 56  NCNDIPDAAMTAAVAALLADGATAIRDVYNWRVKETERMKAIVAELTKLGASVEEGHDYC 115 
 
Query: 386 IITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +ITPP+++    AI+TYDDHRMAMAFSL A   VPVTI DPGCTRKTFP YF V  T  K 
Sbjct: 116 VITPPKEVKPGVAIETYDDHRMAMAFSLVAACGVPVTILDPGCTRKTFPTYFRVFETVAK 175 
 
Query: 445 N 445 
           + 
Sbjct: 176 H 176 
 
 
>gb|ADW03091.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           flavogriseus ATCC 33331] 
          Length = 414 
 
 Score =  221 bits (563), Expect = 2e-55,   Method: Compositional matrix adjust. 
 Identities = 157/433 (36%), Positives = 221/433 (51%), Gaps = 33/433 (7%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 524



 

 

           + +PGSKS++ R L LAA ++GTT +   L+S+D       L  LG +V   +   R  + 
Sbjct: 4   IDIPGSKSVTARALFLAAAADGTTTLLRPLHSDDTEGFTEGLTRLGYAVV--REPDRWHI 61 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P   A  + ++   +     R L   + AA  + TY  D   +MR RP+  L  
Sbjct: 62  EG----RPSGPAAADAEVHCRDGATTARFL-PTLAAAAASGTYRFDASAQMRRRPLAPLT 116 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ LG D+         P+ +    G+ GG + L    SSQYL+ALLM  PL    +  
Sbjct: 117 EALRTLGVDLRHDGAEGHHPLTIQA-SGVKGGGLTLDAGESSQYLTALLMLGPLTAEGLR 175 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY------VEG 252 
           IE+ + L+S PYVE+TL +M  FGV+           ++ G  +  P   Y      +E  
Sbjct: 176 IEVTE-LVSAPYVEITLAMMRGFGVEV----------VREGNTFTVPPGGYRATTYAIEP 224 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TG  VTV G GT +LQGD++F EVL  M A V  T  S TV    R 
Sbjct: 225 DASTASYFFAAAALTGREVTVPGLGTGALQGDLRFTEVLRRMDADVRTTSDSTTVRSDGR 284 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L  + VNM  + D   TLA +A +A  P  I DVA+ RVKE +R+ A    L  
Sbjct: 285 -------LAGLTVNMRDISDTMPTLAAIAPYASSPVRIEDVANTRVKECDRLEACAQNLR 337 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
            +G +V  GPD+  I P      T I T+ DHR+ M+F++A      ++  DPGC RKTF 
Sbjct: 338 SMGITVRTGPDWIEIHPGTP-RPTEIATHGDHRIVMSFAVAGLRTPGMSYDDPGCVRKTF 396 
 
Query: 433 PDYFDVLSTFVKN 445 
           P + +  + FV+  
Sbjct: 397 PRFHEEFAAFVER 409 
 
 
>sp|P39915.2|AROA2_BURPS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 463 
 
 Score =  221 bits (563), Expect = 2e-55,   Method: Compositional matrix adjust. 
 Identities = 168/421 (39%), Positives = 220/421 (52%), Gaps = 42/421 (9%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQP + ++G ++LPG KS+SNR LLL AL+EG T V  LL+S+D   ML ALR LG+ +E 
Sbjct: 10  LQPWRHVTGHLRLPGDKSISNRSLLLGALAEGVTEVTGLLDSDDARAMLNALRDLGVVIE 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEV-QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                 R  V G G    +   K     LFLGNAG AMR L+AA+     + T  L G P 
Sbjct: 70  GPHQG-RCTVHGVG----LHGLKAPPGPLFLGNAGTAMRPLSAALALQPFDTT--LTGDP 122 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM ERPI  LV  L+++GA ++       PP+ + G            GS+SSQ+L+ALL 
Sbjct: 123 RMSERPINRLVDALREMGAVIEYLAQEGYPPLTIRG-----------GGSVSSQFLTALL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           M AP+A   ++  +   L+S PY+++TL +M  FGV     D  +R +     +Y SP   
Sbjct: 172 MTAPMASAQIKSGL---LLSKPYIDITLNVMP-FGVPTR--DHTERIFAVSAIRYPSPAV 225 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +EGDA+SASYFLA A I G  V V G G  S+QGD  F   L  MGA+   +   V   
Sbjct: 226 LRLEGDATSASYFLAAAGIKG--VPVTGIGRHSMQGDSWFPRALRRMGARSCGSSMIVCP 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G  R         A+  + N +PD AMTLA     A G    R + +WRVKET+R+ A+ 
Sbjct: 284 RGELRA--------AVRSDSNSIPDAAMTLATXXALARGGRRPRTIFAWRVKETDRLYAM 335 
 
Query: 368 RTELTKLGASVEEGPDY--CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
            TEL   GA V  G     C   P    +        D RMAM FSL A       +R P 
Sbjct: 336 STELGAAGARVVPGAGLRGC---PLRGRSYYVARCRRDSRMAMCFSLPAHGG--RAVRHP 390 
 
Query: 426 G 426 
           G 
Sbjct: 391 G 391 
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>emb|CBK94981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium rectale 
           M104/1] 
          Length = 427 
 
 Score =  221 bits (563), Expect = 2e-55,   Method: Compositional matrix adjust. 
 Identities = 147/419 (35%), Positives = 225/419 (53%), Gaps = 14/419 (3%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PGSKS++NR LL+AAL+ G +V+   L S+D  + + AL  LG  V  D+  +   + G 
Sbjct: 18  VPGSKSITNRALLIAALASGRSVLKGCLFSDDSRHFIDALIRLGFPVLVDEDKREITITG 77 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            GG+ P    K EV++ +G+AG A R LTA +  + G   Y +    +M++RP+ DL+V  
Sbjct: 78  FGGRIP----KNEVEIDVGSAGTAARFLTALLGLSKGR--YHIVSSEQMKKRPMKDLLVS 131 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L++LGA ++        P  +   G      V ++   SSQ+LSALL++A +   +  I  
Sbjct: 132 LEKLGAHIEYDENEYHFPFTIGNTGEY-ADTVDINVDKSSQFLSALLISAIVMEKNFTIN 190 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
           +      + YVEMT  +M++FG+        + F I     Y+S  +  +E D S+A YF 
Sbjct: 191 VTGTH-GMAYVEMTRLMMKQFGLDVMQDKKNNSFIIPKKAAYES-LDYDIEPDVSAACYF 248 
 
Query: 261 LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 320 
            A + +      V G    SLQGDV F +VL  MG  ++  E    V  PP+      H+ 
Sbjct: 249 YAMSPLLHVRSKVMGVHQNSLQGDVAFLDVLADMGCTIS-DEADGIVCMPPK----NTHI 303 
 
Query: 321 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
                +++   D A+TLA +A FA+ P  I  ++  R++E +R+ AI   LT+LG  VEE 
Sbjct: 304 HGGSWDLSTFSDQALTLAAIAPFANEPVGIEGISHIRLQECDRINAIEENLTELGVRVEE 363 
 
Query: 381 GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
             +   I P E +    I TYDDHR+AM+F+L       V I DP C RKTF ++++VL 
Sbjct: 364 IENGLRIYPAECIKPCKIKTYDDHRVAMSFTLPGLKAEGVEIIDPYCCRKTFENFYEVL 422 
 
 
>ref|YP_003134364.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Saccharomonospora 
           viridis DSM 43017] 
 gb|ACU97537.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Saccharomonospora 
           viridis DSM 43017] 
          Length = 444 
 
 Score =  221 bits (562), Expect = 2e-55,   Method: Compositional matrix adjust. 
 Identities = 156/423 (36%), Positives = 224/423 (52%), Gaps = 23/423 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV++PGSKS++NR  +LAALS G T+V N L+S D   MLGAL  LG       A 
Sbjct: 32  ERLDATVRVPGSKSITNRAFVLAALSAGETLVRNPLDSRDARLMLGALDALG-------A 84 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           A  AV  G   + P+ D   EV++ LGNAG   R  T  + AA G+ T   DG P +R R 
Sbjct: 85  ASHAVSDGVRVQ-PMTDGDGEVEVALGNAGTVAR-FTPPL-AALGSRTVHFDGDPAIRRR 141 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  L+  L  LGAD+D   G    P  V G GGL GG V+L  S SSQ+LSALL++ P  
Sbjct: 142 PVAPLLQALTDLGADIDDG-GRGTVPFTVRGRGGLAGGTVELDSSASSQFLSALLLSGPA 200 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               V + ++ K  S P++ MT+ ++ RFG   E   S   F++       S     VE  
Sbjct: 201 FERGVTVRLLGKTPSEPHIAMTMDMLRRFGAAPERDGS--EFHVPPATLALS--EYTVEP 256 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D SSA+ F+    + GG V VEG  + + Q   +   ++  +G +       +TVT     
Sbjct: 257 DLSSAAPFVVAPLVAGGRVHVEGWPSETTQPGDRLRSLVRELGGEAVLEGDGLTVT---- 312 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G   + A  ++++++ ++   LA +  FADGP+ IR VA  R  ET+R+ A+ TEL+ 
Sbjct: 313 ---GTGTVAAATLDLHEVGELTPVLAALLCFADGPSEIRGVAHLRGHETDRLAALATELS 369 
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Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
            LG  V E  D   I  P  L+     TYDDHR+ MA ++ A     +T+ +P    KT+ 
Sbjct: 370 ALGGDVTETDDGLRIH-PAPLHGGTFHTYDDHRLVMAGAVLALRVPGITVENPATVGKTY 428 
 
Query: 433 PDY 435 
           P + 
Sbjct: 429 PGF 431 
 
 
>ref|YP_001039475.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum ATCC 27405] 
 ref|ZP_05430875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum DSM 2360] 
 ref|ZP_06247596.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum JW20] 
 sp|A3DK03.1|AROA_CLOTH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABN54282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum ATCC 27405] 
 gb|EEU00240.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum DSM 2360] 
 gb|EFB38236.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum JW20] 
 gb|ADU73716.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum DSM 1313] 
          Length = 423 
 
 Score =  220 bits (561), Expect = 3e-55,   Method: Compositional matrix adjust. 
 Identities = 153/426 (35%), Positives = 234/426 (54%), Gaps = 24/426 (5%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SG V++PGSKS + R L  A+L+EG + + + L S+D    +   R LG  +E  K   + 
Sbjct: 11  SGNVRIPGSKSHTIRALFFASLAEGKSEIQSPLISDDALSAVEVCRALGAKIE--KEDDK 68 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            VV G GG     +  E+V + +GN+G  +R     +TAA G+   V  G  ++R+RP+G 
Sbjct: 69  YVVEGFGGN---PEVPEDV-INVGNSGTTLR--FGIMTAALGDGCSVFTGDRQIRQRPLG 122 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            L+  +  LGA+          PV V G   L GG+ ++  S++SQYLS++L+ +PL    
Sbjct: 123 PLLCAINNLGAEAFSTRNNGRAPVVVKG--KLKGGRTEID-SVTSQYLSSILINSPLIPL 179 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           D E+ I+ +L  +PYV+MTL  +++ G+K E+ D +  FYIKGGQ+Y+ P N  + GD S 
Sbjct: 180 DTEV-IVTRLNEVPYVDMTLWWLDKLGIKYENHD-YKTFYIKGGQRYR-PLNVTIPGDFS 236 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           SA++F   AAI+G    ++    T  QGD     +LE MGAKV     SV + G   E   
Sbjct: 237 SATFFAVQAAISGEEFVLDNLDMTDPQGDKMVFSILEDMGAKVKVEGKSVRIKGC--ELV 294 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
           GR      +++MN +PD    +AV   FA G T + +V   R+KET+R+  +  +L K+G 
Sbjct: 295 GR------EIDMNAIPDALPAMAVAGCFAKGETKLLNVPQARIKETDRIHVMCEQLKKMG 348 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPD 434 
           A + E  D  +I    +L    ++ Y DHR+ M+ ++A   AE    I        TFPD 
Sbjct: 349 ADITELEDGLVIR-ESRLKGCKLEGYGDHRVVMSLAIAGLNAEGETVIDTAEAVNVTFPD 407 
 
Query: 435 YFDVLS 440 
           + + LS 
Sbjct: 408 FVNFLS 413 
 
 
>ref|YP_003128029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           fervens AG86] 
 gb|ACV24529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           fervens AG86] 
          Length = 427 
 
 Score =  220 bits (560), Expect = 4e-55,   Method: Compositional matrix adjust. 
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 Identities = 145/440 (32%), Positives = 235/440 (53%), Gaps = 19/440 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++    + GTVK P SKS ++R ++ A L+EG +V+ N L   D    +   R LG   
Sbjct: 2   LIVKKTDRLEGTVKAPPSKSYTHRAVIGAFLAEGESVIKNPLWGADCLSSVHGCRMLGAD 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E DK   + +V G   K P      +  + +GN+G  +R LT+ + +       +L G  
Sbjct: 62  IELDKDKDKWIVKGGELKTP------DNVIDIGNSGTTLRILTS-IASQIPKGYAILTGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R RP+  L+  LKQL  +          P+ V   G + G KV++ G ISSQ++++L 
Sbjct: 115 DSIRRRPMQPLLDALKQLNIEAFSSKMDGTAPIIVKS-GEINGNKVEIRGDISSQFITSL 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +M  P    D EI +   L S PY+++TL ++ +FG+K + ++    F + G QKYK+   
Sbjct: 174 MMLLPFNKEDTEIILTTPLKSKPYIDVTLDILSKFGIKIDETEKG--FLVYGNQKYKAI- 230 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD SSASY +A   +    +T+E     S QGD    ++++ MGA +   +  V  
Sbjct: 231 DYIVEGDYSSASYLIAAGVLINSNITIENLFADSKQGDRAIIDIVKEMGADIKVKKDKVI 290 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V G         +L  IDV++  +PD+  T+AV+  FA+G T I +    R+KE +R+ A 
Sbjct: 291 VEG-------EYNLNGIDVDVKDIPDLVPTIAVLGCFAEGKTEIYNGEHVRLKECDRLRA 343 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
              EL K+GA +EE PD  II   +KL    ++TY+DHR+ MAF++A   AE    I    
Sbjct: 344 CAVELKKMGADIEEKPDGLIIRGVKKLRGAKLNTYNDHRLVMAFTVAGLKAEGETIIEGE 403 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
              + +FP++ +V+ +   N 
Sbjct: 404 EAVKISFPNFVEVMRSIGAN 423 
 
 
>pir||F64362 3-phosphoshikimate 1-carboxyvinyltransferase (EC 2.5.1.19) - 
           Methanococcus jannaschii 
          Length = 436 
 
 Score =  220 bits (560), Expect = 4e-55,   Method: Compositional matrix adjust. 
 Identities = 145/440 (32%), Positives = 233/440 (52%), Gaps = 19/440 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++    + G VK P SKS ++R ++ A+L++G + + N L   D    +   R LG + 
Sbjct: 11  LIVKKTDRLEGIVKAPPSKSYTHRAVIGASLADGVSRIINPLWGADCLSSVHGCRMLGAN 70 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E DK     +V G   K P      +  + +GN+G  +R LT+ + +       +L G  
Sbjct: 71  IELDKEKDEWIVKGGELKTP------DNIIDIGNSGTTLRILTS-IASQIPKGYAILTGD 123 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L+  LKQL  +          P+ V   G + G  VK+ G ISSQ++++L 
Sbjct: 124 DSIRKRPMQPLLDALKQLNIEAFSSKLDGTAPIIVKS-GKIYGNVVKIRGDISSQFITSL 182 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +M  P    D EI +   L S PY+++TL ++ +FG+K + +D+   F + G QKYK P  
Sbjct: 183 MMLLPFNKEDTEIILTSPLKSKPYIDITLDILNKFGIKIDKTDNG--FLVYGNQKYK-PI 239 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD SSASY +A   +    +T+E     S QGD     +++ MGA +   +  V  
Sbjct: 240 DYIVEGDYSSASYLIAAGVLINSNITIENLFANSKQGDKAIINIVKEMGADIKVKKDKVI 299 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G          LK IDV++  +PD+  T+AV+  FA+G T I +    R+KE +R+ A 
Sbjct: 300 IEG-------EYSLKGIDVDVKDIPDLVPTIAVLGCFAEGKTEIYNGEHVRLKECDRLRA 352 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
              EL K+GA +EE PD  II   +KL    ++TY DHR+ MAF++A   AE    I    
Sbjct: 353 CAVELKKMGADIEEKPDGLIIRGVKKLKGAKLNTYHDHRLVMAFTIAGLKAEGETIIEGE 412 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
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              + +FP++ DV+ +   N 
Sbjct: 413 EAVKISFPNFVDVMKSLGAN 432 
 
 
>ref|YP_002951911.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           magneticus RS-1] 
 dbj|BAH74025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           magneticus RS-1] 
          Length = 445 
 
 Score =  220 bits (560), Expect = 4e-55,   Method: Compositional matrix adjust. 
 Identities = 160/447 (35%), Positives = 240/447 (53%), Gaps = 46/447 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +  P SKS+S+R ++ A+L+ GT+ +  LL+S+D+      +  +G ++   ++    VV 
Sbjct: 4   ITAPPSKSVSHRAVIAASLAAGTSRLTGLLDSQDISRTRDCMIAMGAAMHP-QSDGSVVV 62 
 
Query: 79  VGCGGKFPV--EDAKEE-VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            G  G+ P+  ED +E  V L +G +G   R L A   AA G   +++ G  RM +RPIG 
Sbjct: 63  SGTAGR-PLGGEDEEEHSVALDVGESGTTCRLLVA--VAAAGRGHFLVRGHGRMHDRPIG 119 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
           +LV  L  LG +      + CPP+ V    GL GG   +S   SSQYLS LL+AAP+A G 
Sbjct: 120 ELVNALLPLGPECLYLEKSGCPPLAVV-TQGLAGGTTSISLEDSSQYLSGLLLAAPMAAG 178 
 
Query: 196 DVEIEII-DKLISIPYVEMTLRLMERFGV----KAEHSDSW---------------DRFY 235 
            + IEI   K +S PYV +TL  +  FGV    +    D+W                RF  
Sbjct: 179 PLTIEITGKKTVSWPYVAITLSALADFGVPFTVQTRQGDAWVEADWRAITDVVPGQIRFA 238 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++   +Y+ P+   VE D SSASYFLA  A+    VTV G    SLQGD    ++L  MG 
Sbjct: 239 MQPA-RYR-PREYAVEADWSSASYFLAAGAVGPAPVTVAGLRQDSLQGDRAIRDILARMG 296 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A++  T   +TV   P E  G+      +++M + PD+  T+A  A FA G T I++VA  
Sbjct: 297 ARIEETAEGLTVF--PSELHGQ------ELDMGRCPDLVPTVAAAACFASGETIIKNVAH 348 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-----EKLNVTAIDTYDDHRMAMAF 410 
            R+KE++R+ A+    T+ GA V   PD   I P      +++  +A   +DDHR+AM+  
Sbjct: 349 LRLKESDRIEAVAENCTQAGAVVTTLPDGLRIKPKALRTDQRVEFSA---FDDHRLAMSA 405 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           ++   A + V I +PGC  K+FP ++D 
Sbjct: 406 AIFELAGIDVVIDNPGCVAKSFPTFWD 432 
 
 
>ref|NP_247478.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           jannaschii DSM 2661] 
 sp|Q57925.2|AROA_METJA RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAB98493.1| 3-phosphoshikimate-1-carboxyvinyltransferase (aroA) 
           [Methanocaldococcus jannaschii DSM 2661] 
          Length = 429 
 
 Score =  220 bits (560), Expect = 4e-55,   Method: Compositional matrix adjust. 
 Identities = 145/440 (32%), Positives = 233/440 (52%), Gaps = 19/440 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++    + G VK P SKS ++R ++ A+L++G + + N L   D    +   R LG + 
Sbjct: 4   LIVKKTDRLEGIVKAPPSKSYTHRAVIGASLADGVSRIINPLWGADCLSSVHGCRMLGAN 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E DK     +V G   K P      +  + +GN+G  +R LT+ + +       +L G  
Sbjct: 64  IELDKEKDEWIVKGGELKTP------DNIIDIGNSGTTLRILTS-IASQIPKGYAILTGD 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L+  LKQL  +          P+ V   G + G  VK+ G ISSQ++++L 
Sbjct: 117 DSIRKRPMQPLLDALKQLNIEAFSSKLDGTAPIIVKS-GKIYGNVVKIRGDISSQFITSL 175 
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Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +M  P    D EI +   L S PY+++TL ++ +FG+K + +D+   F + G QKYK P  
Sbjct: 176 MMLLPFNKEDTEIILTSPLKSKPYIDITLDILNKFGIKIDKTDNG--FLVYGNQKYK-PI 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD SSASY +A   +    +T+E     S QGD     +++ MGA +   +  V  
Sbjct: 233 DYIVEGDYSSASYLIAAGVLINSNITIENLFANSKQGDKAIINIVKEMGADIKVKKDKVI 292 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G          LK IDV++  +PD+  T+AV+  FA+G T I +    R+KE +R+ A 
Sbjct: 293 IEG-------EYSLKGIDVDVKDIPDLVPTIAVLGCFAEGKTEIYNGEHVRLKECDRLRA 345 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
              EL K+GA +EE PD  II   +KL    ++TY DHR+ MAF++A   AE    I    
Sbjct: 346 CAVELKKMGADIEEKPDGLIIRGVKKLKGAKLNTYHDHRLVMAFTIAGLKAEGETIIEGE 405 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
              + +FP++ DV+ +   N 
Sbjct: 406 EAVKISFPNFVDVMKSLGAN 425 
 
 
>ref|YP_001329672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis C7] 
 sp|A6VGE5.1|AROA_METM7 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABR65521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis C7] 
          Length = 429 
 
 Score =  219 bits (559), Expect = 5e-55,   Method: Compositional matrix adjust. 
 Identities = 143/444 (32%), Positives = 240/444 (54%), Gaps = 25/444 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V++   +I G +  P SKS ++R ++ A+L+ G + + N LN  D      A    G   
Sbjct: 2   LVVKKTPKIKGILSAPPSKSYTHRAVICASLANGVSNLKNPLNGADCLSSAHACEMFG-- 59 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E D   ++ VV G   K P      +  + +GN+G  +R LT  +++   +   VL G  
Sbjct: 60  AEIDLNDEKWVVRGSEFKTP------DNIVDIGNSGTTLRILTG-ISSQISDGYTVLTGD 112 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             +R+RP+  L+  LKQLG  ++CF   +    P+ V   G +    V++ G +SSQ+++ 
Sbjct: 113 DSIRKRPMQPLLDALKQLG--LNCFSTKNNGTAPIVVKS-GKISNNVVEIRGDMSSQFIT 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKY 242 
           +L+M  P +  D EI +   + S PY+ +T+ ++++FGVK +  +  ++  + IKG QKY 
Sbjct: 170 SLMMTLPFSENDSEIILTTPIKSEPYLNITIDVLDKFGVKIDKIEEKNKVGYKIKGNQKY 229 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
             P +  +EGD SSASY +A   +    + ++     S QGD +  E+++ MGA V   E 
Sbjct: 230 -LPCDYTIEGDYSSASYLVAAGVLLNSDIVIKNVFKDSKQGDREIIEIVKKMGANVEINE 288 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            +V + GP +       LK I++++  +PD+  T+AV+  FA+G T + +    R+KE + 
Sbjct: 289 DNVQIMGPYK-------LKGIEIDVTDIPDLVPTIAVLGCFAEGKTVVYNGEHVRLKECD 341 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+ A  TEL+K+GA +EE  D  IIT   KLN   + TY DHR+ MAF++A   A+     
Sbjct: 342 RLAACTTELSKMGAEIEEKKDGLIITGVHKLNGAKLKTYHDHRLVMAFTIAGMMADGETV 401 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I      + +FPD+ D + +   N 
Sbjct: 402 IEGEDSVKISFPDFVDKMKSIGSN 425 
 
 
>emb|CBL11268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseburia 
           intestinalis XB6B4] 
          Length = 442 
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 Score =  219 bits (559), Expect = 5e-55,   Method: Compositional matrix adjust. 
 Identities = 152/450 (33%), Positives = 239/450 (53%), Gaps = 44/450 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV +PGSKS++NR LL+AALS+G   ++ +L S+D  + L +L +LG  V+ +++ 
Sbjct: 12  RPVDWTVDVPGSKSMTNRALLMAALSDGEVKLEGVLFSDDSRHFLKSLVSLGFMVDINES 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K   V+GCGG  P    K++  + +G+AG A R LTA +  + G   Y ++   +M++R 
Sbjct: 72  EKAVTVLGCGGNIP----KKQAVINVGSAGTAARFLTAMLGFSDGE--YTIEASEQMKKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG-----------KVKLSGSISSQ 181 
           P+ +L   L  +GA++         PV++ G      G           ++ L  S S+Q 
Sbjct: 126 PMQELFSLLTGVGANITYLETEGHLPVKICGRRNPKAGADQSKADGNPLQLSLDISKSTQ 185 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LSALL+ +P+    ++I I  +     Y+ +T +++   GV+ ++          GG+  
Sbjct: 186 FLSALLLISPMIPQGLDIHITSEKTDGSYIRITRKMLADAGVEVKY----------GGKN 235 
 
Query: 242 YK-SPKNAY------VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           Y+  PK  Y      +E D S+A YF A AAITGG   V+     + QGD+KF +VL  M 
Sbjct: 236 YRIDPKAVYQKKHYQIEPDVSAACYFYAAAAITGGRTLVKHVHKDNSQGDMKFLDVLAQM 295 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G  VT     + VTGP  +      LK I+++MN   D A+TLA +A F      I  +  
Sbjct: 296 GCTVTEKADGIEVTGPAEDT-----LKGIEIDMNDFSDQALTLAAMAPFCKSDVHITHIG 350 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSL 412 
             R +E +R+ A+  ELTK G +  E PD   I P  P   +   + TY+DHR+AM+F+L 
Sbjct: 351 HIRGQECDRLHAMSEELTKRGITCTEEPDAITIKPGIP---SAGIVSTYEDHRVAMSFAL 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                  + I +P C RKTF +YFD+L    
Sbjct: 408 LGLKVDGIVIDNPSCCRKTFENYFDLLDQL 437 
 
 
>ref|ZP_03524264.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli GR56] 
          Length = 420 
 
 Score =  219 bits (558), Expect = 6e-55,   Method: Compositional matrix adjust. 
 Identities = 161/448 (35%), Positives = 237/448 (52%), Gaps = 49/448 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P   +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPAGPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMADALRAM 64 
 
Query: 64  GLSV-EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+++ E D+     VV G G   P      +  LFLGNAG A R LTAA  AA  + T + 
Sbjct: 65  GVAIDEPDETT--FVVTGSGRLLP-----PKAPLFLGNAGTATRFLTAA--AALVDGTVI 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           +DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++ + G +SSQY 
Sbjct: 116 VDGDEHMRKRPIGPLVEAMRTLGIDVSAETG--CPPVTVRGTGRFEADRILIDGGLSSQY 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGG 239 
           +SALLM A      V+IE++ + I ++ Y+++T   M+ FG K E +   +W R    G  
Sbjct: 174 VSALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMKAFGAKVEKTSPVTW-RVEPTG- 231 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             Y++  +  +E DAS+A+Y  A   ++ G + +        Q D K  E++         
Sbjct: 232 --YRA-ADFVIEPDASAATYLWAAEVLSDGKIDLGVPNDAFTQPDAKAYEIIAKF----- 283 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                              HL A +++ ++M D   T+AV+A F + P     +A+ RVK 
Sbjct: 284 ------------------PHLPA-EIDGSQMQDAVPTIAVLAAFNETPVRFVGIANLRVK 324 
 
Query: 360 ETERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAA 414 
           E +R+ A+ T L  +  G +VEEG D  + + P     T   AIDT+ DHR+AM+F+LA  
Sbjct: 325 ECDRIRALSTGLNNIRQGLAVEEGDDLIVHSDPALAGQTLPAAIDTFADHRIAMSFALAG 384 
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Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                +TI DP C  KTFP Y+  L+   
Sbjct: 385 LKIDGITILDPDCVGKTFPAYWRTLAAL 412 
 
 
>ref|ZP_04743620.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseburia 
           intestinalis L1-82] 
 gb|EEV01203.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseburia 
           intestinalis L1-82] 
          Length = 442 
 
 Score =  219 bits (558), Expect = 7e-55,   Method: Compositional matrix adjust. 
 Identities = 152/450 (33%), Positives = 238/450 (52%), Gaps = 44/450 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV +PGSKS++NR LL+AALS+G   ++ +L S+D  + L +L +LG  V+ +++ 
Sbjct: 12  RPVDWTVDVPGSKSMTNRALLMAALSDGEVKLEGVLFSDDSRHFLESLVSLGFMVDINES 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K   V+GCGG  P    K++  + +G AG A R LTA +  + G   Y ++   +M++R 
Sbjct: 72  EKAVTVLGCGGNIP----KKQAVINVGGAGTAARFLTAMLGFSDGE--YTIEASEQMKKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG-----------KVKLSGSISSQ 181 
           P+ +L   L ++GA +         PV++ G      G           ++ L  S S+Q 
Sbjct: 126 PMQELFSLLTRVGAKITYLETEGHLPVKICGRRNPKAGADQSKADGTPLQLSLDISKSTQ 185 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LSALL+ +P+    ++I I  +     Y+ +T +++   GV+ ++          GG+  
Sbjct: 186 FLSALLLISPMIPQGLDIHITSEKTDGSYIRITRKMLADAGVEVKY----------GGKN 235 
 
Query: 242 YK-SPKNAY------VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           Y+  PK  Y      +E D S+A YF A AAITGG   V+     + QGD+KF +VL  M 
Sbjct: 236 YRIDPKAVYQKKHYQIEPDVSAACYFYAAAAITGGRALVKHVHKDNSQGDMKFLDVLAQM 295 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G  VT     + VTGP  +      LK I+++MN   D A+TLA +A F      I  +  
Sbjct: 296 GCTVTEKADGIEVTGPAEDT-----LKGIEIDMNDFSDQALTLAAMAPFCKSDVHITHIG 350 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSL 412 
             R +E +R+ A+  ELTK G +  E PD   I P  P   +   + TY+DHR+AM+F+L 
Sbjct: 351 HIRGQECDRLHAMSEELTKRGITCTEEPDAITIKPGIP---SAGIVSTYEDHRVAMSFAL 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                  + I +P C RKTF +YFD+L    
Sbjct: 408 LGLKVDGIVIDNPSCCRKTFENYFDLLDQL 437 
 
 
>ref|ZP_04588138.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. oryzae str. 1_6] 
          Length = 418 
 
 Score =  219 bits (557), Expect = 8e-55,   Method: Compositional matrix adjust. 
 Identities = 153/438 (34%), Positives = 235/438 (53%), Gaps = 47/438 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAQGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   VV   G +   +A ++  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DESTFVVTSNGHW---NAPQQA-LFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G DV    G  CPPV ++G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVDVSAPSG--CPPVAISGKGGLAAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G +E+ +    I    YV++TL  M+ FG  V+A    +W     K         + + 
Sbjct: 184 GKGAIEVALTGSEIGARGYVDLTLAAMQAFGAEVQAIGDSAW-----KVSATGYCATDFH 238 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
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           +E DAS+A+Y  A  A+T G++ +        Q D   ++++++                 
Sbjct: 239 IEPDASAATYLWAAQALTQGSIDLGVASDAFTQPDALASQIIDLF--------------- 283 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                    ++ A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   
Sbjct: 284 --------PNMPAV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALSQ 334 
 
Query: 370 ELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            L  +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I+D 
Sbjct: 335 GLCAIAPGLAVEEGDDLLVNANPALAGTTVDALIDTHADHRIAMCFALAGLKIKGIHIQD 394 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P C  KT+P Y+D L++  
Sbjct: 395 PDCVGKTYPGYWDALASL 412 
 
 
>ref|YP_766557.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. viciae 3841] 
 emb|CAK06442.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. viciae 3841] 
          Length = 420 
 
 Score =  218 bits (556), Expect = 1e-54,   Method: Compositional matrix adjust. 
 Identities = 162/448 (36%), Positives = 241/448 (53%), Gaps = 49/448 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P K +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPGKPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMAEALRAM 64 
 
Query: 64  GLSV-EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+++ E D  +   VV G G   P      +  LFLGNAG A R LTAA  AA  + T + 
Sbjct: 65  GVAIDEPDDTS--FVVTGSGRLLP-----PKAPLFLGNAGTATRFLTAA--AALVDGTVI 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           +DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++++ G +SSQY 
Sbjct: 116 VDGDEHMRKRPIGPLVEAMRTLGIDVTAKTG--CPPVTVKGTGRFQADRIRIDGGLSSQY 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGG 239 
           +SALLM A      V+IE++ + I ++ Y+++T   M+ FG K E +   +W R    G  
Sbjct: 174 VSALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMKAFGAKVEKTSPVTW-RVEPTG- 231 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             Y++  +  VE DAS+A+Y  A   +TGG + +        Q D +  +++         
Sbjct: 232 --YRA-ADFIVEPDASAATYLWAAEVLTGGAIDLGVPAGAFSQPDARAYDMIA------- 281 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                       R P    HL A +++ ++M D   TLAV+A F + P     +A+ RVK 
Sbjct: 282 ------------RFP----HLPA-EIDGSQMQDAVPTLAVLAAFNETPVRFVGIANLRVK 324 
 
Query: 360 ETERMVAIRTELTKL--GASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAA 414 
           E +R+ A+ T L ++  G + EEG D  + + P  +       ID++ DHR+AM+F+LA  
Sbjct: 325 ECDRIRALSTGLNRIVSGLAREEGDDLIVQSDPALVGRHLPAEIDSFADHRIAMSFALAG 384 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                +TI DP C  KTFP Y+  L+   
Sbjct: 385 LKIDGITILDPDCVGKTFPAYWRTLAAL 412 
 
 
>ref|YP_002436161.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris str. 'Miyazaki F'] 
 gb|ACL08693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris str. 'Miyazaki F'] 
          Length = 450 
 
 Score =  218 bits (556), Expect = 1e-54,   Method: Compositional matrix adjust. 
 Identities = 163/451 (36%), Positives = 224/451 (49%), Gaps = 47/451 (10%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV  P SKS+S+R+L+ AAL+ G +VV+++L S D+      LR  G  +E  +   R   
Sbjct: 9   TVAAPPSKSVSHRMLIGAALAAGDSVVEHVLESRDIERTADILRAAGARIE-RQGDGRFA 67 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 533



 

 

Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           V G  G  P       V   +  +G   R LTA + A  G   + + G PRM ERPIG+L 
Sbjct: 68  VSGVAGT-PAGGFDAPVSCDVHESGTTCRLLTAVLAA--GKGQFRIHGAPRMHERPIGEL 124 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+  G  V       CPP+ ++   G+ GG   +    SSQYLS LL+AAPL  G + 
Sbjct: 125 VDVLRGRGVRVTYEGREGCPPLLIDS-DGMSGGSTAIGLGESSQYLSGLLLAAPLTSG-L 182 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGVKAE-----------HSDSWD----------RFY 235 
            IE+  DK++S PYV +TL+ +E FG+               +D W           RF  
Sbjct: 183 TIEVSGDKVVSWPYVALTLQALEDFGIGFRVETRETPRGKWQADDWRMLREVRPGLVRFV 242 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           +  G  Y++  N  VEGD S+ASYFLA  A+    V V G    SLQGD    ++L  MG 
Sbjct: 243 VSPGV-YRA-GNYRVEGDWSNASYFLAAGAVGPRPVRVAGLRVDSLQGDRAMLDILGRMG 300 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A+    +  V V            L  ++V+M   PD+  T+A  A FA G T IR+VA  
Sbjct: 301 ARFERADNGVVVA--------PSSLTGVEVDMGHCPDLVPTVAATAAFAQGVTTIRNVAH 352 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII---------TPPEKLNVTAIDTYDDHRM 406 
            R+KE +R+ A   EL K G  VEE  D  I+          P     V    +Y DHRM 
Sbjct: 353 LRIKECDRLSAPAAELRKAGVRVEELDDGLIVHGSLRSGGPAPVIDEKVMPFLSYGDHRM 412 
 
Query: 407 AMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           AM+ +L   A V V + DP C  K+FP +++ 
Sbjct: 413 AMSLALLGFAGVHVVLDDPACVAKSFPHFWN 443 
 
 
>gb|EFU19683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirochaeta 
           thermophila DSM 6578] 
          Length = 422 
 
 Score =  218 bits (555), Expect = 1e-54,   Method: Compositional matrix adjust. 
 Identities = 163/439 (37%), Positives = 245/439 (55%), Gaps = 29/439 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+ +QP + +SG + +P SKS + R LL+AA + GT+ + + L S D    + A+  LG  
Sbjct: 2   EVSVQPGR-LSGHIPVPPSKSHTIRALLVAAAAGGTSRIRSPLFSRDTRACMRAVSLLGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA--AGGNATYVL 123 
            V  + A    +V G GG+F V +   +V+    N+G  +  L  A+ A   GG A +   
Sbjct: 61  VVREEGA--DLLVEGTGGRFSVPEDVIDVE----NSGTTL-YLAGAMAALIEGGRAVFTG 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           D   ++R R  G L+  L  LGA  +   G  C P+ + G   L GG   ++   +SQYL 
Sbjct: 114 DA--QLRRRTAGPLLASLHDLGARAESTRGNGCAPLVIGG--PLRGGSTSIA-CPTSQYL 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL+A PL  GD  +E+++ L   PY++MTL  ++  GV  E  + +DRF I GGQ Y+ 
Sbjct: 169 SALLLACPLGKGDSLVEVVE-LNEHPYIDMTLWWLKAQGVALER-EGYDRFRIPGGQCYR 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA--KVTWT 301 
           +  +  + GD SSA++FL  AA+TG T+T+        QGD +  ++LE MG   +V+   
Sbjct: 227 A-FDLTIPGDYSSATFFLCAAAVTGSTLTLTNLYPDDPQGDREVLDILERMGCTVEVSPE 285 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              VT+TG P        L A  V+M ++PD    LAV A +A+G T + + A  R+KET 
Sbjct: 286 RREVTITGGP--------LSATKVDMTRIPDALPALAVTACYAEGTTRLYNAAHTRLKET 337 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
           +R+  +  EL++LGA VEE PD  +I  P  L    + ++DDHR+AMA ++ A  A  PV 
Sbjct: 338 DRIAVMAQELSRLGARVEELPDGLLIHGPCPLTGGIVSSHDDHRVAMALAVGALAARAPV 397 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
           TI     T  TFP++F +L 
Sbjct: 398 TIEGAEATEVTFPEFFSLL 416 
 
 
>emb|CBL08458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseburia 
           intestinalis M50/1] 
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          Length = 442 
 
 Score =  218 bits (554), Expect = 2e-54,   Method: Compositional matrix adjust. 
 Identities = 148/441 (33%), Positives = 236/441 (53%), Gaps = 26/441 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV +PGSKS++NR LL+AALS+G   ++ +L S+D  + L +L +LG  V+ +++ 
Sbjct: 12  RPVDWTVDVPGSKSMTNRALLMAALSDGEVKLEGVLFSDDSRHFLESLVSLGFMVDINES 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K   V+GCGG  P    K++  + +G+AG A R LTA +  + G   Y ++   +M++R 
Sbjct: 72  EKAVTVLGCGGNIP----KKQAVINVGSAGTAARFLTAMLGFSDGE--YTIEASEQMKKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG-----------KVKLSGSISSQ 181 
           P+ +L   L  +GA++         PV++ G      G           ++ L  S S+Q 
Sbjct: 126 PMQELFSLLTGVGANITYLETEGHLPVKICGRRNPKAGADQSKADGNPLQLPLDISKSTQ 185 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +LSALL+ +P+    ++I I  +     Y+ +T +++   GV+ ++      + I      
Sbjct: 186 FLSALLLISPMIPQGLDIHITSEKTDGSYIRITRKMLADAGVEVKYDGK--NYRIDPNAV 243 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y+  K+  +E D S+A YF A AAITGG   V+     + QGD+KF +VL  MG  VT   
Sbjct: 244 YQK-KHYQIEPDVSAACYFYAAAAITGGRALVKHVHKDNSQGDMKFLDVLARMGCTVTEK 302 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              + VTGP  +      LK I+++MN   D A+TLA +A F +    I  +   R +E  
Sbjct: 303 ADGIEVTGPAEDT-----LKGIEIDMNDFSDQALTLAAIAPFCNSDVHITHIGHIRGQEC 357 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  ELTK G +  E PD   I P        + TY+DHR+AM+F+L       +  
Sbjct: 358 DRLHAMSEELTKRGITCTEEPDAITIKPGTPFP-GIVSTYEDHRVAMSFALLGLKVDGIV 416 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I +P C RKTF +YFD+L    
Sbjct: 417 IDNPSCCRKTFENYFDLLDQL 437 
 
 
>emb|CBK90704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium rectale 
           DSM 17629] 
          Length = 427 
 
 Score =  218 bits (554), Expect = 2e-54,   Method: Compositional matrix adjust. 
 Identities = 146/423 (34%), Positives = 224/423 (52%), Gaps = 14/423 (3%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PGSKS++NR LL+AAL+ G +V+   L S+D  + + AL  LG  V  D+  +   + G 
Sbjct: 18  VPGSKSITNRALLIAALASGRSVLKGCLFSDDSRHFIDALIRLGFPVLVDEDKREITITG 77 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            GG+ P    K E ++ +G+AG A R LTA +  + G   Y +    +M++RP+ DL+V  
Sbjct: 78  FGGRIP----KNEAEIDVGSAGTAARFLTALLGLSKGR--YHIVSSEQMKKRPMKDLLVS 131 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L++LGA ++        P  +   G      V ++   SSQ+LSALL++A +   +  I  
Sbjct: 132 LEKLGAHIEYDENEYHFPFTIGNTGEY-ADTVDINVDKSSQFLSALLISAIVMEKNFTIN 190 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
           +      + YVEMT  +M++FG+        + F I     Y+S  +  +E D S+A YF 
Sbjct: 191 VTGTH-GMAYVEMTRLMMKQFGLDVMQDKKNNSFIIPKKAAYES-LDYDIEPDVSAACYF 248 
 
Query: 261 LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 320 
            A + +      V G    SLQGDV F +VL  MG  ++  E    V  PP+      H+ 
Sbjct: 249 YAMSPLLHVKSKVMGVHQNSLQGDVAFLDVLVDMGCTIS-DEADGIVCMPPK----NAHI 303 
 
Query: 321 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
                +++   D A+TLA +A FA+ P  I  ++  R++E +R+ AI   L +LG  VEE 
Sbjct: 304 HGGSWDLSTFSDQALTLAAIAPFANAPVGIEGISHIRLQECDRIKAIEENLAELGVRVEE 363 
 
Query: 381 GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             +   I P E +    I TYDDHR+AM+F+L       V I DP C RKTF ++++VL  
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Sbjct: 364 IENGLRIYPAECIKPCKIKTYDDHRVAMSFTLPGLKAEGVEIIDPYCCRKTFENFYEVLE 423 
 
Query: 441 TFV 443 
             V 
Sbjct: 424 ESV 426 
 
 
>ref|YP_001324353.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           aeolicus Nankai-3] 
 sp|A6UTB9.1|AROA_META3 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABR55741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           aeolicus Nankai-3] 
          Length = 433 
 
 Score =  217 bits (553), Expect = 3e-54,   Method: Compositional matrix adjust. 
 Identities = 143/443 (32%), Positives = 235/443 (53%), Gaps = 19/443 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I+++  ++I GT+  P SKS ++R ++ A+L++GT+ + + LNS D    +     LG   
Sbjct: 2   IIIEKTEQIKGTINAPPSKSYTHRAVICASLADGTSEIISPLNSADCLSSVHGAMMLGAE 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++A    K  VV   G     +     V +  GN+G  +R LT  + +       +L G  
Sbjct: 62  IDATDKNKWVVV---GNNNSPKTPNNVVDI--GNSGTTLRILTG-IASQIPEGYAILTGD 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+  L+  L QLG            P+ V   G +    VK+ G +SSQ++++L 
Sbjct: 116 SSIITRPMQPLLDALNQLGIRAFSSKTDGTAPIIVEH-GEIKNNVVKIRGDMSSQFITSL 174 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYK 243 
           +M  P +  D  IE+   L S PY+++T+ ++++FGVK E   + +   +F IKG QKYK 
Sbjct: 175 MMTMPFSKMDSTIELTTPLKSAPYLDITIDVLDKFGVKIEKVKNKNKLTKFIIKGNQKYK 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P +  VEGD SSASYF+A   +    +T+      S QGD +   +++ MGA +   E  
Sbjct: 235 -PYSYTVEGDCSSASYFIAAGVLMNSDITINNIFKNSKQGDREIVNIVKKMGAPIIEEED 293 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + + GP +       LK ID+++   PD+  T+A++  FA+G T I +    R+KE +R 
Sbjct: 294 KIIIKGPYK-------LKGIDIDVKDTPDLVPTIAILGCFAEGTTTIYNGEHVRLKECDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           ++A   ELTK+GA + E PD  II    KLN   ++TY DHR+ MAF++A   AE    I 
Sbjct: 347 LMACAKELTKMGAKITEKPDGLIIEGVGKLNGAEMETYHDHRLVMAFTVAGMMAEGKTII 406 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           +     + +FP++ + + +   N 
Sbjct: 407 KGEDAVKISFPNFVEAIKSIGAN 429 
 
 
>ref|YP_468422.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli CFN 42] 
 sp|Q2KBU1.1|AROA_RHIEC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABC89695.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli CFN 42] 
          Length = 420 
 
 Score =  217 bits (553), Expect = 3e-54,   Method: Compositional matrix adjust. 
 Identities = 159/447 (35%), Positives = 237/447 (53%), Gaps = 47/447 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P K +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPGKPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMADALRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G++++ +      VV G G   P      +  LFLGNAG A R LTAA  AA  + T ++ 
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Sbjct: 65  GVAID-EPDDTTFVVTGSGRLTP-----PKAPLFLGNAGTATRFLTAA--AALVDGTVIV 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG   MR+RPIG LV  +++LG DV    G  CPPV V G G     ++ + G +SSQY+ 
Sbjct: 117 DGDEHMRKRPIGPLVEAMRKLGIDVSAETG--CPPVTVRGTGRFEADRILIDGGLSSQYV 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQ 240 
           SALLM A      V+IE++ + I ++ Y+++T   M+ FG K E +   +W R    G   
Sbjct: 175 SALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMKAFGAKVEKTSPVTW-RVEPTG-- 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y++  +  +E DAS+A+Y  A   ++ G + +        Q D K  E +          
Sbjct: 232 -YRA-ADFVIEPDASAATYLWAAEVLSDGRIDLGVPNDAFTQPDAKAYETIAKF------ 283 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                             HL A +++ ++M D   T+AV+A F + P     +A+ RVKE 
Sbjct: 284 -----------------PHLPA-EIDGSQMQDAVPTIAVLAAFNETPVRFVGIANLRVKE 325 
 
Query: 361 TERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAAC 415 
            +R+ A+ + L  +  G +VEEG D  + + P     T    IDT+ DHR+AM+F+LA   
Sbjct: 326 CDRIRALSSGLNNIREGLAVEEGDDLIVHSDPALAGQTLPAEIDTFADHRIAMSFALAGL 385 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               +TI DP C  KTFP Y+  L+T  
Sbjct: 386 KIGGITILDPDCVGKTFPAYWRTLATL 412 
 
 
>ref|YP_004058389.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanithermus 
           profundus DSM 14977] 
 gb|ADR37216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanithermus 
           profundus DSM 14977] 
          Length = 447 
 
 Score =  217 bits (552), Expect = 3e-54,   Method: Compositional matrix adjust. 
 Identities = 169/440 (38%), Positives = 239/440 (54%), Gaps = 18/440 (4%) 
 
Query: 1   MAGAEEIVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           +AG   + L P    +   + +PGSKS++NR ++LA L+EG + +  +L S+D  + L A 
Sbjct: 15  LAGVAAVRLAPPPGPVRAELAVPGSKSVTNRAIVLAGLAEGASELAGILKSDDAWWALEA 74 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           LRTLGL VE     + A + G GG++P  +A    ++++G AG   R       AA     
Sbjct: 75  LRTLGLEVEV--MGETARIAGGGGRWPAGEA----EVYIGAAGTLGR-FLPPALAAAPAG 127 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
            + +    RM +RPI  LV  L+ LG  VD        P+ V+G  GL GG+V + G +S 
Sbjct: 128 RFRVRASRRMSQRPIAPLVDALRALGGRVDYAGEEGRFPLVVHG-AGLAGGEVTIPGHVS 186 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+ S +L+AAP A G V + +   ++   YV +TL +M  FG +AE         +K G 
Sbjct: 187 SQFTSGVLLAAPYARGPVTVRVAGGMVQPAYVRITLAMMRAFGAEAEEDAELSEISVKPG 246 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            +Y+  +   +E DASSA+YF A AA +GG VTV   G+ +LQ D+ F  VLE MGA+V  
Sbjct: 247 -RYRG-QRLELEADASSAAYFFALAAASGGEVTVTNIGSATLQPDLGFVHVLERMGARVE 304 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
            T    TV GP       K      V++  M D   TLA +A  AD P  I +VA  R   
Sbjct: 305 LTPRRTTVRGP------EKLRGGFTVSLKAMSDQTPTLAALAALADAPVTITEVAHVRHH 358 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E++R+ A+  EL KLG   EE PD   +  P +     +D +DDHR+AMA SL A A    
Sbjct: 359 ESDRIAAMAAELAKLGLRAEERPDGLTVW-PGRPRPARLDPHDDHRIAMALSLLALAAPG 417 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           + I +PG T KTFP Y+D L 
Sbjct: 418 LEIANPGTTSKTFPRYWDYL 437 
 
 
>ref|YP_002937856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium rectale 
           ATCC 33656] 
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 gb|ACR75722.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium rectale 
           ATCC 33656] 
          Length = 427 
 
 Score =  217 bits (552), Expect = 3e-54,   Method: Compositional matrix adjust. 
 Identities = 145/419 (34%), Positives = 222/419 (52%), Gaps = 14/419 (3%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PGSKS++NR LL+AAL+ G +V+   L S+D  + + AL  LG  V  D+  +   + G 
Sbjct: 18  VPGSKSITNRALLIAALASGRSVLKGCLFSDDSRHFIDALIRLGFPVLVDEDKREITITG 77 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            GG+ P    K E ++ +G+AG A R LTA +  + G   Y +    +M++RP+ DL+V  
Sbjct: 78  FGGRIP----KNEAEIDVGSAGTAARFLTAFLGLSKGR--YHIVSSEQMKKRPMKDLLVS 131 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L++LGA ++        P  +   G      V ++   SSQ+LSALL++A +   +  I  
Sbjct: 132 LEKLGAHIEYDENEYHFPFTIGNTGEY-ADTVDINVDKSSQFLSALLISAIVMEKNFTIN 190 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
           +      + YVEMT  +M++FG+        + F I     Y+S  +  +E D S+A YF 
Sbjct: 191 VTGTH-GMAYVEMTRLMMKQFGLDVMQDKKNNSFIIPKKAAYES-LDYDIEPDVSAACYF 248 
 
Query: 261 LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 320 
            A + +      V G    SLQGDV F +VL  MG  ++  E    V  PP+      H+ 
Sbjct: 249 YAMSPLLHVKSKVMGVHQNSLQGDVAFLDVLADMGCTIS-DEADGIVCMPPK----NAHI 303 
 
Query: 321 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
                +++   D A+TLA +A FA  P  I  ++  R++E +R+ AI   L +LG  VEE 
Sbjct: 304 HGGSWDLSTFSDQALTLAAIAPFAKEPVGIEGISHIRLQECDRINAIEENLAELGVRVEE 363 
 
Query: 381 GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
             +   I P E +    I TYDDHR+AM+F+L       V I DP C RKTF ++++VL 
Sbjct: 364 TENGLRIYPAECIKPCKIKTYDDHRVAMSFTLPGLKAEGVEIIDPYCCRKTFENFYEVL 422 
 
 
>ref|XP_001210667.1| hypothetical protein ATEG_00581 [Aspergillus terreus NIH2624] 
 gb|EAU39227.1| hypothetical protein ATEG_00581 [Aspergillus terreus NIH2624] 
          Length = 1581 
 
 Score =  217 bits (552), Expect = 4e-54,   Method: Compositional matrix adjust. 
 Identities = 170/434 (39%), Positives = 238/434 (54%), Gaps = 25/434 (5%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVG 80 
           PGSKS+SNR L+LAAL  GT  + NLL S+D   M+ AL  +G  +   ++  +  VV G 
Sbjct: 412 PGSKSISNRALVLAALGSGTCRIKNLLYSDDTEVMMNALERIGAATFSWEEEGEVLVVNG 471 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT--YVLDGVPRMRERPIGDLV 138 
            GG            L+LGNAG A R LT  VT A  +     VL G  RM++RPIGDLV 
Sbjct: 472 KGGDIKAS----PTPLYLGNAGTASRFLTTVVTLATASTVDHSVLTGNNRMKQRPIGDLV 527 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L   GA V+        P+++   GG  GG++ L+  +SSQ++S+LLM AP A   V  
Sbjct: 528 DALTANGASVEYLEKKGSLPLKIGAGGGFAGGRINLAAKVSSQFVSSLLMCAPYAKEPVT 587 
 
Query: 199 IEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           ++++  K IS PY+EMT  +M  FG++ + S + +  Y     +Y +P    VE DASSA 
Sbjct: 588 LKLVGGKPISEPYIEMTTAMMRSFGIEVQKSTTEEFTYHIPQGRYVNPAEYVVESDASSA 647 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +Y LA AA++G T T+   G+ SLQGD +FA +VL  MG  VT TETS TVTGP       
Sbjct: 648 TYPLAIAAVSGTTCTIPNIGSKSLQGDARFAVDVLRPMGCTVTQTETSTTVTGP-----A 702 
 
Query: 317 RKHLKAI-DVNMNKMPDVAMTLAVVALFADGP-----TAIRDVASWRVKETERMVAIRTE 370 
              L+ + +V+M  M D  +  +V+A  A G      T I  +A+ RVKE  R+ A++ E 
Sbjct: 703 DGILRPLPNVDMEPMTDAFLGASVLAAIARGEGSNHTTRIYGIANQRVKECNRIKAMKDE 762 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           L K G    E  D   I   ++  +      +  YDDHR+A +FS L+     P  I +  
Sbjct: 763 LAKFGVVCREHDDGLEIDGIDRSTLRQPAGGVFCYDDHRVAFSFSVLSLVTPQPTLILEK 822 
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Query: 426 GCTRKTFPDYFDVL 439 
            C  KT+P ++D L 
Sbjct: 823 ECVGKTWPGWWDTL 836 
 
 
>ref|YP_003549473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coraliomargarita 
           akajimensis DSM 45221] 
 gb|ADE55303.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coraliomargarita 
           akajimensis DSM 45221] 
          Length = 453 
 
 Score =  216 bits (551), Expect = 4e-54,   Method: Compositional matrix adjust. 
 Identities = 166/447 (37%), Positives = 229/447 (51%), Gaps = 33/447 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++  TV+LPGSKS++NR L+LAAL+EGTT ++  L S D   ML AL+TLG   + D+A+ 
Sbjct: 13  QLDSTVQLPGSKSITNRALILAALAEGTTRLEGALFSRDTRIMLSALKTLGFDCQVDEAS 72 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +   + G  GK P   A  +V    GNAG A R LTA +    G  +Y LDG P MRERP 
Sbjct: 73  RSITLAGGAGKIPATQASIDV----GNAGTAARFLTAFLALQPG-GSYQLDGDPAMRERP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           +  L+  L+ LGA    F G     P  ++   G  GG+  +  S SSQ LSALL+AA   
Sbjct: 128 MQGLIQALEDLGAAEFEFHGEAGFFPFTLHS-KGYRGGEATVDASASSQILSALLLAA-- 184 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP-KNAY-V 250 
             G   + +    +   YV +TL++ E FG     +D     Y   GQ Y++P K  Y + 
Sbjct: 185 PAGQQGVRLHCPGVRPAYVAITLKMREAFGAPEVQADPTG-CYALDGQLYQAPTKGIYTI 243 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+ASYFLA   I GG +T+   G   LQGD  FA+VL   G +V         +   
Sbjct: 244 EPDISAASYFLALTLIHGGKLTLSKLGPDPLQGDALFADVLAHHGLRVDADTQQWIASNS 303 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                 R H    +++ N   D  +T A +A    G   I  +   R +ET+R+  +  E 
Sbjct: 304 TPNAIERGHR---EIDFNTFSDTFLTYAAIAPLLGGSVRITGIGHTRHQETDRIAGMANE 360 
 
Query: 371 LTKLGASVEEGPDYCII-TPPEKLNVTA-----------IDTYDDHRMAMAFSLAAC--- 415 
           L+KLG  V+E  D   I   P +L   A           I+TYDDHR AM+F++       
Sbjct: 361 LSKLGQLVKEEEDALTIGQKPNELRSRALHARNHQDLLEIETYDDHRFAMSFAILGSYDL 420 
 
Query: 416 ---AEVPVTIRDPGCTRKTFPDYFDVL 439 
               E  + I+DP C  KTFP +F+VL 
Sbjct: 421 LGDGEPWLAIKDPSCCGKTFPQFFEVL 447 
 
 
>ref|ZP_06369933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio sp. 
           FW1012B] 
 gb|EFC19952.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio sp. 
           FW1012B] 
          Length = 440 
 
 Score =  216 bits (551), Expect = 5e-54,   Method: Compositional matrix adjust. 
 Identities = 159/445 (35%), Positives = 235/445 (52%), Gaps = 40/445 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV  P SKS+S+R ++ A+L+ GT+ +  +L+S+D+      L  +G +    ++    + 
Sbjct: 3   TVTAPPSKSVSHRAVIAASLAAGTSRLTGVLDSQDLTRTRECLAAMGAAFHP-QSDGSVI 61 
 
Query: 78  VVGCGGKFPVEDAKEE--VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           V G  G+    DA+ E  + L +G +G   R LTA   AA G   + + G  RM +RPIG 
Sbjct: 62  VSGTAGRPQGGDAETEDPIVLDVGESGTTCRLLTA--VAAAGRGVFEIRGHGRMHDRPIG 119 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
           +L+  L  LG +      ++CPPV + G  GL GG   +S   SSQ+LS LL+AAP+A   
Sbjct: 120 ELIRALMPLGLEALYLGKSNCPPVVLVG-KGLRGGTTSISLEDSSQFLSGLLLAAPMATA 178 
 
Query: 196 DVEIEII-DKLISIPYVEMTLRLMERFGV----KAEHSDSWD---------------RFY 235 
            + IEI   K +S PYV +TL  +  FGV    +    D+W                RF  
Sbjct: 179 PLTIEISGQKTVSWPYVAITLSTLSDFGVPFVVETLSGDAWTATDWKKLTDVTPGKVRFA 238 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 539



 

 

 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++       P++  VEGD SSASYFLA  AI    VTV G    SLQGD    ++L  MG 
Sbjct: 239 MRPAGYV--PRDYAVEGDWSSASYFLAAGAIGQAPVTVTGLRADSLQGDRAMLDILIRMG 296 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A++  T   +TV   P E  G+      D++M + PD+  T+AV A FA G T IR+VA  
Sbjct: 297 ARIEMTSQGITVF--PSELVGQ------DLDMGRCPDLVPTVAVAACFAAGETVIRNVAH 348 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITP---PEKLNVTAIDTYDDHRMAMAFSL 412 
            R+KE++R+ ++     + GA V   PD   I P   P    V A   + DHR+AM+ +L 
Sbjct: 349 LRLKESDRIESVAENCIQAGAVVTVLPDGMRIKPRPLPRGERV-AFSAFCDHRLAMSAAL 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFD 437 
              A + V + +P C  K+FP++++ 
Sbjct: 408 FELAGIEVALDEPACVAKSFPEFWE 432 
 
 
>ref|YP_001299190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides vulgatus 
           ATCC 8482] 
 gb|ABR39568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides vulgatus 
           ATCC 8482] 
          Length = 409 
 
 Score =  216 bits (550), Expect = 6e-54,   Method: Compositional matrix adjust. 
 Identities = 145/433 (33%), Positives = 229/433 (52%), Gaps = 51/433 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ AL   T  ++NL + +D   M+ AL              
Sbjct: 11  QIHTTIQLPSSKSISNRALIINALGNRTFQLENLSDCDDTQVMIHALN------------ 58 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          D K  + +    AG AMR LTA ++   G  T ++ G  RM++RP 
Sbjct: 59  ---------------DGKNTIDIMA--AGTAMRFLTAYLSVTPG--TRIITGTQRMQQRP 99 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA+++  +    PP+R+ G   L    + L G++SSQY+SALLM AP+  
Sbjct: 100 IQVLVNALRELGAEIEYIINDGYPPLRITG-HKLQKDTISLPGNVSSQYISALLMIAPIL 158 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW-DRFYIK-GGQKYKSPKNAYVE 251 
              + + +  ++IS PY+ +TL+LM  FG +A+    W + + +K   Q Y+S    YVE 
Sbjct: 159 SNGLTLTLTGEIISRPYINLTLQLMNDFGARAK----WLNEYQLKVEPQPYQSIP-FYVE 213 
 
Query: 252 GDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G   TS QGD K AE+ +++G +  +   +VT+    
Sbjct: 214 SDWSAASYWYQIAALSNKAEIILPGLFETSYQGDSKVAEIFQLLGIESIYGNKTVTLKK- 272 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  K  + +D +    PD+A T  V     + P     + S ++KET+RM A+  E 
Sbjct: 273 -----TDKITERLDYDFINQPDLAQTFVVTCALMNIPFRFSGLQSLKIKETDRMAALIQE 327 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVP-VTIRDPG 426 
           + KLG  + E  D  +    E+  +T   AIDTY+DHRMAMAF+  AC  +P + I +P  
Sbjct: 328 MGKLGYILHETDDRILSWEGERCEMTADVAIDTYEDHRMAMAFA-PACVVMPEIRINNPQ 386 
 
Query: 427 CTRKTFPDYFDVL 439 
              K++P Y++ L 
Sbjct: 387 VVSKSYPYYWEDL 399 
 
 
>ref|ZP_05976382.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanobrevibacter 
           smithii DSM 2374] 
 gb|EFC92603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanobrevibacter 
           smithii DSM 2374] 
          Length = 438 
 
 Score =  216 bits (549), Expect = 6e-54,   Method: Compositional matrix adjust. 
 Identities = 153/446 (34%), Positives = 237/446 (53%), Gaps = 35/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++ I  ISG VK P SKS S+R ++LA+L++GT+ + ++L S+DV   + A R LG ++  
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Sbjct: 5   VKTISNISGEVKAPPSKSYSHRAVILASLADGTSKIHDMLFSQDVLSSINACRALGANIT 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             K      V+G  GK        EV + LGN+G  +R +T+  + A  +   +L G    
Sbjct: 65  --KKDDYLEVIGTNGKLH---NSSEVPIDLGNSGTTLRLMTSIASLA--DNEVILTGDDS 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           ++ RP+  L   L  LG       G    P+ +    G  GG+  + G++SSQ++S++L+ 
Sbjct: 118 LQTRPMEILTESLASLGVCAASINGNGKAPILIKP--GYAGGETNILGNVSSQFISSILI 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE------HSDS--------WDRF 234 
           +APL+   V++ ++ +  S PYV MT  +M +FGVK E      H D          D F 
Sbjct: 176 SAPLSENGVDLFVLPEFKSRPYVNMTCDIMAKFGVKIENEFFVRHEDCDRESKNCRIDEF 235 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I   Q+YKS  +  VEGD SSASY LA  AI GG   +      S QGD     +L+ M 
Sbjct: 236 KILK-QEYKSC-DYVVEGDYSSASYLLAAVAIYGGNAKILNLFKDSKQGDKLILNILKKM 293 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAK+   +  V ++          +LK IDV+++  PD+ +T+A++A  ADG T I  V  
Sbjct: 294 GAKIEIFDDYVKISS-------EGNLKGIDVDLSNAPDLLITVAILAALADGTTNIAGVK 346 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKET+R+    +EL KLG  ++E  D   I    +  V  +D++ DHR+AMAFSL   
Sbjct: 347 HARVKETDRIATTCSELKKLGCKLKEFEDGMSIEGGIRSGV--VDSHKDHRLAMAFSLVG 404 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
                + I++      +FP++ + +S 
Sbjct: 405 LKH-DIEIKNGEVFDVSFPNFIEAMS 429 
 
 
>ref|YP_003873613.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirochaeta 
           thermophila DSM 6192] 
 gb|ADN01340.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirochaeta 
           thermophila DSM 6192] 
          Length = 422 
 
 Score =  216 bits (549), Expect = 7e-54,   Method: Compositional matrix adjust. 
 Identities = 161/439 (36%), Positives = 245/439 (55%), Gaps = 29/439 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+ +QP + +SG + +P SKS + R LL+AA + GT+ + + L S D    + A+  LG  
Sbjct: 2   EVSVQPGR-LSGHIPVPPSKSHTIRALLVAAAAGGTSRIRSPLFSRDTRACMRAVSLLGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA--AGGNATYVL 123 
            V  + A    +V G GG+F V +   +V+    N+G  +  L  A+ A   GG A +   
Sbjct: 61  VVREEGA--DLLVEGTGGRFSVPEDVIDVE----NSGTTL-YLAGAMAALIEGGRAVFTG 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           D   ++R R  G L+  L+ LGA  +   G  C P+ + G   L GG   ++   +SQYL 
Sbjct: 114 DA--QLRRRTAGPLLASLQDLGARAESTRGNGCAPLVIGGP--LRGGSTSIA-CPTSQYL 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL+A PL  G+  +E+++ L   PY++MTL  ++  GV  E  + +DRF I GGQ Y+ 
Sbjct: 169 SALLLACPLGKGESLVEVVE-LNEHPYIDMTLWWLKAQGVALER-EGYDRFRIPGGQSYR 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-- 301 
           +  +  + GD SSA++FL  AA+TG T+T+        QGD +  E+LE MG +V  +   
Sbjct: 227 A-FDLTIPGDYSSATFFLCAAAVTGSTLTLTNLYPDDPQGDREVLEILERMGCRVEVSPE 285 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E +V +TG          L A +V+M ++PD    LAV A +A+G T + + A  R+KET 
Sbjct: 286 ERAVRITG--------GSLSATEVDMTRIPDALPALAVTACYAEGTTRLYNAAHTRLKET 337 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
           +R+  +  EL++LGA VEE PD  +I  P  L      ++DDHR+AMA ++ A  A  PV 
Sbjct: 338 DRIAVMAQELSRLGARVEELPDGLLIHGPCPLTGGIASSHDDHRVAMALAVGALAARAPV 397 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
           TI        TFP++F +L 
Sbjct: 398 TIEGAEAAEVTFPEFFSLL 416 
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>ref|YP_001977138.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli CIAT 652] 
 sp|B3PRH7.1|AROA_RHIE6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACE89960.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli CIAT 652] 
          Length = 420 
 
 Score =  216 bits (549), Expect = 8e-54,   Method: Compositional matrix adjust. 
 Identities = 158/447 (35%), Positives = 235/447 (52%), Gaps = 47/447 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P + +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPGRPLSGRAMPPGSKSITNRALLLAGLAKGTSRMTGALKSDDTRYMADALRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G++++ +      VV G G   P      +  LFLGNAG A R LTAA  AA  + T V+ 
Sbjct: 65  GVAID-EPDDTTFVVTGSGRLMP-----PKAPLFLGNAGTATRFLTAA--AALVDGTVVV 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++ + G +SSQY+ 
Sbjct: 117 DGDEHMRKRPIGPLVEAMRTLGIDVSADTG--CPPVTVRGTGRFEADRILIDGGLSSQYV 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQ 240 
           SALLM A      V+IE++ + I ++ Y+++T   M+ FG + E +   +W R    G   
Sbjct: 175 SALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMKAFGARVEKTSPVTW-RVEPTG-- 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y++  +  +E DAS+A+Y  A   ++ G + +        Q D K  E +          
Sbjct: 232 -YRA-ADFVIEPDASAATYLWAAEVLSDGQIDLGVPNDAFTQPDAKAYETIAKF------ 283 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                             HL A +++ ++M D   T+AV+A F + P     +A+ RVKE 
Sbjct: 284 -----------------PHLPA-EIDGSQMQDAVPTIAVLAAFNETPVRFVGIANLRVKE 325 
 
Query: 361 TERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAAC 415 
            +R+ A+ T L  +  G +VEEG D  + + P     T    IDT+ DHR+AM+F+LA   
Sbjct: 326 CDRIRALSTGLNNIREGLAVEEGDDLIVHSDPALAGQTLPAEIDTFADHRIAMSFALAGL 385 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               +TI DP C  KTFP Y+  L+   
Sbjct: 386 KIDGITILDPDCVGKTFPAYWRTLAAL 412 
 
 
>ref|NP_353664.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium 
           tumefaciens str. C58] 
 gb|AAK86449.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium 
           tumefaciens str. C58] 
          Length = 425 
 
 Score =  216 bits (549), Expect = 8e-54,   Method: Compositional matrix adjust. 
 Identities = 160/448 (35%), Positives = 234/448 (52%), Gaps = 50/448 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E  +  P   +SG V+ PGSKS++NR LLLA L++G + +   L S+D  YM  ALR +G 
Sbjct: 3   ELTITPPGHPLSGKVEPPGSKSITNRALLLAGLAKGKSHLSGALKSDDTLYMAEALREMG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V  +  A   VV G G        + E  LFLGNAG A R LTAA     G    ++D 
Sbjct: 63  VKV-TEPDATTFVVEGTGVL-----QQPEKPLFLGNAGTATRFLTAAGALVDG--AVIID 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSISSQYL 183 
           G   MR+RPI  LV  L+ LG + D   G  CPPV V G G G P G V +  ++SSQY+ 
Sbjct: 115 GDEHMRKRPILPLVQALRALGVEADAPTG--CPPVTVRGKGMGFPKGSVTIDANLSSQYV 172 
 
Query: 184 SALLMAAPLALGDVEIEII---DKLISIPYVEMTLRLMERFGVKAEH-SDSWDRFYIKGG 239 
           SALLMAA  A GD  ++II   +++ +  Y+++T   ME FG K E  S++  R +  G  
Sbjct: 173 SALLMAA--ACGDKPVDIILKGEEIGAKGYIDLTTSAMEAFGAKVERVSNAIWRVHPTG- 229 
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Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
               +  + ++E DAS+A+Y      +TGG + +        Q D K  EV+         
Sbjct: 230 ---YTATDFHIEPDASAATYLWGAELLTGGAIDIGTPADKFTQPDAKAYEVMAQF----- 281 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                              HL A +++ ++M D   T+AV+A F + P     +A+ RVK 
Sbjct: 282 ------------------PHLPA-EIDGSQMQDAIPTIAVIAAFNETPVRFVGIANLRVK 322 
 
Query: 360 ETERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAA 414 
           E +R+ A+   L ++  G + EEG D  +   P     T   +IDT+ DHR+AM+F+LAA 
Sbjct: 323 ECDRIRAVSLGLNEIREGLAHEEGDDLIVHADPSLAGQTVDASIDTFADHRIAMSFALAA 382 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                + I++P C  KT+P Y+  L++  
Sbjct: 383 LKIGGIAIQNPACVAKTYPGYWKALASL 410 
 
 
>ref|YP_003459196.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           sp. FS406-22] 
 gb|ADC70460.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           sp. FS406-22] 
          Length = 427 
 
 Score =  215 bits (548), Expect = 9e-54,   Method: Compositional matrix adjust. 
 Identities = 145/440 (32%), Positives = 230/440 (52%), Gaps = 19/440 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++    + G VK P SKS ++R ++ A+L+EG + + N L   D    +   + LG   
Sbjct: 2   LIVKKTDRLEGIVKAPPSKSYTHRAVIGASLAEGISRIINPLWGADCLSSVHGCKMLGAD 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +  DK     VV G   K P      +  + +GN+G  +R LT+ + +       +L G  
Sbjct: 62  ITLDKEKDEWVVKGGELKTP------DNIIDIGNSGTTLRILTS-IASQIPKGYAILTGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L+  LKQL  +          P+ V   G + G  VK+ G ISSQ++++L 
Sbjct: 115 ESIRKRPMQPLLDALKQLNIEAFSSKLDGTAPIIVKS-GKIDGNVVKIRGDISSQFITSL 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +M  P    D EI +   L S PY+++TL ++  FG+K + +D+   F + G QKYK P  
Sbjct: 174 MMLLPFNKEDTEIILTSPLKSKPYIDITLDILNNFGIKIDKTDNG--FLVYGNQKYK-PI 230 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD SSASY +A   +    +T+E     S QGD     +++ MGA V   +  V  
Sbjct: 231 DYIVEGDYSSASYLIAAGVLINSNITIENLFANSKQGDKAIINIVKEMGADVKVKKDRVI 290 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G          L+ IDV++  +PD+  T+AV+  FA+G T I +    R+KE +R+ A 
Sbjct: 291 IEG-------EYSLEGIDVDVKDIPDLVPTIAVLGCFAEGKTEIYNGEHVRLKECDRLRA 343 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
              EL K+GA +EE PD  II   +KL    ++TY DHR+ MAF++A   AE    I    
Sbjct: 344 CAVELKKMGADIEEKPDGLIIRGVKKLKGAKLNTYHDHRLVMAFTIAGLKAEGETIIEGE 403 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
              + +FP++ DV+ +   N 
Sbjct: 404 EAVKISFPNFVDVMKSLGAN 423 
 
 
>ref|YP_002974419.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. trifolii WSM1325] 
 gb|ACS54880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. trifolii WSM1325] 
          Length = 420 
 
 Score =  215 bits (548), Expect = 1e-53,   Method: Compositional matrix adjust. 
 Identities = 155/447 (34%), Positives = 237/447 (53%), Gaps = 47/447 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P + +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
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Sbjct: 5   AKLTIIPPGRPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMAEALRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G++++ +      VV G G   P      +  LFLGNAG A R LTAA  AA  + T ++ 
Sbjct: 65  GVTID-EPDDTTFVVTGSGRLLP-----PKAPLFLGNAGTATRFLTAA--AALVDGTVIV 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++++ G +SSQY+ 
Sbjct: 117 DGDEHMRKRPIGPLVEAMRTLGIDVSAETG--CPPVTVKGTGRFQADRIRIDGGLSSQYV 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQ 240 
           SALLM A      ++IE++ + I ++ Y+++T   M+ FG K E +   +W R    G   
Sbjct: 175 SALLMMAAGGDRPIDIELVGEDIGALGYIDLTTAAMKAFGAKVEKTSPVTW-RVEPTG-- 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y +  +  VE DAS+A+Y  A   +TGG + +        Q D +  +++          
Sbjct: 232 -YHA-ADFIVEPDASAATYLWAAEVLTGGAIDLGVPSDAFSQPDARAYDMIAKF------ 283 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                             HL + +++ ++M D   TLAV+A F + P     +A+ RVKE 
Sbjct: 284 -----------------PHLPS-EIDGSQMQDAVPTLAVLAAFNETPVRFVGIANLRVKE 325 
 
Query: 361 TERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAFSLAAC 415 
            +R+ A+ T L ++  G + EEG D  + + P  +       ID++ DHR+AM+F+LA   
Sbjct: 326 CDRIQALSTGLNRIVSGLAREEGDDLIVQSDPALVGQHLPAEIDSFADHRIAMSFALAGL 385 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               +TI DP C  KTFP Y+  L+   
Sbjct: 386 KIDGITILDPDCVGKTFPAYWRTLAAL 412 
 
 
>ref|ZP_06419979.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella buccae 
           D17] 
 gb|EFC75627.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella buccae 
           D17] 
          Length = 415 
 
 Score =  215 bits (547), Expect = 1e-53,   Method: Compositional matrix adjust. 
 Identities = 145/438 (33%), Positives = 233/438 (53%), Gaps = 52/438 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I  T+ LP SKS+SNR+L++ AL+ G T+ DNL + +D   ++ AL  +   ++     
Sbjct: 9   ERIQATINLPASKSISNRVLMIHALAGGDTLPDNLSDCDDTEVIIRALAAMPYEID---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  AG AMR +TA ++   G   ++L G  RM+ R 
Sbjct: 65  -------------------------IKAAGTAMRFMTAYLSVTEGK--HLLTGTDRMKRR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ LGAD+     T  PP+ +NG   L GG++++ G+ISSQY+SALLM  P  
Sbjct: 98  PIAPLVNALRYLGADIRYAGETGFPPLIING-KTLEGGRLEVPGNISSQYISALLMIGPA 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +E+ ++ ++IS PY+++TL  M+ FG +AE +D  D   ++  Q YKS     +E  
Sbjct: 157 LKEGLELHLMGEIISRPYIDLTLWTMQEFGAEAEWTDM-DIITVR-PQVYKS-HPYLIEN 213 
 
Query: 253 DASSASYF---LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE------T 303 
           D S++SY+   LA    +G ++ ++G    S QGD     +  ++G K T+        T 
Sbjct: 214 DWSASSYWYEMLALQGASGSSIKLKGLTDGSKQGDSVVKYLFSLLGVKTTFDNKEEGQPT 273 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           +VT+T        R  L  +D +    PD+A T  V     D P     +AS ++KET+R 
Sbjct: 274 TVTLTR------HRCLLPRLDYDFTGSPDLAQTFVVTCALLDIPFTFTGLASLKIKETDR 327 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A++ E+ KLG  +++  +  +    E+   ++  IDTY+DHRMA+AF+ AAC    +  
Sbjct: 328 IEALKAEMKKLGYLIKDENNNTLRWEGERCTPSLQPIDTYEDHRMALAFAPAACRFPGLR 387 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           I +PG   K++P Y+D L 
Sbjct: 388 INNPGVVSKSYPHYWDDL 405 
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>ref|YP_003963006.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein 
           [Ketogulonicigenium vulgare Y25] 
 gb|ADO41706.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein 
           [Ketogulonicigenium vulgare Y25] 
          Length = 425 
 
 Score =  215 bits (547), Expect = 1e-53,   Method: Compositional matrix adjust. 
 Identities = 158/445 (35%), Positives = 233/445 (52%), Gaps = 48/445 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +  P   ++G + LPGSKS++NR LL+AALS G + +   L S+D  +M  ALR +G+ V 
Sbjct: 11  IAPPAGPLTGQIALPGSKSITNRALLVAALSRGVSHLTGALASDDTRHMANALRAMGVDV 70 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            A+      + V   GK  V DA     LFLGNAG AMR LTAA     G  T VL+G   
Sbjct: 71  VAEGT---TLTVTSTGKLLVPDAP----LFLGNAGTAMRFLTAACAFVDG--TVVLNGDE 121 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK----VKLSGSISSQYL 183 
            M++RPI  LV  L+ +G D+    G  CPPV ++G    P G     V++ GS+SSQY+ 
Sbjct: 122 HMQKRPIAPLVDALRAMGVDISAPTG--CPPVTIHGGVTPPAGGGAALVEIDGSLSSQYV 179 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           SALLMAAP+A   V + +  D L S  YV++TL  M  FG  AE +D  +  ++     Y 
Sbjct: 180 SALLMAAPIAPWPVRVRVTGDALGSRGYVDITLATMRAFG--AEVADEGNLTWLIAPTGY 237 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++   A +E DAS+A+Y  A   +T G + +        Q D +  +++            
Sbjct: 238 RATDYA-IEPDASAATYIWAAEMLTHGKIDIGIAADAMNQPDARAFDMIAKF-------- 288 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                   P  P        ++++  +M D   TLAV+A+F  G      +A+ RVKET+ 
Sbjct: 289 --------PHFP--------LEIDGAQMQDAIPTLAVMAMFNGGTVRFTGLANLRVKETD 332 
 
Query: 363 RMVAIRTELTKL--GASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAFSLAACAE 417 
           R+ A+  E+ ++  G +VEEG D  +   P  +       I TY DHR+AM+F+LA     
Sbjct: 333 RVRALSNEINRILPGLAVEEGDDLIVYGDPTLIGQELPAEIFTYADHRIAMSFALAGLKL 392 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
             + I DP C  KT+P Y+  +++  
Sbjct: 393 RGIRILDPACVNKTYPAYWRDMASL 417 
 
 
>ref|ZP_03806228.1| hypothetical protein PROPEN_04630 [Proteus penneri ATCC 35198] 
 gb|EEG83859.1| hypothetical protein PROPEN_04630 [Proteus penneri ATCC 35198] 
          Length = 241 
 
 Score =  214 bits (546), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 121/242 (50%), Positives = 164/242 (67%), Gaps = 8/242 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  I GT+ LPGSKS+SNR LLLAAL++G T + NLL+S+D+ +ML AL+TLG 
Sbjct: 2   ESLTLQPIAHIEGTINLPGSKSVSNRALLLAALAKGNTRLTNLLDSDDIRHMLNALKTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  +         + G GG+F   +    ++LFLGNAG AMR L AA++   G+   +L  
Sbjct: 62  VQYQLSNNNTVCDIEGLGGEF---NTHSPLELFLGNAGTAMRPLAAALSL--GSHDIILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G PRM+ERPIG LV  L+Q GA +D    TD PP+R+   GG  GG V++ GS+SSQ+L+ 
Sbjct: 117 GEPRMKERPIGHLVDALRQGGASIDYLEQTDYPPIRLR--GGFKGGNVEVDGSVSSQFLT 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLM APLA  D  I I  +L+S PY+++TL L+  FG K E+ D + RF IKGGQ+Y+S 
Sbjct: 175 ALLMTAPLAEQDTTITIKGELVSKPYIDITLALINTFGGKIENQD-YQRFVIKGGQQYQS 233 
 
Query: 245 PK 246 
           P+ 
Sbjct: 234 PE 235 
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>ref|ZP_07003703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
 gb|EFI00907.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
          Length = 418 
 
 Score =  214 bits (545), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 153/438 (34%), Positives = 229/438 (52%), Gaps = 47/438 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+T   G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALTNFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G +V    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEVSAPSG--CPPVAIKGKGGLEAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G VE+ +    I    YV++TL  M+ FG  V+A    +W          Y++  + + 
Sbjct: 184 GKGPVEVALTGSEIGARGYVDLTLAAMQAFGAEVQAIGETAWK----VSATGYRA-TDFH 238 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E DAS+A+Y  A  A+T G + +        Q D   ++++                   
Sbjct: 239 IEPDASAATYLWAAQALTEGDIDLGVASDAFTQPDALASQIIASF--------------- 283 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                    ++ A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   
Sbjct: 284 --------PNMPAV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALSN 334 
 
Query: 370 ELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            L  +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I D 
Sbjct: 335 GLCAIAPGLAVEEGDDLLVHANPALAGTTVDALIDTHSDHRIAMCFALAGLKIAGIRILD 394 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P C  KT+P Y+D L++  
Sbjct: 395 PDCVGKTYPGYWDALASL 412 
 
 
>ref|YP_002280056.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. trifolii WSM2304] 
 sp|B5ZS37.1|AROA_RHILW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACI53830.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. trifolii WSM2304] 
          Length = 420 
 
 Score =  214 bits (545), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 158/447 (35%), Positives = 237/447 (53%), Gaps = 47/447 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P K +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPGKPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMADALRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+S++ +      VV G G   P      +  LFLGNAG A R LTAA  AA  + T V+ 
Sbjct: 65  GVSID-EPDDTTFVVTGSGRLQP-----PKAPLFLGNAGTATRFLTAA--AALVDGTVVV 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++++ G +SSQY+ 
Sbjct: 117 DGDEHMRKRPIGPLVEAMRTLGIDVTAETG--CPPVTVKGTGRFQADRIRIDGGLSSQYV 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQ 240 
           SALLM A       +IE++ + I ++ Y+++T   M+ FG K E +   +W R    G   
Sbjct: 175 SALLMMAAGGDRPFDIELVGEDIGALGYIDLTTAAMKAFGAKVEKTSPVTW-RVEPTG-- 231 
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Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y++  +  VE DAS+A+Y  A   +TGG + +        Q D +  +++          
Sbjct: 232 -YRA-ADFIVEPDASAATYLWAAEVLTGGAIDLGVPSDAFSQPDARAYDMIARF------ 283 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                     P+ P         +++ ++M D   TLAV+A F + P     +A+ RVKE 
Sbjct: 284 ----------PQLP--------AEIDGSQMQDAVPTLAVLAAFNETPVRFVGIANLRVKE 325 
 
Query: 361 TERMVAIRTELTKL--GASVEEGPDYCIITPPE---KLNVTAIDTYDDHRMAMAFSLAAC 415 
            +R+ A+ + L ++  G + EEG D  + + P    K     ID++ DHR+AM+F+LA   
Sbjct: 326 CDRIRALSSGLNRIRPGLAREEGDDLIVKSDPALVGKRLPAEIDSFADHRIAMSFALAGL 385 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               +TI DP C  KTFP Y+  L+   
Sbjct: 386 KIDGITILDPDCVGKTFPAYWRTLAAL 412 
 
 
>ref|ZP_03395431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato T1] 
 ref|ZP_07231501.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato Max13] 
 ref|ZP_07251895.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato K40] 
 ref|ZP_07256911.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato NCPPB 1108] 
 gb|EEB61670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato T1] 
          Length = 418 
 
 Score =  214 bits (545), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 153/436 (35%), Positives = 228/436 (52%), Gaps = 43/436 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    GN  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGN--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G ++    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEISAPSG--CPPVAIKGKGGLQAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
             G +E+ +    I    YV++TL  M+ FG  AE     D  +      Y +  + ++E 
Sbjct: 184 GKGPLEVALTGSEIGARGYVDLTLAAMQAFG--AEVQAIGDAAWKVSATGYHA-TDFHIE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            DAS+A+Y  A  A+T G + +        Q D   +++++                  P 
Sbjct: 241 PDASAATYLWAAQALTEGNIDLGVASDAFTQPDALASQIIDSF----------------P 284 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
             P       A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   L 
Sbjct: 285 NMP-------AV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALCNGL 336 
 
Query: 372 TKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I+DP  
Sbjct: 337 CAIAPGLAVEEGDDLIVHANPALAGTTVNALIDTHSDHRIAMCFALAGLKIKGIHIQDPD 396 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
           C  KT+P Y+D L++  
Sbjct: 397 CVAKTYPGYWDALASL 412 
 
 
>ref|ZP_07881352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella buccae 
           ATCC 33574] 
 gb|EFU32000.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella buccae 
           ATCC 33574] 
          Length = 415 
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 Score =  214 bits (545), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 145/438 (33%), Positives = 232/438 (52%), Gaps = 52/438 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I  T+ LP SKS+SNR+L++ AL+ G T+ DNL + +D   ++ AL  +   ++     
Sbjct: 9   ERIQATINLPASKSISNRVLMIHALAGGDTLPDNLSDCDDTEVIIRALAAMPYEID---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  AG AMR +TA ++   G   ++L G  RM+ R 
Sbjct: 65  -------------------------IKAAGTAMRFMTAYLSVTEGK--HLLTGTDRMKRR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L  LGAD+     T  PP+ +NG   L GG++++ G+ISSQY+SALLM  P  
Sbjct: 98  PIAPLVNALHYLGADIRYAGETGFPPLIING-KTLEGGRLEVPGNISSQYISALLMIGPA 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +E+ ++ ++IS PY+++TL  M+ FG +AE +D  D   ++  Q YKS     +E  
Sbjct: 157 LKEGLELHLMGEIISRPYIDLTLWTMQEFGAEAEWTDM-DIITVR-PQVYKS-HPYLIEN 213 
 
Query: 253 DASSASYF---LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE------T 303 
           D S++SY+   LA    +G ++ ++G    S QGD     +  ++G K T+        T 
Sbjct: 214 DWSASSYWYEMLALQGASGSSIKLKGLTDGSKQGDSVVKYLFSLLGVKTTFDNKEEGQPT 273 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           +VT+T        R  L  +D +    PD+A T  V     D P     +AS ++KET+R 
Sbjct: 274 TVTLTR------HRCLLPRLDYDFTGSPDLAQTFVVTCALLDIPFTFTGLASLKIKETDR 327 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A++ E+ KLG  +++  +  +    E+   ++  IDTY+DHRMA+AF+ AAC    +  
Sbjct: 328 IEALKAEMKKLGYLIKDENNNTLRWEGERCTPSLQPIDTYEDHRMALAFAPAACRFPGLR 387 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           I +PG   K++P Y+D L 
Sbjct: 388 INNPGVVSKSYPHYWDDL 405 
 
 
>ref|ZP_05255540.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           4_3_47FAA] 
 gb|EET15932.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           4_3_47FAA] 
          Length = 409 
 
 Score =  214 bits (545), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 144/433 (33%), Positives = 228/433 (52%), Gaps = 51/433 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ AL      ++NL + +D   M+ AL              
Sbjct: 11  QIHTTIQLPSSKSISNRALIINALGNRIFQLENLSDCDDTQVMIHALN------------ 58 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          D K  + +    AG AMR LTA ++   G  T ++ G  RM++RP 
Sbjct: 59  ---------------DGKNTIDIMA--AGTAMRFLTAYLSVTPG--TRIITGTQRMQQRP 99 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA+++  +    PP+R+ G   L    + L G++SSQY+SALLM AP+  
Sbjct: 100 IQVLVNALRELGAEIEYIINDGYPPLRITG-HKLQKDTISLPGNVSSQYISALLMIAPIL 158 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW-DRFYIK-GGQKYKSPKNAYVE 251 
              + + +  ++IS PY+ +TL+LM  FG +A+    W + + +K   Q Y+S    YVE 
Sbjct: 159 SNGLTLTLTGEIISRPYINLTLQLMNDFGARAK----WLNEYQLKVEPQPYQSIP-FYVE 213 
 
Query: 252 GDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G   TS QGD K AE+ +++G +  +   +VT+    
Sbjct: 214 SDWSAASYWYQIAALSNKAEIILPGLFETSYQGDSKVAEIFQLLGIESIYGNKTVTLKK- 272 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  K  + +D +    PD+A T  V     + P     + S ++KET+RM A+  E 
Sbjct: 273 -----TDKITERLDYDFINQPDLAQTFVVTCALMNIPFRFSGLQSLKIKETDRMAALIQE 327 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVP-VTIRDPG 426 
           + KLG  + E  D  +    E+  +T   AIDTY+DHRMAMAF+  AC  +P + I +P  
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Sbjct: 328 MGKLGYILHETDDRILSWEGERCEMTADVAIDTYEDHRMAMAFA-PACVVMPEIRINNPQ 386 
 
Query: 427 CTRKTFPDYFDVL 439 
              K++P Y++ L 
Sbjct: 387 VVSKSYPYYWEDL 399 
 
 
>ref|XP_002943890.1| PREDICTED: hypothetical protein LOC100495501 [Xenopus (Silurana) 
           tropicalis] 
          Length = 654 
 
 Score =  214 bits (544), Expect = 2e-53,   Method: Compositional matrix adjust. 
 Identities = 116/249 (46%), Positives = 160/249 (64%), Gaps = 17/249 (6%) 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
           ++ +LIS PY+ +TL L+ RFG++  H D W RF I  G +Y+SP + +VE DASSASYF 
Sbjct: 175 LVGELISKPYIHITLALLARFGIQIAH-DGWQRFTIPAGSRYQSPGSIHVEADASSASYF 233 
 
Query: 261 LAGAAITGGT-----VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           +A  A+T  +     + ++G G  S+QGD+ F E    MGA +T     + +         
Sbjct: 234 IALGALTASSEGQKGIKIQGVGLNSIQGDIHFVEAARAMGAHITGGPNWLHIE------R 287 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
           G   L+AID++ N +PD AMTLA +AL+A+G T +R++ASWRVKET+R+ A+  EL KLG 
Sbjct: 288 GIWPLQAIDLDCNHIPDAAMTLAAMALYANGTTRLRNIASWRVKETDRIAAMAAELRKLG 347 
 
Query: 376 ASVEEGPDYCIITP---PEKLNVTAIDTYDDHRMAMAFSLAAC--AEVPVTIRDPGCTRK 430 
           A+VEE  D   +TP   P+     +I TYDDHR+AM F+LAA   A +PV I DP C  K 
Sbjct: 348 ATVEESADAIAVTPPAAPQDWQAASIHTYDDHRIAMCFALAAFNPARLPVRIEDPQCVAK 407 
 
Query: 431 TFPDYFDVL 439 
           TFPDYF+ L 
Sbjct: 408 TFPDYFETL 416 
 
 
>ref|ZP_06741032.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           vulgatus PC510] 
 ref|ZP_07998036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_40A] 
 gb|EFG19153.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           vulgatus PC510] 
 gb|EFV65992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_40A] 
          Length = 408 
 
 Score =  214 bits (544), Expect = 3e-53,   Method: Compositional matrix adjust. 
 Identities = 144/433 (33%), Positives = 228/433 (52%), Gaps = 51/433 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ AL      ++NL + +D   M+ AL              
Sbjct: 10  QIHTTIQLPSSKSISNRALIINALGNRIFQLENLSDCDDTQVMIHALN------------ 57 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          D K  + +    AG AMR LTA ++   G  T ++ G  RM++RP 
Sbjct: 58  ---------------DGKNTIDIMA--AGTAMRFLTAYLSVTPG--TRIITGTQRMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA+++  +    PP+R+ G   L    + L G++SSQY+SALLM AP+  
Sbjct: 99  IQVLVNALRELGAEIEYIINDGYPPLRITG-HKLQKDTISLPGNVSSQYISALLMIAPIL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW-DRFYIK-GGQKYKSPKNAYVE 251 
              + + +  ++IS PY+ +TL+LM  FG +A+    W + + +K   Q Y+S    YVE 
Sbjct: 158 SNGLTLTLTGEIISRPYINLTLQLMNDFGARAK----WLNEYQLKVEPQPYQSIP-FYVE 212 
 
Query: 252 GDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G   TS QGD K AE+ +++G +  +   +VT+    
Sbjct: 213 SDWSAASYWYQIAALSNKAEIILPGLFETSYQGDSKVAEIFQLLGIESIYGNKTVTLKK- 271 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  K  + +D +    PD+A T  V     + P     + S ++KET+RM A+  E 
Sbjct: 272 -----TDKITERLDYDFINQPDLAQTFVVTCALMNIPFRFSGLQSLKIKETDRMAALIQE 326 
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Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVP-VTIRDPG 426 
           + KLG  + E  D  +    E+  +T   AIDTY+DHRMAMAF+  AC  +P + I +P  
Sbjct: 327 MGKLGYILHETDDRILSWEGERCEMTADVAIDTYEDHRMAMAFA-PACVVMPEIRINNPQ 385 
 
Query: 427 CTRKTFPDYFDVL 439 
              K++P Y++ L 
Sbjct: 386 VVSKSYPYYWEDL 398 
 
 
>ref|ZP_06835492.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconacetobacter 
           hansenii ATCC 23769] 
 gb|EFG83353.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconacetobacter 
           hansenii ATCC 23769] 
          Length = 427 
 
 Score =  214 bits (544), Expect = 3e-53,   Method: Compositional matrix adjust. 
 Identities = 156/440 (35%), Positives = 223/440 (50%), Gaps = 46/440 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E +  P+K   G V LPGSKS++NR+LLLA L+ GT+ +   L S+D  YM  AL+ +G+ 
Sbjct: 18  EPITAPLK---GRVVLPGSKSVTNRVLLLAGLARGTSQLTGALKSDDTLYMAQALQQMGI 74 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           SVE   A   + VV   G      A     LFLGNAG A+R LTAA     G  T V+ G 
Sbjct: 75  SVEQPDAT--SFVVRSDGTLHAPQAP----LFLGNAGTAVRFLTAASALVRG--TVVVGG 126 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              M  RPI  LV  L+ LG D     G  CPPV ++G G L GG+V++  S+SSQY+SA 
Sbjct: 127 DANMARRPIAPLVTALRALGIDASAPSG--CPPVTIHGTGLLSGGEVEIDASLSSQYVSA 184 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LLM A  +   V I +    I    Y+ +T+  M  FG      D        GG    + 
Sbjct: 185 LLMMAACSRTPVRISLSGPHIGAHGYIGLTIAAMRAFGASVTSGDDASWTVAPGG---YT 241 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  +E DAS+A+Y  A  A++GG + +        Q D     V++             
Sbjct: 242 ATDLRIEPDASAATYLWAAQALSGGEIDIGFPIGDFTQPDAAAWHVIQSF---------- 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                         H+ A+ ++ ++M D   TLAV+A+F + P     + + RVKE +R  
Sbjct: 292 -------------PHMPAV-IDGSQMQDAIPTLAVMAMFNETPVRFVGIENLRVKECDRT 337 
 
Query: 365 VAIRTELTKLGASV--EEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVP 419 
            A+ T++ ++  +   E G D  +   P+  N      I+TYDDHR+AM+F+LAA      
Sbjct: 338 HALATQMQRINPAYAREAGDDLLVFPHPDPANTAKDVRIETYDDHRIAMSFALAALKIPG 397 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           ++I +PGC  KTFP Y+D L 
Sbjct: 398 LSILNPGCVGKTFPAYWDTL 417 
 
 
>ref|ZP_03607002.1| hypothetical protein METSMIALI_00098 [Methanobrevibacter smithii 
           DSM 2375] 
 gb|EEE41217.1| hypothetical protein METSMIALI_00098 [Methanobrevibacter smithii 
           DSM 2375] 
          Length = 438 
 
 Score =  214 bits (544), Expect = 3e-53,   Method: Compositional matrix adjust. 
 Identities = 152/446 (34%), Positives = 236/446 (52%), Gaps = 35/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++ I  I G VK P SKS S+R ++LA+L++GT+ + ++L S+DV   + A R LG ++  
Sbjct: 5   VKNISNIGGEVKAPPSKSYSHRAVILASLADGTSKIHDMLFSQDVLSSINACRALGANIT 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             K      V+G  GK        EV + LGN+G  +R +T+  + A  +   +L G    
Sbjct: 65  --KKDDYLEVIGTNGKLH---NSSEVPIDLGNSGTTLRLMTSIASLA--DNEVILTGDDS 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           ++ RP+  L   L  LG       G    P+ +    G  GG+  + G++SSQ++S++L+ 
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Sbjct: 118 LQTRPMEILTESLASLGVCAASINGNGKAPILIKP--GYVGGETNILGNVSSQFISSILI 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE------HSDS--------WDRF 234 
           +APL+   V++ ++ +  S PYV MT  +M  FGVK E      H D          D F 
Sbjct: 176 SAPLSENGVDLFVLPEFKSRPYVNMTCDIMANFGVKIENEFFVRHEDCDRESKNCRIDEF 235 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I   Q+YKS  +  VEGD SSASY LA  AI GG   +      S QGD    ++L+ M 
Sbjct: 236 KIPK-QEYKSC-DYVVEGDYSSASYLLAAVAIYGGNAKILNLFKNSKQGDKLILDILKKM 293 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAK+   +  V ++          +LK IDV+++  PD+ +T+A++A  ADG T I  V  
Sbjct: 294 GAKIEIFDDYVEISS-------EGNLKGIDVDLSNAPDLLITVAILAALADGTTNITGVK 346 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKET+R+    +EL KLG  ++E  D   I    +  V  +D++ DHR+AMAFSL   
Sbjct: 347 HARVKETDRIATTCSELKKLGCKLKEFEDGMSIEGGIRSGV--VDSHKDHRLAMAFSLVG 404 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
                + I++      +FP++ + +S 
Sbjct: 405 LKH-DIEIKNGEVFDVSFPNFIEAMS 429 
 
 
>ref|YP_004277887.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium sp. 
           H13-3] 
 gb|ADY63567.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium sp. 
           H13-3] 
          Length = 425 
 
 Score =  213 bits (542), Expect = 5e-53,   Method: Compositional matrix adjust. 
 Identities = 160/448 (35%), Positives = 235/448 (52%), Gaps = 50/448 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E  +  P   +SG V+ PGSKS++NR LLLA L++G + +   L S+D  YM  ALR +G 
Sbjct: 3   ELTITPPGHPLSGKVEPPGSKSITNRALLLAGLAKGKSRLTGALKSDDTLYMAEALRAMG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V  +  A   VV G G        + E  LFLGNAG A R LTAA  AA  +   ++D 
Sbjct: 63  VKV-TEPDATTFVVDGTGVL-----QQPEKPLFLGNAGTATRFLTAA--AALVDGAVIID 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSISSQYL 183 
           G   MR+RPI  LV  L+ LG + D   G  CPPV V G G G P G V +  ++SSQY+ 
Sbjct: 115 GDEHMRKRPIMPLVEALRALGVEADAPTG--CPPVTVRGKGMGFPKGSVTIDANLSSQYV 172 
 
Query: 184 SALLMAAPLALGDVEIEII---DKLISIPYVEMTLRLMERFGVKAEH-SDSWDRFYIKGG 239 
           SALLMAA  A GD  ++II   +++ +  Y+++T   ME FG K E  S++  R +  G  
Sbjct: 173 SALLMAA--ACGDKPVDIILKGEEIGAKGYIDLTTSAMEAFGAKVERVSNAIWRVHPTG- 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
               +  + ++E DAS+A+Y      +T G + +        Q D K  EV+         
Sbjct: 230 ---YTATDFHIEPDASAATYLWGAELLTAGAIDIGTPADKFTQPDAKAYEVMAQF----- 281 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                              HL A +++ ++M D   T+AV+A F + P     +A+ RVK 
Sbjct: 282 ------------------PHLPA-EIDGSQMQDAIPTIAVLAAFNETPVRFVGIANLRVK 322 
 
Query: 360 ETERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAA 414 
           E +R+ A+   L ++  G + EEG D  +   P     T   +IDT+ DHR+AM+F+LAA 
Sbjct: 323 ECDRIRAVSLGLNEIRNGLAHEEGDDLIVHADPALAGQTVDASIDTFADHRIAMSFALAA 382 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                + I++P C  KT+P Y+  L++  
Sbjct: 383 LKIGGIAIQNPACVGKTYPGYWKALASL 410 
 
 
>ref|YP_233984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. syringae B728a] 
 sp|Q4ZY26.1|AROA_PSEU2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAY35946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
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           pv. syringae B728a] 
          Length = 418 
 
 Score =  213 bits (542), Expect = 5e-53,   Method: Compositional matrix adjust. 
 Identities = 151/436 (34%), Positives = 226/436 (51%), Gaps = 43/436 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G +V    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEVSAPSG--CPPVAIKGKGGLEAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
             G VE+ +    I    Y+++TL  M  FG  AE     D  +      Y++  + ++E 
Sbjct: 184 GKGPVEVALTGSEIGARGYLDLTLAAMRAFG--AEVQAIGDAAWKVSATGYRA-TDFHIE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            DAS+A+Y  A  A+T G + +        Q D   ++++                     
Sbjct: 241 PDASAATYLWAAQALTEGAIDLGVASNAFTQPDALASQIIASF----------------- 283 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                  ++ A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   L 
Sbjct: 284 ------PNMPAV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALSNGL 336 
 
Query: 372 TKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I DP  
Sbjct: 337 CAIAPGLAVEEGDDLIVTANPTLAGTTVDALIDTHSDHRIAMCFALAGLKIAGIRILDPD 396 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
           C  KT+P Y+D L++  
Sbjct: 397 CVAKTYPGYWDALASL 412 
 
 
>ref|ZP_07263162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. syringae 642] 
          Length = 418 
 
 Score =  213 bits (541), Expect = 6e-53,   Method: Compositional matrix adjust. 
 Identities = 151/436 (34%), Positives = 227/436 (52%), Gaps = 43/436 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G +V    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEVSAPSG--CPPVAIKGKGGLEAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
             G +E+ +    I    Y+++TL  M+ FG  AE     D  +      Y++  + ++E 
Sbjct: 184 GKGPLEVALTGSEIGARGYLDLTLAAMQAFG--AEVQAIGDAAWKVSATGYRA-TDFHIE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            DAS+A+Y  A  A+T GT+ +        Q D   ++++       ++ +    + G   
Sbjct: 241 PDASAATYLWAAQALTKGTIDLGVASDAFTQPDALASQII------ASFPDMPAVIDG-- 292 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                           ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   L 
Sbjct: 293 ----------------SQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALSHGL 336 
 
Query: 372 TKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
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             +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I DP  
Sbjct: 337 CAIAPGLAVEEGDDLIVKANPALAGTTVDALIDTHSDHRIAMCFALAGLKIAGIRILDPD 396 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
           C  KT+P Y+D L++  
Sbjct: 397 CVGKTYPGYWDALASL 412 
 
 
>ref|YP_001272846.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanobrevibacter 
           smithii ATCC 35061] 
 sp|A5UJV0.1|AROA_METS3 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABQ86478.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Methanobrevibacter smithii ATCC 35061] 
          Length = 438 
 
 Score =  213 bits (541), Expect = 7e-53,   Method: Compositional matrix adjust. 
 Identities = 151/446 (33%), Positives = 235/446 (52%), Gaps = 35/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++ I  I G VK P SKS S+R ++LA+L++GT+ + ++L S+DV   +   R LG ++  
Sbjct: 5   VKTISNIGGEVKAPPSKSYSHRAVILASLADGTSKIHDMLFSQDVLSSINVCRALGANIT 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             K      V+G  GK        EV + LGN+G  +R +T+  + A  +   +L G    
Sbjct: 65  --KKDDYLEVIGTNGKLH---NSSEVPIDLGNSGTTLRLMTSIASLA--DNEVILTGDDS 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           ++ RP+  L   L  LG       G    P+ +    G  GG+  + G++SSQ++S++L+ 
Sbjct: 118 LQTRPMEILTESLASLGVCAASINGNGKAPILIKP--GYVGGETNILGNVSSQFISSILI 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE------HSDS--------WDRF 234 
           +APL+   V++ ++ +  S PYV MT  +M +FGVK E      H D          D F 
Sbjct: 176 SAPLSENGVDLFVLPEFKSRPYVNMTCDIMAKFGVKIENEFFVRHDDCDRESKNCRIDEF 235 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I   Q+YKS  +  VEGD SSASY LA  AI GG   +      S QGD     +L+ M 
Sbjct: 236 KI-SKQEYKSC-DYVVEGDYSSASYLLAAVAIYGGNAKILNLFKDSKQGDKLILNILKKM 293 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GAK+   +  V ++          +LK IDV+++  PD+ +T+A++A  ADG T I  V  
Sbjct: 294 GAKIEIFDDYVEISS-------EGNLKGIDVDLSNAPDLLITVAILAALADGTTNITGVK 346 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKET+R+    +EL KLG  ++E  D   I    +  V  +D++ DHR+AMAFSL   
Sbjct: 347 HARVKETDRIATTCSELKKLGCKLKEFEDGMSIEGGIRSGV--VDSHKDHRLAMAFSLVG 404 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
                + I++      +FP++ + +S 
Sbjct: 405 LKH-DIEIKNGEVFDVSFPNFIEAMS 429 
 
 
>ref|NP_790877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato str. DC3000] 
 sp|Q888I3.1|AROA_PSESM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAO54572.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tomato str. DC3000] 
          Length = 418 
 
 Score =  213 bits (541), Expect = 7e-53,   Method: Compositional matrix adjust. 
 Identities = 152/436 (34%), Positives = 228/436 (52%), Gaps = 43/436 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
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                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G ++    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEISAPSG--CPPVAIKGKGGLQAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
             G +E+ +    I    YV++TL  M+ FG  AE     D  +      Y +  + ++E 
Sbjct: 184 GKGSLEVALTGSEIGARGYVDLTLAAMQAFG--AEVQAIGDAAWKVSATGYHA-TDFHIE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            DAS+A+Y  A  A+T G + +        Q D   +++++                  P 
Sbjct: 241 PDASAATYLWAAQALTEGNIDLGVASDAFTQPDALASQIIDSF----------------P 284 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
             P       A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   L 
Sbjct: 285 NMP-------AV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALCDGL 336 
 
Query: 372 TKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I+DP  
Sbjct: 337 CAIAPGLAVEEGDDLIVHANPALAGTTVNALIDTHSDHRIAMCFALAGLKIKGIHIQDPD 396 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
           C  KT+P Y+D L++  
Sbjct: 397 CVAKTYPGYWDALASL 412 
 
 
>ref|ZP_07034385.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella oris C735] 
 gb|EFI49077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella oris C735] 
          Length = 412 
 
 Score =  212 bits (540), Expect = 8e-53,   Method: Compositional matrix adjust. 
 Identities = 146/437 (33%), Positives = 228/437 (52%), Gaps = 46/437 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I  TVKLP SKS+SNR L++ AL+    V DNL + +D   ++ AL+T+  +++     
Sbjct: 9   QHIDTTVKLPASKSISNRALIIQALAGDNVVPDNLSDCDDTEVIIEALKTMPETID---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  +G AMR +TA ++ + G   +VL G  RM++R 
Sbjct: 65  -------------------------IKASGTAMRFMTAYLSVSEGE--HVLTGTDRMKQR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ LGAD+        PP+R+ G   L GG +++SGSISSQ++SALL+  P+ 
Sbjct: 98  PIAVLVDALRYLGADIAYEGEAGFPPLRIKG-RRLEGGYLEISGSISSQFISALLLIGPM 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +E+++ D +IS PY+++TL +M  FG   E +D      I    K  + +  Y+E  
Sbjct: 157 LEKGLELKMTDTIISRPYIDLTLCMMRDFGAAVEWTDV---DTISVAPKPYTSRRYYIES 213 
 
Query: 253 DASSASYFLAGAAITG---GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S+ SY+    A++     TV +EG    S QGD     +  ++G K ++  T+  V   
Sbjct: 214 DWSAGSYWYEIMALSDDSEATVRLEGLMDGSRQGDSVVKYIFSLLGVKTSFETTAPCV-- 271 
 
Query: 310 PPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            P     R+H   L  ++ +    PD+A TL V     D     + +A+ R+KET+R+ A 
Sbjct: 272 -PNTVTLRRHKCLLPRLEYDFTGSPDLAQTLVVCCALMDIKFHFKGLATLRIKETDRIEA 330 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           ++TEL KLG  +    D  +    E+   T  AIDTY+DHRMA+AF+  A     + I + 
Sbjct: 331 LKTELRKLGYVLHNVGDNELFWDGERCEPTGEAIDTYEDHRMALAFAPVALKCPGLQINN 390 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
           P    K++PDY+  L T 
Sbjct: 391 PEVVSKSYPDYWKDLQT 407 
 
 
>ref|YP_003247910.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           vulcanius M7] 
 gb|ACX73428.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
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           vulcanius M7] 
          Length = 426 
 
 Score =  212 bits (539), Expect = 1e-52,   Method: Compositional matrix adjust. 
 Identities = 140/436 (32%), Positives = 231/436 (52%), Gaps = 19/436 (4%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++     + G+VK P SKS ++R ++ A+L++G + + N L   D    +   + LG  + 
Sbjct: 1   MINKTSRLEGSVKAPPSKSYTHRAVIGASLADGVSRIINPLWGADCLSSVYGCKMLGAEI 60 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E  K     +V   GGK    D      + +GN+G  +R LT+ + +       VL G   
Sbjct: 61  ELKKEEDEWIV--KGGKLKTPDN----VIDIGNSGTTLRILTS-IASQIPRGYAVLTGDD 113 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +R+RP+  L+  LKQL  +          P+ V   G + G KVK+ G ISSQ++++L+ 
Sbjct: 114 SIRKRPMQPLLDALKQLNINAFSSKLDGTAPIIVKS-GKIEGNKVKIRGDISSQFITSLM 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           M  P    D EI +   L S PY+++T+ ++  FG+K + +++   F + G Q+YK+  + 
Sbjct: 173 MFLPFNKEDTEIILTSPLKSKPYIDITIDILSTFGIKIKETENG--FLVYGNQEYKAI-D 229 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VEGD SSASY +A   +    +T+E     S QGD     +++ MGA V   +  V + 
Sbjct: 230 YIVEGDYSSASYLIAAGVLINSNITIENLFANSKQGDKAIINIVKEMGADVKVKKDKVII 289 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G         +L+ IDV++  +PD+  T+AV+  FA+G T I +    R+KE +R+ A  
Sbjct: 290 EG-------EYNLEGIDVDVRDIPDLVPTIAVLGCFAEGKTEIYNGEHVRLKECDRLNAC 342 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
            TEL K+GA ++E PD  II   +KL    ++TY DHR+ MAF++A   AE    I     
Sbjct: 343 ATELKKMGADIKEKPDGLIIRGVKKLRGAKLNTYHDHRLVMAFTVAGLKAEGKTIIEGED 402 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
             + +FP++ +V+ +  
Sbjct: 403 AVKISFPNFVNVMKSL 418 
 
 
>ref|YP_273200.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. phaseolicola 1448A] 
 ref|ZP_06459190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. aesculi str. NCPPB3681] 
 ref|ZP_06479014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. aesculi str. 2250] 
 sp|Q48N21.1|AROA_PSE14 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAZ35419.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. phaseolicola 1448A] 
          Length = 418 
 
 Score =  212 bits (539), Expect = 1e-52,   Method: Compositional matrix adjust. 
 Identities = 152/438 (34%), Positives = 228/438 (52%), Gaps = 47/438 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G +V    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEVSAPSG--CPPVAIKGKGGLEAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G VE+ +    I    YV++TL  M+ FG  V+A    +W          Y++  + + 
Sbjct: 184 GKGPVEVALTGSEIGARGYVDLTLAAMQAFGAEVQAIGETAWK----VSATGYRA-TDFH 238 
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Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E DAS+A+Y  A  A+T G + +        Q D   ++++                   
Sbjct: 239 IEPDASAATYLWAAQALTEGDIDLGVASDAFTQPDALASQIIASF--------------- 283 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                    ++ A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   
Sbjct: 284 --------PNMPAV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALSH 334 
 
Query: 370 ELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            L  +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I D 
Sbjct: 335 GLCAIAPGLAVEEGDDLLVHANPALAGTTVDALIDTHSDHRIAMCFALAGLKIAGIRILD 394 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P C  KT+P Y+D L++  
Sbjct: 395 PDCVGKTYPGYWDALASL 412 
 
 
>ref|ZP_03301793.1| hypothetical protein BACDOR_03185 [Bacteroides dorei DSM 17855] 
 ref|ZP_04539309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           9_1_42FAA] 
 ref|ZP_04554742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. D4] 
 ref|ZP_06090380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_33FAA] 
 gb|EEB24351.1| hypothetical protein BACDOR_03185 [Bacteroides dorei DSM 17855] 
 gb|EEO47526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides dorei 
           5_1_36/D4] 
 gb|EEO62975.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           9_1_42FAA] 
 gb|EEZ19592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_33FAA] 
          Length = 409 
 
 Score =  212 bits (539), Expect = 1e-52,   Method: Compositional matrix adjust. 
 Identities = 145/433 (33%), Positives = 227/433 (52%), Gaps = 51/433 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ AL   T  ++NL + +D   M+ AL              
Sbjct: 11  QIYTTIQLPSSKSISNRALIINALGNRTFQLENLSDCDDTQVMIHALN------------ 58 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          D K  + +    AG AMR LTA ++   G  T ++ G  RM++RP 
Sbjct: 59  ---------------DGKNTIDIM--AAGTAMRFLTAYLSVTPG--TRIITGTQRMQQRP 99 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA+++  +    PP+R+ G   L    + L G+ISSQY+SALLM AP+  
Sbjct: 100 IQVLVNALRELGAEIEYIINDGYPPLRITG-HKLQKDTISLPGNISSQYISALLMIAPIL 158 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW-DRFYIK-GGQKYKSPKNAYVE 251 
              + + +  ++IS PY+ +TL+LM  FG KA+    W + + +K   Q Y+S    YVE 
Sbjct: 159 SNGLALTLTGEIISRPYINLTLQLMNDFGAKAK----WLNEYQLKVEPQPYQSIP-FYVE 213 
 
Query: 252 GDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G   TS QGD K AE+ +++G +  +    VT+    
Sbjct: 214 SDWSAASYWYQIAALSNKAEIILPGLFETSYQGDSKVAEIFQLLGIESIYGNKMVTLKK- 272 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  K  + +D +    PD+A T  V     + P     + S ++KET+R+ A+  E 
Sbjct: 273 -----TDKIAERLDYDFINQPDLAQTFVVTCALMNIPFRFSGLQSLKIKETDRITALIKE 327 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVP-VTIRDPG 426 
           + KLG  + E  D  +    E+  +T   AIDTY+DHRMAMAF+   C  +P + I +P  
Sbjct: 328 MGKLGYILHEIDDRILSWEGERCEMTADAAIDTYEDHRMAMAFA-PVCVVMPEIRINNPQ 386 
 
Query: 427 CTRKTFPDYFDVL 439 
              K++P Y++ L 
Sbjct: 387 VVSKSYPYYWEDL 399 
 
 
>gb|EFW82034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. glycinea str. B076] 
 gb|EFW86346.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
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           pv. glycinea str. race 4] 
          Length = 418 
 
 Score =  211 bits (538), Expect = 1e-52,   Method: Compositional matrix adjust. 
 Identities = 152/438 (34%), Positives = 228/438 (52%), Gaps = 47/438 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+++G +V    G  CPPV + G GGL  G++++ G++SSQY+SALLMA    
Sbjct: 126 PIGPLVDALQRMGVEVSAPSG--CPPVAIKGKGGLEAGRIEIDGNLSSQYVSALLMAGAC 183 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G VE+ +    I    YV++TL  M+ FG  V+A    +W          Y++  + + 
Sbjct: 184 GKGPVEVALTGSEIGARGYVDLTLAAMQAFGAEVQAIGETAWK----VSATGYRA-TDFH 238 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E DAS+A+Y  A  A+T G + +        Q D   ++++                   
Sbjct: 239 IEPDASAATYLWAAQALTEGDIDLGVASDAFTQPDALASQIIASF--------------- 283 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                    ++ A+ ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A+   
Sbjct: 284 --------PNMPAV-IDGSQMQDAIPTLAVLAAFNRQPVRFVGIANLRVKECDRISALSH 334 
 
Query: 370 ELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            L  +  G +VEEG D  +   P     T    IDT+ DHR+AM F+LA      + I D 
Sbjct: 335 GLCAIAPGLAVEEGDDLLVHANPALAGTTVDALIDTHSDHRIAMCFALAGLKIAGIRILD 394 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P C  KT+P Y+D L++  
Sbjct: 395 PDCVGKTYPGYWDALASL 412 
 
 
>ref|ZP_06254597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella oris 
           F0302] 
 gb|EFB33067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella oris 
           F0302] 
          Length = 412 
 
 Score =  211 bits (538), Expect = 1e-52,   Method: Compositional matrix adjust. 
 Identities = 146/437 (33%), Positives = 227/437 (51%), Gaps = 46/437 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I  TVKLP SKS+SNR L++ AL+    V DNL + +D   ++ AL+T+  +++     
Sbjct: 9   QHIDTTVKLPASKSISNRALIIQALAGDNVVPDNLSDCDDTEVIIEALKTMPETID---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  +G AMR +TA ++ + G   +VL G  RM++R 
Sbjct: 65  -------------------------IKASGTAMRFMTAYLSVSEGE--HVLTGTDRMKQR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ LGAD+        PP+R+ G   L GG +++SGSISSQ++SALL+  P+ 
Sbjct: 98  PIAVLVDALRYLGADIAYEGEAGFPPLRIKG-RRLEGGYLEISGSISSQFISALLLIGPM 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +E+++ D +IS PY+++TL +M  FG   E +D      I    K  + +  Y+E  
Sbjct: 157 LEKGLELKMTDTIISRPYIDLTLCMMRDFGAAVEWTDV---DTISVAPKPYTSRRYYIES 213 
 
Query: 253 DASSASYFLAGAAITG---GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S+ SY+    A++     TV +EG    S QGD     +  ++G K ++  T   V   
Sbjct: 214 DWSAGSYWYEIMALSDDSEATVRLEGLMDGSRQGDSVVKYIFSLLGVKTSFETTDPCV-- 271 
 
Query: 310 PPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            P     R+H   L  ++ +    PD+A TL V     D     + +A+ R+KET+R+ A 
Sbjct: 272 -PNTVTLRRHKCLLPRLEYDFTGSPDLAQTLVVCCALMDIKFHFKGLATLRIKETDRIEA 330 
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Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           ++TEL KLG  +    D  +    E+   T  AIDTY+DHRMA+AF+  A     + I + 
Sbjct: 331 LKTELRKLGYVLHNVGDSELFWDGERCEPTGEAIDTYEDHRMALAFAPVALKCPGLQISN 390 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
           P    K++PDY+  L T 
Sbjct: 391 PEVVSKSYPDYWKDLQT 407 
 
 
>ref|YP_447541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosphaera 
           stadtmanae DSM 3091] 
 sp|Q2NH05.1|AROA_METST RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABC56898.1| AroA [Methanosphaera stadtmanae DSM 3091] 
          Length = 426 
 
 Score =  210 bits (535), Expect = 3e-52,   Method: Compositional matrix adjust. 
 Identities = 145/443 (32%), Positives = 239/443 (53%), Gaps = 29/443 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ ++ I +ISG +K P SKS S+R  + AAL+EG +++ + L S D    L A   LG  
Sbjct: 2   DLQVEKINKISGVIKAPASKSYSHRAFIAAALAEGQSILRDPLYSADTIATLEACEQLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY-VLD 124 
             +  +   + +V G  G     +   +V+    N+G ++R L++ V A    A Y +   
Sbjct: 62  LFQ--RYPDKCIVQGTAGYIRTPENIIDVK----NSGTSVRILSS-VAAIAPRANYTIFT 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R+RP+ DL+  L+ LG  +        PP+ V G  G  GG+  + G +SSQ++S 
Sbjct: 115 GDESLRKRPMQDLIDALENLGVQISSSQSNGTPPIIVKG--GFEGGQTDIKGDVSSQFIS 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS----WDRFYIKGGQ 240 
           +++MAAP +   V + +    +S PYV MTL ++ +FG+  E+  +    +  +YI+  Q 
Sbjct: 173 SIIMAAPYSKKPVTLNVKGTFVSKPYVNMTLSVISKFGIDFEYDTTNIPEYSSYYIE-PQ 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KY++  +  +EGD SSASY LA AA+    +TV+     S+QGD    ++++ MGA+VT  
Sbjct: 232 KYEA-TDYTIEGDYSSASYILAAAAMLPSNLTVKNLYKDSMQGDKIIIDIIKKMGAEVTV 290 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            +  + +     E  G  +LKA D+N+   PD+  T++++   A+G + I  V   R KE 
Sbjct: 291 DDDQIHI-----ESDG--NLKAFDINLEDAPDLLPTISILMAQAEGVSKITGVEHARFKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEV 418 
           T+R+     EL  +G  VEE  D  II    K N T   +D++ DHRM MAF +       
Sbjct: 344 TDRVHNCAVELENVGVDVEELQDGLII----KGNPTGGYVDSHMDHRMVMAFYVLGLKIG 399 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLST 441 
            + I+D  C   +FP++ +V+ T 
Sbjct: 400 NIIIKDASCYDISFPNFLEVMHT 422 
 
 
>ref|ZP_07329272.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetivibrio 
           cellulolyticus CD2] 
 gb|EFL59436.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetivibrio 
           cellulolyticus CD2] 
          Length = 422 
 
 Score =  210 bits (534), Expect = 4e-52,   Method: Compositional matrix adjust. 
 Identities = 149/428 (34%), Positives = 227/428 (53%), Gaps = 24/428 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++G VK+PGSKS + R L +A+L+ G + V N L S D    +   + LG  +  DK   
Sbjct: 9   KVNGRVKIPGSKSHTIRALFMASLAGGESQVYNPLISSDALSAVEVCKALGAQI--DKLD 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +  + G  G  P   A     + +GN+G  +R       AA G    V  G  ++R RP 
Sbjct: 67  NKYTIKGFNGS-PCTPAD---VINVGNSGTTLR--LGVYLAALGEGYTVFTGDYQVRRRP 120 
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Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G L+  +  LG +       D  PV V G   L GGK +L  S++SQ+LS++L+++PL  
Sbjct: 121 LGPLIKAINNLGGEAFATRNNDMAPVVVRG--KLKGGKTELD-SVTSQFLSSILISSPLV 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E+ I  +L  IPYV++T   M++ G+K E+++ +  FYI G QKY+ P N  + GD 
Sbjct: 178 DKDTEVNIT-RLNEIPYVDITTWWMDKLGIKYENNE-YKSFYIPGNQKYQ-PFNVTIPGD 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SSA++F   AAI+G    +E    T  QGD +   +LE MGAKVT    S+ + G     
Sbjct: 235 FSSATFFAVLAAISGEEFVLENLDITDPQGDKEVFSILEDMGAKVTRGRDSIIIKG---- 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  +D++MN +PD    +AV   FA G T + +V   R+KET+R+  +  +L K 
Sbjct: 291 ----DTLTGMDIDMNAIPDALPAMAVAGCFAKGETRLLNVPQARLKETDRIHVMCEQLGK 346 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG-CTRKTF 432 
           +GA++EE  D  II    KL    ++  DDHR+ M+ ++A       TI D       TF 
Sbjct: 347 MGANIEELEDGLIIR-ESKLKGCQVNGCDDHRIVMSLAIAGLNSEGETIIDSAEAINVTF 405 
 
Query: 433 PDYFDVLS 440 
           P++   +S 
Sbjct: 406 PEFVSNVS 413 
 
 
>ref|YP_003708293.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus voltae 
           A3] 
 gb|ADI37320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus voltae 
           A3] 
          Length = 456 
 
 Score =  209 bits (533), Expect = 5e-52,   Method: Compositional matrix adjust. 
 Identities = 142/462 (30%), Positives = 237/462 (51%), Gaps = 40/462 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +++ P K+I+GTV  P SKS ++R ++ A L+ GT+ +   L S+D    L A++ LG + 
Sbjct: 2   LLVNPTKKINGTVYAPPSKSYTHRAVICAGLANGTSKIIQPLKSQDCISSLNAMKALGST 61 
 
Query: 67  VEADKAAKRAV-----VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           ++  K+    +      +   G   V     +  + +GN+G  +R LT+ V+    N+   
Sbjct: 62  IDIKKSNDDELENEVWTISSDGNLKVP----KNVIDIGNSGTTLRILTSLVSQIPHNSIA 117 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           +L+G   +R+RP+G L+  L QL  +V   L  D     V     + G  VK++G +SSQ 
Sbjct: 118 ILNGDESIRKRPMGPLIEALSQLNIEV---LSNDNKAPLVVKSSKIDGNIVKITGDMSSQ 174 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-------- 233 
           ++S+L+M  P    D +I I   L S PY+ +T+ L+++FGV  +  +  +          
Sbjct: 175 FISSLMMLLPFNTQDSKILIEGDLKSEPYLNITIDLLDKFGVSIKKDEINNINNINKKNK 234 
 
Query: 234 -------FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
                  + IK  Q YK+  +  VEGD SSASY +A   +    +T++     S QGD + 
Sbjct: 235 TNKKENAYLIKANQTYKAT-DYIVEGDYSSASYLIALGVLLDSDITIKNLFKDSKQGDKE 293 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
              +++ MGA +   +  V +         +  LK ID+++   PD+  TLAV+  FA+G 
Sbjct: 294 IINIVKRMGADLEIRDDEVIIKN------SKFKLKGIDIDVKNTPDLVPTLAVLGCFAEG 347 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-----PPEKLNVTAIDTY 401 
            T I +    R+KE +R++A   EL K+GA +EE PD  II        E L    ++TY 
Sbjct: 348 TTTIYNGEHVRIKECDRLMACTKELKKMGAKIEEKPDGLIIQGLDIDNGETLKGAELETY 407 
 
Query: 402 DDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            DHR+ MAF++A   A+    I+       +FP++ DV+ +  
Sbjct: 408 HDHRLIMAFTMAGMLAKGQTKIKGEEAVSISFPNFVDVIKSI 449 
 
 
>ref|ZP_03206915.1| hypothetical protein BACPLE_00528 [Bacteroides plebeius DSM 17135] 
 gb|EDY97018.1| hypothetical protein BACPLE_00528 [Bacteroides plebeius DSM 17135] 
          Length = 410 
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 Score =  209 bits (533), Expect = 5e-52,   Method: Compositional matrix adjust. 
 Identities = 147/443 (33%), Positives = 218/443 (49%), Gaps = 52/443 (11%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I + P  +I   ++LP SKS+ NR L++ AL+  T   +NL + +D   M+ AL  +  + 
Sbjct: 4   IEITPPADIQTCIQLPSSKSICNRALIINALAASTCRPENLSDCDDTRVMIEALTHMPET 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++                             +  AG AMR LTA ++   G  T++L G  
Sbjct: 64  ID-----------------------------IMAAGTAMRFLTAYLSVTPG--THILTGT 92 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RMR+RPI  LV  L  LGA ++       PP+++ G   L G  + L G++SSQY+SAL 
Sbjct: 93  ERMRQRPIKILVDALTSLGAQIEYTENEGYPPLKITG-KALEGHSLCLPGNVSSQYISAL 151 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM  P+    + +E+  ++IS PY+ +TL++M+ FG KAE +   D         Y  P  
Sbjct: 152 LMIGPMLAHGLNLELEGEIISRPYINLTLKVMKDFGAKAEWTS--DHTLQVAPHPYH-PI 208 
 
Query: 247 NAYVEGDASSASYFLAGAAITG--GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             YVE D S+ASY+    A++     VT+ G    S QGD K AE+ E +G        S 
Sbjct: 209 PYYVESDWSAASYWYEIVALSKHEAVVTLPGLFAQSPQGDAKVAELFEQLGVCTQREGNS 268 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           VT+           H   ++ N    PD+A T  V       P     + S ++KET+RM 
Sbjct: 269 VTLKK------THPHTDRMEYNFVNQPDLAQTFVVTCAMLGIPFRFSGLQSLKIKETDRM 322 
 
Query: 365 VAIRTELTKLGASVEEGPDYCI------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
            A+  E+ KLG  +EE     +       TP E     AIDTY+DHRMAMAF+ AA     
Sbjct: 323 AALIAEMRKLGYVLEESEGSVLSWTGTRCTPDES---PAIDTYEDHRMAMAFAPAALCNS 379 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLST 441 
            + IR+P    K++P +++ L T 
Sbjct: 380 TLRIRNPHVVSKSYPRFWNDLLT 402 
 
 
>ref|YP_001239786.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bradyrhizobium sp. 
           BTAi1] 
 gb|ABQ35880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bradyrhizobium sp. 
           BTAi1] 
          Length = 418 
 
 Score =  209 bits (532), Expect = 6e-52,   Method: Compositional matrix adjust. 
 Identities = 159/441 (36%), Positives = 231/441 (52%), Gaps = 43/441 (9%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++ P   + G V  PGSKS++NR LLLAAL+ GT+ +   L S D   M  ALR +G+ V 
Sbjct: 8   IIPPAHPLVGRVTPPGSKSITNRALLLAALARGTSRLTGALKSRDTTLMAAALRQMGVVV 67 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D+    + VV   G+     ++ +  L LGNAG AMR LTAA  AA  + T +LDG   
Sbjct: 68  --DEPDDTSFVVTSPGRL----SRPDQPLMLGNAGTAMRFLTAA--AALCDGTVILDGDD 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            MR+RPIG L+  ++ LG  +     T CPPV V G G    G+V++ G++SSQY+SALL 
Sbjct: 120 AMRKRPIGPLLTAMQSLG--IAAVAPTGCPPVTVQGRGHFGSGRVEIDGALSSQYVSALL 177 
 
Query: 188 MAAPLALGDVEIEIIDK-LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           MAA    G +E+ +  K L +  YV++T+  M  FG K E     DR   +      +   
Sbjct: 178 MAAADGQGQIEVVLAGKDLDARGYVDLTVAAMTAFGAKVELV---DRTTWRVAPTGYTAT 234 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VE DAS+++Y  A  A+T G + +        Q D K A+++ M              
Sbjct: 235 DFVVEPDASASTYLWAAEALTQGRIDLGVPIEAFTQPDAKAAQLIRMF------------ 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                       HL  + ++ ++M D   TLAV+A F   P     +A+ RVKE +R+ A 
Sbjct: 283 -----------PHLPTV-IDGSQMQDAVPTLAVLAAFNATPVRFTGIANLRVKECDRIRA 330 
 
Query: 367 IRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPVT 421 
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           + TEL+++  G   E+G D  +   P     T    I+TY+DHR+AM+F+LAA     +  
Sbjct: 331 LATELSRIRPGLGREDGDDLIVAADPGLAGQTLPARIETYEDHRIAMSFALAALRIGGIV 390 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I DP C  KT+P Y+D L    
Sbjct: 391 ILDPACVGKTYPGYWDALRAL 411 
 
 
>ref|NP_988325.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcus 
           maripaludis S2] 
 sp|Q6LXY8.1|AROA_METMP RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 emb|CAF30761.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Methanococcus 
           maripaludis S2] 
          Length = 429 
 
 Score =  209 bits (532), Expect = 6e-52,   Method: Compositional matrix adjust. 
 Identities = 141/444 (31%), Positives = 234/444 (52%), Gaps = 25/444 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V++    I G +  P SKS ++R ++ A+L+ G + + N LN  D      A    G   
Sbjct: 2   LVVKKTPYIKGILSAPPSKSYTHRAVICASLANGLSNLKNPLNGADCLSSAHACEMFG-- 59 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E     ++ +V+G   K P      +  + +GN+G  +R LT  +++   N   VL G  
Sbjct: 60  AEIGLGNEKWIVMGSELKTP------DNIVDIGNSGTTLRILTG-ISSQISNGYTVLTGD 112 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             +R+RP+  L+  LKQLG  + CF   +    P+ V   G +    V++ G +SSQ+++ 
Sbjct: 113 DSIRKRPMQPLLDALKQLG--LICFSTKNNGTAPIVVKS-GKISSNVVEIRGDMSSQFIT 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKY 242 
           +L+M  P +  D EI +   L S PY+ +T+ ++++FGVK    +  ++  + IKG Q Y 
Sbjct: 170 SLMMTLPFSEDDSEIILTTPLKSEPYLNITIDVLDKFGVKIGKIEEKNKSGYKIKGNQTY 229 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K P +  +EGD SSASY +A   +    + ++     S QGD +  E+++ MGA V   + 
Sbjct: 230 K-PCDYTIEGDYSSASYLVAAGVLLNSDIVIKNVFKDSKQGDREIIEIVKKMGADVEIND 288 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            +V +TGP         L  I++++  +PD+  T+AV+  FA G T + +    R+KE + 
Sbjct: 289 DNVKITGP-------YELNGIEIDVTDIPDLVPTIAVLGCFAKGKTVVYNGEHVRLKECD 341 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+ A   EL+K+GA +EE  D  IIT   KLN   + TY DHR+ MAF++A   A+     
Sbjct: 342 RLAACTAELSKMGARIEEKKDGLIITGVHKLNGAKLKTYHDHRLVMAFTIAGMLADGETI 401 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I      + +FPD+ D + +   N 
Sbjct: 402 IEGEDSVKISFPDFVDKMKSIGSN 425 
 
 
>ref|YP_003424319.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA 
           [Methanobrevibacter ruminantium M1] 
 gb|ADC47427.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA 
           [Methanobrevibacter ruminantium M1] 
          Length = 455 
 
 Score =  209 bits (532), Expect = 7e-52,   Method: Compositional matrix adjust. 
 Identities = 154/456 (33%), Positives = 244/456 (53%), Gaps = 38/456 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++   +I+GTVK P SKS S+R ++LA+LSEG + + ++L SEDV   + A   LG  ++ 
Sbjct: 5   IKNFSKINGTVKAPSSKSYSHRAVILASLSEGKSKLFDVLYSEDVLSTIRACEALGARID 64 
 
Query: 69  ADK----------AAKRAVVVGCGGKFP-VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 117 
             K                V G GGK   V D      + L N+G  +R +T+   AA   
Sbjct: 65  KKKEIILKGDKSQTVDYLEVYGTGGKLHNVSDDPSSDMIDLANSGTTLRIMTSV--AALS 122 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 561



 

 

Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +   +  G   ++ RP+G L+  L+ LG  ++     +  P+++    G  GG+  + GS 
Sbjct: 123 DNEVIFTGDDSLKTRPMGALIDALETLGVKIESLNENNKAPLKI--YPGYEGGQTDILGS 180 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV-------------K 224 
           ISSQ++S++L++APL+   VE+E+  + +S PYV+MT+ ++E+FG+             K 
Sbjct: 181 ISSQFISSILISAPLSENGVELEVYPEFVSKPYVDMTISILEKFGISVEEEEYQFHETCK 240 
 
Query: 225 AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 284 
            EH+D     +I   QKY +  +  VEGD SSASY LA  AI GG + V+     S QGD 
Sbjct: 241 KEHTDCLGVKFIVKPQKYIAS-DYIVEGDFSSASYLLAATAIAGGYIRVQNLFADSKQGD 299 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
               ++LE MGA VT  +  V++           +LK IDVN++  PD+ +T+AV+   A 
Sbjct: 300 KLILDILEEMGANVTVFDDYVSLRSDG-------NLKGIDVNLSNAPDLLLTVAVLGALA 352 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           +G T I  V   R+KET+R+     EL KLG  +EE  D   I     ++   ++++ DH 
Sbjct: 353 EGKTTISGVKHGRLKETDRIDTTCRELEKLGCKLEEFEDGMTIY-GNTISDGIVESHGDH 411 
 
Query: 405 RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           R+AMAFSL       V + +  C   +FP++ + ++ 
Sbjct: 412 RLAMAFSLIGLKH-DVEVENGECFDVSFPNFIEAMA 446 
 
 
>ref|YP_003850067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermobacter 
           marburgensis str. Marburg] 
 gb|ADL58754.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermobacter 
           marburgensis str. Marburg] 
          Length = 421 
 
 Score =  208 bits (530), Expect = 1e-51,   Method: Compositional matrix adjust. 
 Identities = 152/422 (36%), Positives = 232/422 (54%), Gaps = 26/422 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+SGTVK P SKS ++R +++AAL++G + + + L +ED    + A R  G+ +E ++   
Sbjct: 10  ELSGTVKAPPSKSYTHRAVIVAALADGISEIRDPLVAEDTLSSVEACRAFGVDIEGNE-- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +  V G GG+    D      ++LGN+G  +R +T+ V     N T VL G   +R RP 
Sbjct: 68  -KWSVTGSGGELETPDD----VVYLGNSGTTLRIMTS-VAGLAENYT-VLTGDESLRTRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  L+  LK LG +         PPV + G  G  GG+  + GS+SSQ++S++L+AAPL+ 
Sbjct: 121 MQPLLDALKPLGVEAVSSRMNGLPPVIIKG--GFRGGETSIEGSLSSQFISSILIAAPLS 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G V++++  + IS PYV+MTL +ME+F V  E+SD    F ++   +Y+  +   VEGD 
Sbjct: 179 EG-VDLKVEGEFISRPYVDMTLDVMEKFSVPVEYSDGV--FSVEP-SRYRG-RTYTVEGD 233 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SSASY     A+ GG V +E     S QGD    +++  MGA V   +  V V+      
Sbjct: 234 YSSASYLAGAVAVAGGEVRIENLFRDSRQGDRIILDIISEMGADVVVGDNHVVVSST--- 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  +  +++  PD+  T+AV+   ADG T IR V   R KET+R+    TEL K 
Sbjct: 291 ----GELSGVQADLHDAPDLLPTVAVLGALADGRTEIRGVEHARYKETDRIRTCATELGK 346 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG  V+E  D  +I    +  V  + ++ DHR+AMAF+L    E  +TI D      +FP 
Sbjct: 347 LGVDVKELRDGMVIEGGVRGGV--VSSHGDHRLAMAFTLIGLRE-GITIMDGEVFSVSFP 403 
 
Query: 434 DY 435 
           D+ 
Sbjct: 404 DF 405 
 
 
>ref|YP_002506738.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulolyticum H10] 
 sp|B8I5M2.1|AROA_CLOCE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACL76758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulolyticum H10] 
          Length = 422 
 
 Score =  208 bits (530), Expect = 1e-51,   Method: Compositional matrix adjust. 
 Identities = 137/400 (34%), Positives = 219/400 (54%), Gaps = 23/400 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +ISG++ +PGSKS + R L LA L++GT+V+ N L S D    +   R  G + + +  + 
Sbjct: 9   DISGSISIPGSKSHTIRSLFLAGLAKGTSVIRNPLLSTDAVSGVNVCRAFGSTYDLNNES 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +G   + P      E  + +GN+G ++R     +TAA  +   V  G  ++R+R  
Sbjct: 69  YVVNGMGACPQVP------ENVIDVGNSGTSLR--LGLMTAALVDGYTVFTGDYQIRKRQ 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG LV  +  LG       G +  PV + G     GG  KL   ++SQYLS++L+  PL  
Sbjct: 121 IGPLVEAINNLGGKAFTTRGNESAPVVIKGRA--TGGYTKLD-CVTSQYLSSILLNTPLL 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  +EI  +L  IPYVE+TL  +++ G+K  H +S   F+I GGQ+Y+ P    + GD 
Sbjct: 178 EKDTHVEIT-RLNEIPYVEITLWWLDKLGIKYSH-NSMKEFFIPGGQQYR-PFECTIPGD 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SSA++F+  AAI+   + +     +  QGD    ++L  MGA++ +   ++ + G     
Sbjct: 235 FSSATFFMVQAAISERELVLTNLDMSDPQGDKAVLDILADMGAEIKYDHNNIKIKG---- 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               K LK  +++MN +PD    +AV A FA G T + +V   R+KET+R+  + +ELTK 
Sbjct: 291 ----KSLKGREIDMNSIPDALPAMAVAACFAKGETRLVNVPQARLKETDRISVMCSELTK 346 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           +GA + E PD  +I    KL+  A+  YDDHR+ M+ ++A 
Sbjct: 347 MGADISELPDGLVIR-ESKLHGAAVKGYDDHRIVMSLAIA 385 
 
 
>ref|YP_004262686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellulophaga lytica 
           DSM 7489] 
 gb|ADY29815.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellulophaga lytica 
           DSM 7489] 
          Length = 409 
 
 Score =  208 bits (530), Expect = 1e-51,   Method: Compositional matrix adjust. 
 Identities = 152/429 (35%), Positives = 227/429 (52%), Gaps = 48/429 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++  +K+ GSKS SNR+LLL AL     + +NL NS+D                     
Sbjct: 11  KTLNSAIKITGSKSESNRLLLLQALYPNIKI-ENLSNSDD-------------------- 49 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              A+V+  G K     +K EV +   +AG AMR LT   +   G    VL G  RM ER 
Sbjct: 50  ---AIVMQKGIKV----SKGEVDIH--HAGTAMRFLTTYFSCQDGKEV-VLTGSKRMTER 99 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  LK LGAD+     +  PP+ + G   +   KV L  +ISSQY+S+L++ AP  
Sbjct: 100 PIGVLVDALKSLGADITYLENSGYPPLHIKG-KKITTNKVSLPANISSQYISSLVLTAPS 158 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA--YV 250 
               +E+E++ K+ S+PY++MTL L+ + GV+    +S++   IK   K KS  N    V 
Sbjct: 159 LDNGLELELVGKITSVPYIKMTLALLTQIGVE----NSFEGNTIKVAPK-KSVSNTTLVV 213 
 
Query: 251 EGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           E D SSASYF +  A++  G  +T+      SLQGD   A++    G + T+ +  V +  
Sbjct: 214 ESDWSSASYFYSIVAMSAVGTEITLSAYKKDSLQGDSVLADIYTDFGVETTFLDAKVVL- 272 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
               +    K  + I  +++  PD+A T+AV          +  + + ++KET+R+ A++ 
Sbjct: 273 ----KKITDKETQEITKDLSNAPDIAQTIAVTVFGLGLGCHLTGLHTLKIKETDRLEALK 328 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
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           TELTKLGAS+        I P  K+N   AIDTY+DHRM MAF+  A  +  + I D G  
Sbjct: 329 TELTKLGASITVTDKTLTIKPTTKINKDIAIDTYNDHRMGMAFAPLAL-KTNLFINDAGV 387 
 
Query: 428 TRKTFPDYF 436 
             K++PD++ 
Sbjct: 388 VSKSYPDFW 396 
 
 
>ref|YP_004260363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           salanitronis DSM 18170] 
 gb|ADY37890.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           salanitronis DSM 18170] 
          Length = 421 
 
 Score =  208 bits (529), Expect = 1e-51,   Method: Compositional matrix adjust. 
 Identities = 140/444 (31%), Positives = 224/444 (50%), Gaps = 58/444 (13%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L P   I  T++LP SKS+ NR L++ ALS+    + NL + +D   ++ AL+ +  + 
Sbjct: 14  ISLVPPASIHATIQLPSSKSICNRALIINALSQNHAQLRNLSDCDDTRVLISALQDMPDT 73 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++                             +G AG AMR LTA ++   G  T++L G  
Sbjct: 74  ID-----------------------------IGAAGTAMRFLTAYLSVNEG--THLLTGT 102 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM++RPIG L   L++ GA ++       PP+R+ G   L   ++ L G++SSQY+SAL 
Sbjct: 103 PRMQQRPIGILANALREAGAHIEYAGKEGYPPLRITG-SRLTHNEITLPGNVSSQYISAL 161 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM  P     +++ +   +IS PY+++TL LM+ FG  A+ SD   + Y++    Y++P  
Sbjct: 162 LMIGPALPDGLKLTLTGTVISRPYIDLTLELMQAFGAHAQWSDE-HQLYVE-PHPYQAPA 219 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           + Y+E D S+ASY+    A+     + + G    SLQGD + A +   +G +  +    V 
Sbjct: 220 SYYIESDWSAASYWYEICALMPEAEIELPGLFRKSLQGDARVARLFSALGVETRYENDKV 279 
 
Query: 306 TVTGPPREPFGRKHLKA--IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +T        +  +K   ++ +    PD+A T  V     D P     + S ++KET+R 
Sbjct: 280 LLT--------KSDIKTSRMEYDFINQPDLAQTFVVTCALLDVPFRFSGLQSLKIKETDR 331 
 
Query: 364 MVAIRTELTKLGASVEE--------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           M A+  E+ KLG  + E          + CI  P  +    AIDTY+DHRMAMAF+ A   
Sbjct: 332 MAALIKEMKKLGYVLNETDGSILSWNGERCI--PDAR---PAIDTYEDHRMAMAFAPACI 386 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVL 439 
               + I +P    K++P Y+D L 
Sbjct: 387 IVDNLFINNPQVVSKSYPHYWDDL 410 
 
 
>ref|ZP_07978543.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SA3_actG] 
 ref|ZP_07982994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SA3_actF] 
          Length = 427 
 
 Score =  207 bits (528), Expect = 2e-51,   Method: Compositional matrix adjust. 
 Identities = 157/426 (36%), Positives = 229/426 (53%), Gaps = 27/426 (6%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEG-TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           ++PGS+SL+NR LLL+A  EG T+ +   L SED      AL  LG  V+  + A  A+  
Sbjct: 14  RIPGSESLTNRALLLSAAGEGATSELSYPLVSEDTIAFAEALTRLGARVQ--RPAGSALW 71 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
              GG+      +   +++  +AG A R L     AA G   +  +G  ++  RP+  L  
Sbjct: 72  RVTGGR-----PRGAARVWCADAGTAARFLP--FFAATGTGDFTFEGSAQLTARPVAPLA 124 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L++LGA V    G   P +RV    GL GG + + GS+SSQ+LS LLMAAPL  G +  
Sbjct: 125 EALRRLGARVSTAEGGRLP-LRVRS-AGLDGGDLDIDGSLSSQFLSGLLMAAPLLRGPLT 182 
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Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           + +  +++S PY +MTL LM  FG +       + F ++    Y++     VE DAS+AS 
Sbjct: 183 VRV-REVVSRPYADMTLALMRHFGAEVAEPSPGE-FAVRP-TGYRA-AGLRVEPDASTAS 238 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT--GPPREPFG 316 
           YF A AA+ GG+VTV G    SLQGDV+F +VL   GA+V +  T +TV+  GP R  F  
Sbjct: 239 YFFAAAAVVGGSVTVGGLSRDSLQGDVRFVDVLARAGARVEYGATGITVSGNGPLRGGF- 297 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
                   V+M ++ D  MTLA +A  AD P  +  +   R+KE++R+ A+   L   G  
Sbjct: 298 -------TVDMGEISDTFMTLAAIAPLADAPVTVTGIGHARLKESDRIEAVSRNLRACGV 350 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
             E G D+ I   P  +   +I  + DHR+AMAF++       +T+ DP C  KTFP +  
Sbjct: 351 RAETGADW-ITVHPGPVTPASIACHRDHRIAMAFAVLNLRTGNLTLDDPACVAKTFPGFH 409 
 
Query: 437 DVLSTF 442 
           + L  F 
Sbjct: 410 EELHRF 415 
 
 
>gb|EFP78589.1| pentafunctional AROM polypeptide [Puccinia graminis f. sp. tritici 
           CRL 75-36-700-3] 
          Length = 1482 
 
 Score =  207 bits (527), Expect = 2e-51,   Method: Compositional matrix adjust. 
 Identities = 168/455 (36%), Positives = 241/455 (52%), Gaps = 51/455 (11%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEAD 70 
           IKEI  T++ PGSKS+SNR L+LAAL  GT  + NLL+S+D   M+ AL  + G S   + 
Sbjct: 270 IKEI--TIRTPGSKSISNRALILAALGNGTCRLKNLLHSDDTQVMINALEEMKGASFSWE 327 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT----AAGGNATYVLDGV 126 
                 VV G  GK       + V  +LGNAG A R LT   +         ++ V+ G  
Sbjct: 328 DNGATLVVSGGAGKLSSPANGKHV--YLGNAGTAARFLTTVCSLVKSQVSNQSSTVITGN 385 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM+ERPIG LV  L+  G  +D      C P+R++   G PGG ++L+ S+SSQY+S++ 
Sbjct: 386 ARMQERPIGPLVDTLRTNGVQIDYLRNEGCLPLRISPEDGFPGGMIELAASVSSQYVSSV 445 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L++AP A   V + ++               +ER    A    S + + I  G  YK+P  
Sbjct: 446 LLSAPFAQAPVTLSLVG--------------VERVKDPATGLPS-NTYRIPNG-TYKNPP 489 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSV 305 
              +E DASSA+Y LA AA+ G ++T+E  G+ SLQGD +FA +VLE MG +V  TE    
Sbjct: 490 VYEIESDASSATYPLAMAALNGLSITLETIGSGSLQGDAQFAKKVLEPMGCQVIQTERET 549 
 
Query: 306 TVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP--------TAIRDVASW 356 
            V GP         L+ + +++M +M D  +T  VV   A  P        T I  +A+  
Sbjct: 550 KVIGPST----VSELRQLGEIDMEEMTDAFLTACVVLGVAVQPSEKEQKMSTRIIGIANQ 605 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKL----NVTAIDTYDDHRMAMAF 410 
           RVKE  R+ A+  EL K+G   +E  D   +  TP + L    +   I+ YDDHR+AMAF 
Sbjct: 606 RVKECNRIAAMVAELGKMGIHAQELEDGIEVFGTPVDALAKRGDQVRINCYDDHRIAMAF 665 
 
Query: 411 SLAACAEVP----VTIRDPGCTRKTFPDYFDVLST 441 
           S+     VP    + + +  C  KT+P ++D LST 
Sbjct: 666 SV--LGTVPGGKGLILNEKRCVEKTWPSWWDDLST 698 
 
 
>ref|YP_003615995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           infernus ME] 
 gb|ADG13031.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocaldococcus 
           infernus ME] 
          Length = 425 
 
 Score =  207 bits (527), Expect = 3e-51,   Method: Compositional matrix adjust. 
 Identities = 135/440 (30%), Positives = 237/440 (53%), Gaps = 21/440 (4%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
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           ++++  + + G VK P SKS ++R ++ A+L+EG +++ + LN  D    +   R LG   
Sbjct: 2   LIVRKTEHLEGKVKAPPSKSYTHRAVISASLAEGKSLIKDPLNGRDCLASVRGCRLLGAK 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +   K +++   V  GGK    +  E+V + +GN+G  +R LT+ +++       +L G  
Sbjct: 62  I---KTSEKCWEVE-GGKI---ETPEDV-IDVGNSGTTLRILTS-ISSLIPKGYAILTGD 112 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R+RP+  L++ L+Q+             P+ V     + G KV++ G +SSQ++++L 
Sbjct: 113 SSIRKRPMEPLLLALRQINVKAYSSRLNGLAPIIVES-SKMKGNKVEIRGDVSSQFITSL 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +M  P    D  I +   L S PY+++T+ ++  FGV+ E  ++   + + G Q+Y+    
Sbjct: 172 MMLLPFNEEDTNIILTSPLKSKPYLDITIDVLSHFGVRVEEVENG--YLVYGNQRYRCC- 228 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD SS+SY +A   +    + +E     S QGD +  E+L+ MGA +   +  V  
Sbjct: 229 DYTVEGDYSSSSYIIAAGVLINSNIVIENLFRDSKQGDKRIIEILKEMGADIKVKKDRVE 288 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G         +L+ +++++N +PD+  TLAV+A FA+G T I +    R KE +R+ A 
Sbjct: 289 IEG-------EYNLEGVEIDVNDIPDLVPTLAVLACFAEGKTVIYNGEHVRYKECDRLRA 341 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
             TEL K+GA +EE  D  II    KL    ++TY DHR+ MAF+ A   AE    IR   
Sbjct: 342 CYTELKKMGADIEERRDGLIIRGVRKLKGAELETYHDHRLVMAFTAAGLKAEGETVIRGE 401 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
              + +FP++ +V+ +   N 
Sbjct: 402 ESVKISFPNFVEVMKSLGAN 421 
 
 
>ref|ZP_05392022.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
 ref|ZP_06856903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
 gb|EET87525.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
 gb|EFG86225.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
          Length = 426 
 
 Score =  206 bits (525), Expect = 4e-51,   Method: Compositional matrix adjust. 
 Identities = 141/441 (31%), Positives = 233/441 (52%), Gaps = 28/441 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +++ P K +SG V++P SKS  +R ++ A LS G + + N++ SEDV     A++ LG+  
Sbjct: 4   VMINPSK-LSGKVQVPTSKSACHRAVICAGLSNGISNISNVVFSEDVEATCEAMKNLGVR 62 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++ +K + +  V G     PV  + +        +G  +R L       G   T+   G  
Sbjct: 63  IKKEKDSLQ--VRGLEKLKPVNSSMD-----CSESGSTLRFLIPIGATTGEKLTF--KGK 113 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            ++ ERP+        +     D   G    P+ + G   L  G+ K+ G +SSQ++S L 
Sbjct: 114 GKLVERPLKCYYNIFDEQKLKYDNAGGK--LPLTIKG--KLKSGEYKIRGDVSSQFISGL 169 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + A PL  GD +I I  +L S PYV++T+ +++ +GV+ E+ + +  F I+G Q YKS   
Sbjct: 170 MFALPLLDGDSKIIITTELESKPYVDLTMDMLKNYGVQIENRE-YKEFIIRGNQNYKSS- 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD S A+++LA A + G  +  EG    SLQGD     ++E M  K++     V  
Sbjct: 228 DCEVEGDYSQAAFWLA-AGLLGNDIVCEGLDINSLQGDKAILNIIESMNGKISIEGNKVK 286 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              P +        K   ++ ++ PD+   L  +A  ++G T I + A  R+KE++R+ A 
Sbjct: 287 AI-PSK-------TKGTIIDASQCPDLVPVLTSLAALSEGTTEIVNAARLRIKESDRLSA 338 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           I TEL +LGA +EE  D  II   E L    + +++DHR+AMA ++A+  C E PV I+D 
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Sbjct: 339 ISTELNRLGADIEEKEDGLIIRGKESLKGGEVQSWNDHRIAMALAVASIKCTE-PVIIKD 397 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
             C +K++PD++    T   N 
Sbjct: 398 ASCVKKSYPDFWQHFRTLGGN 418 
 
 
>ref|ZP_05417355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           finegoldii DSM 17565] 
 gb|EEX43369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           finegoldii DSM 17565] 
          Length = 410 
 
 Score =  206 bits (525), Expect = 5e-51,   Method: Compositional matrix adjust. 
 Identities = 145/434 (33%), Positives = 225/434 (51%), Gaps = 49/434 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 58 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 59  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYVRNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  + S +   +   Q Y+S     
Sbjct: 154 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWT-SPNSISV-APQLYQSIPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VESDWSAASYWYQIAALSPKAEIELLGLFPNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 --TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             TG        K L+ ++ +   +PD+A T  V  +  + P     + S ++KET+R+  
Sbjct: 271 KKTG--------KALERLEEDFVDIPDLAQTFVVTCVLLNIPFRFTGLQSLKIKETDRIA 322 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           A+RTEL KLG  +EE  D  ++   E+     +  IDTY+DHRMAMAF+ A      + I 
Sbjct: 323 ALRTELKKLGYVIEEENDSILMWNGERCEPEEIPVIDTYEDHRMAMAFAPAVICHPNLLI 382 
 
Query: 423 RDPGCTRKTFPDYF 436 
            DP    K++P Y+ 
Sbjct: 383 ADPQVVTKSYPGYW 396 
 
 
>ref|ZP_05279686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides fragilis 
           3_1_12] 
 ref|ZP_07807445.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides fragilis 
           3_1_12] 
 gb|EFR51379.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides fragilis 
           3_1_12] 
          Length = 416 
 
 Score =  206 bits (524), Expect = 5e-51,   Method: Compositional matrix adjust. 
 Identities = 139/433 (32%), Positives = 224/433 (51%), Gaps = 51/433 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            I  T++LP SKS+SNR L++ ALS+G  V+ NL + +D   M+ AL   G  ++      
Sbjct: 10  HIKATIQLPASKSISNRALIIHALSKGNDVLSNLSDCDDTKVMVKALTEGGEVID----- 64 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                                   +  AG AMR LTA +++  G  T+++ G  RM++RP 
Sbjct: 65  ------------------------ILAAGTAMRFLTAYLSSTPG--THIIIGTERMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA ++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+  
Sbjct: 99  IQILVNALRELGASIEYTRNEGFPPLRIEG-APLAGNEITLKGNVSSQYISALLMIGPIL 157 
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Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              +++ +  +++S PY+ +TL+LM+ FG  A  +   D+      Q Y+      VE D 
Sbjct: 158 KNGLQLRLTGEVVSRPYINLTLQLMKDFGASARWTS--DQSISVEPQPYRCVPFT-VESD 214 
 
Query: 254 ASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            S+ASY+   A ++    + + G    S QGD + AEV   +G +  +TE  + +      
Sbjct: 215 WSAASYWYQMAVLSSEADIELTGLFRHSYQGDSRGAEVFARLGIETEYTEEGIRL----- 269 
 
Query: 313 EPFGRKH---LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
               RK+   +K +D +   +PD+A T  V     D P     + S ++KET+R+ A++  
Sbjct: 270 ----RKNGSCVKRLDEDFVDIPDLAQTFVVTCALLDVPFRFTGLQSLKIKETDRIEALKA 325 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           E+ KLG  + +  D  +    E++   A   I TY+DHRMAMAF+ AA     + I +P  
Sbjct: 326 EMKKLGYVLHDEDDSILYWNGERIEPQACPVIKTYEDHRMAMAFAPAAIHYPTIQIDEPQ 385 
 
Query: 427 CTRKTFPDYFDVL 439 
              K++P Y+D L 
Sbjct: 386 VVSKSYPGYWDDL 398 
 
 
>ref|ZP_03530535.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium etli CIAT 
           894] 
          Length = 404 
 
 Score =  206 bits (524), Expect = 6e-51,   Method: Compositional matrix adjust. 
 Identities = 154/438 (35%), Positives = 230/438 (52%), Gaps = 47/438 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P + +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPGRPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMADALRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G++++ +      VV G G   P      +  LFLGNAG A R LTAA  AA  + T V+ 
Sbjct: 65  GVAID-EPDDTTFVVTGSGRLQP-----PKASLFLGNAGTATRFLTAA--AALVDGTVVV 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++++ G +SSQY+ 
Sbjct: 117 DGDEHMRKRPIGPLVEAMRTLGIDVTAETG--CPPVTVKGTGRFQADRIRIDGGLSSQYV 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQ 240 
           SALLM A      V+IE++ + I ++ Y+++T   M+ FG + E     +W R    G   
Sbjct: 175 SALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMKAFGARVEKISPVTW-RVEPTG-- 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
              S  +  VE DAS+A+Y  A   +TGG + +        Q D +  +++          
Sbjct: 232 --YSAADFIVEPDASAATYLWAAEVLTGGAIDLGVPADAFSQPDARAYDMIARF------ 283 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                     P+ P         +++ ++M D   TLAV+A F   P     +A+ RVKE 
Sbjct: 284 ----------PQLP--------AEIDGSQMQDAVPTLAVLAAFNATPVRFVGIANLRVKE 325 
 
Query: 361 TERMVAIRTELTKL--GASVEEGPDYCIITPPE---KLNVTAIDTYDDHRMAMAFSLAAC 415 
            +R+ A+ + L ++  G + EEG D  + + P    K     IDT+ DHR+AM+F+LA   
Sbjct: 326 CDRIRALSSGLNRILPGLAREEGDDLIVRSDPALAGKRLPAEIDTFADHRIAMSFALAGL 385 
 
Query: 416 AEVPVTIRDPGCTRKTFP 433 
               +TI DP C  KT+P 
Sbjct: 386 KIDGITILDPDCVGKTYP 403 
 
 
>gb|AAO33155.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Oryza sativa 
           Japonica Group] 
          Length = 190 
 
 Score =  206 bits (524), Expect = 6e-51,   Method: Compositional matrix adjust. 
 Identities = 106/117 (90%), Positives = 110/117 (94%), Gaps = 1/117 (0%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           EEIVLQPI+EISG V+LPGSKSLSNRILLL+ALSEGTTVVDNLLNSEDVHYML AL+ LG 
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Sbjct: 74  EEIVLQPIREISGAVQLPGSKSLSNRILLLSALSEGTTVVDNLLNSEDVHYMLEALKALG 133 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           LSVEADK AKRAVVVGCGGKFPVE DAKEEVQLFLGNAG AMR LTAAVTAAGGNAT 
Sbjct: 134 LSVEADKVAKRAVVVGCGGKFPVEKDAKEEVQLFLGNAGTAMRPLTAAVTAAGGNAT 190 
 
 
>ref|YP_004120716.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           aespoeensis Aspo-2] 
 gb|ADU61970.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           aespoeensis Aspo-2] 
          Length = 452 
 
 Score =  206 bits (524), Expect = 6e-51,   Method: Compositional matrix adjust. 
 Identities = 161/456 (35%), Positives = 229/456 (50%), Gaps = 45/456 (9%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV  P SKSLS+R L+ AAL+ G + +   L+S+D+    G L   G ++E          
Sbjct: 7   TVVAPPSKSLSHRTLIAAALANGVSEISGALDSDDITRTRGCLAACGATIEEHGDMLTVT 66 
 
Query: 78  VVGCGGKFPVEDAKEE----VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +  G +    D K +     +LF+  +G   R +TA   AA G  T+ + G PRM ERP 
Sbjct: 67  GMEDGPRGGNADGKHKDEPPAELFMHESGTTCRLMTA--VAAAGRGTFRVHGAPRMHERP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP---PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           + +L   L +LG     F   D P   P  V    G    K++++   SSQYLS LL+ A 
Sbjct: 125 MAELTDALAKLGVR---FAFEDKPGHLPF-VMTTKGYSNKKIEITLEESSQYLSGLLLGA 180 
 
Query: 191 PLALGDVEIEII-DKLISIPYVEMTLRLMERFG----VKAEHSDSWD------------- 232 
           PLA  +  I +  +K +S PYV +TLR+ME F     V+    + W               
Sbjct: 181 PLADHETVISVTGNKAVSWPYVALTLRIMEDFKAGFEVEIRKDNRWQAVPWRSVKTVTPG 240 
 
Query: 233 --RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
             RF +K    Y+ P +  VEGD S+ASYF+A  A+    V ++G    SLQGD    ++ 
Sbjct: 241 SIRFVVKP-TGYR-PAHYRVEGDWSNASYFMAAGAVGRQPVLLKGLAADSLQGDRAIMDI 298 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           L  MGA +  + T + V   P        L  ID++M + PD+  T+A VA FA  PT I 
Sbjct: 299 LSQMGATIKVSFTGILVEPGP--------LHGIDIDMGRCPDLVPTVAAVAAFAATPTTI 350 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAM 408 
           R+VA  R+KET+R+ A   E+ + G   +   D  II P    +       TY DHRMAM 
Sbjct: 351 RNVAHLRLKETDRLEACAVEVARTGCRTDIADDSLIIRPSLLPRGKTVEFTTYGDHRMAM 410 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + SL A A V V + +PGC  K+FP +FD  +  V+ 
Sbjct: 411 SMSLFALAGVDVVLDNPGCVGKSFPGFFDQWNAIVE 446 
 
 
>ref|YP_004087750.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Asticcacaulis 
           excentricus CB 48] 
 gb|ADU13599.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Asticcacaulis 
           excentricus CB 48] 
          Length = 422 
 
 Score =  206 bits (523), Expect = 7e-51,   Method: Compositional matrix adjust. 
 Identities = 156/438 (35%), Positives = 218/438 (49%), Gaps = 50/438 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I+G V +PGSKSL+NR  L+AAL++G + +  +L S+D  +M  AL+ +G+ +E   A   
Sbjct: 18  ITGAVVVPGSKSLTNRAFLVAALAKGESTLSGVLTSDDTVHMATALKQMGVEIETLDATT 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +      K P E       LFLGNAG A R LTAAV  A G    V+DG   MR+RPI 
Sbjct: 78  VTLRSSGKLKAPAE------PLFLGNAGTATRFLTAAVALADG--AVVIDGDAHMRKRPI 129 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  L +LG  V    G  CPPV V   GG  G  V +   +SSQY+SALLM A  A  
Sbjct: 130 QPLVEALTRLGVKVSAPTG--CPPVTVKARGGFSGDVVDIDAGLSSQYVSALLMLA--AC 185 
 
Query: 195 GDVEIEIIDK----LISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAY 249 
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           G+  +E+  +    +    Y+++TL +M+ FG K ++ SD   R    G      P     
Sbjct: 186 GETAVEVRLRGDHGIGGRGYIDLTLGVMQAFGAKVSQPSDGVWRVERTGYVAADYP---- 241 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E DASS +Y  A   +TGG +  +       Q D K  +++      ++W      + G 
Sbjct: 242 IEPDASSCTYLWAAEVLTGGKIDFQMDTAALTQPDAKARDII------MSWPNMPAIIDG 295 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                             +++ D   TLAV+A F   P     +A+ RVKE +R+ A+   
Sbjct: 296 ------------------SQIQDAVPTLAVLAAFNQTPVRFVGIANLRVKECDRVSAVCD 337 
 
Query: 370 ELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            L  L  G + EEG D  +   P     T    IDT++DHR+AM FSLA      V I + 
Sbjct: 338 GLNALRAGLAHEEGDDLIVHADPALSGATTKAVIDTHNDHRIAMCFSLAGLMMSGVVIDN 397 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
           P C  KTFP Y+DVL +  
Sbjct: 398 PKCVSKTFPTYWDVLESL 415 
 
 
>ref|YP_001108530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Saccharopolyspora 
           erythraea NRRL 2338] 
 ref|ZP_06566712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Saccharopolyspora 
           erythraea NRRL 2338] 
 sp|A4FNI0.1|AROA_SACEN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAM05605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Saccharopolyspora 
           erythraea NRRL 2338] 
          Length = 422 
 
 Score =  205 bits (521), Expect = 1e-50,   Method: Compositional matrix adjust. 
 Identities = 149/430 (34%), Positives = 222/430 (51%), Gaps = 26/430 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS++NR L+LAAL+EG + +   L S D   M  ALR LG  ++       
Sbjct: 14  VRATVPVPGSKSITNRALVLAALAEGPSTLRGPLRSRDTELMATALRALGADLQDGPEGS 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V  G     P+    E   +  G AG  MR L      A G  T+  DG PR RERP+ 
Sbjct: 74  WQVAPG-----PLRGPAE---VDCGLAGTVMRFLPPVAALAEGRITF--DGDPRARERPL 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LA 193 
             ++  L+ LGAD+      D  P  + G G L GG V +  S SSQ++S LL++AP    
Sbjct: 124 DAVLNALRALGADISG----DSLPFELQGTGKLAGGAVTIDASASSQFVSGLLLSAPRFE 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G       + + S+P+++MT+ ++   GV+ + S   D +++  G       +  VE D 
Sbjct: 180 QGVTVTHTGEPVPSLPHIDMTVSMLRAAGVEVDDSKR-DVWHVAPGPIRA--LDLDVEPD 236 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FLA AA+TGGTVTV G    + Q      ++L  MGA V      +TVTGP    
Sbjct: 237 LSNATPFLAAAAVTGGTVTVPGWPERTDQAGDAIRDILARMGATVELGPDGLTVTGP--- 293 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  +D++++ + ++  T+A +A FA G + +R VA  R  ET+R+ A++ EL+  
Sbjct: 294 ----AELAPLDIDLHDVGELTPTVAALAAFASGRSRLRGVAHLRGHETDRLAALQRELSG 349 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG  VE+  D  +I  P  L      +Y DHRMA A ++       V + D   TRKT P 
Sbjct: 350 LGGDVEQTDDGLLIE-PRPLTGGNWHSYADHRMATAGAILGLLVPGVLVEDIATTRKTIP 408 
 
Query: 434 DYFDVLSTFV 443 
           D+  + S+ + 
Sbjct: 409 DFPGMWSSML 418 
 
 
>ref|ZP_05494485.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           papyrosolvens DSM 2782] 
 gb|EEU60455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           papyrosolvens DSM 2782] 
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          Length = 422 
 
 Score =  204 bits (520), Expect = 2e-50,   Method: Compositional matrix adjust. 
 Identities = 141/425 (33%), Positives = 226/425 (53%), Gaps = 24/425 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+SG++ +PGSKS + R L LA L++GT+ + N L S D        R  G + +  + + 
Sbjct: 9   ELSGSINIPGSKSHTIRSLFLAGLAKGTSKIRNPLLSSDAISGADVCRAFGSTFDLKEDS 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +G   + P      E  + +GN+G ++R     +TAA      V  G  ++R+R  
Sbjct: 69  YIVNGIGACPQVP------ENVIDVGNSGTSLR--LGLMTAALVEGHTVFTGDYQIRKRQ 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG LV  +  LG       G +  PV + G     GG  +L  S++SQYLS++L+ APL  
Sbjct: 121 IGPLVKAINNLGGTAFTTRGNESAPVVIKGRA--TGGFTELD-SVTSQYLSSILLNAPLL 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  I +  +L  IPYVE+TL  +++ G+K  H +S   F+I G Q+YK P    + GD 
Sbjct: 178 EKDTHINVT-RLNEIPYVEITLWWLDKLGIKYSH-NSMKEFFIPGSQQYK-PFECNIPGD 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A++F+  AAI+G  + +     +  QGD     +L+ MGA + + + ++T+ G     
Sbjct: 235 FSTATFFMVQAAISGNELVLTNLDMSDPQGDKAVLGILQDMGADIKYDDKNITIKG---- 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               K LK  +++MN +PD    +AV A FA G T + +V   R+KET+R+  + +ELTK 
Sbjct: 291 ----KSLKGREIDMNSIPDALPAMAVAACFAKGETRLVNVPQARLKETDRISVMCSELTK 346 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG-CTRKTF 432 
           +GA + E PD  +I    KL  T++  +DDHR+ M+ ++A       TI D       T+ 
Sbjct: 347 MGADISELPDGLVIR-ESKLCGTSVKGHDDHRVVMSLAIAGLNCQGETIIDTAEAMNVTY 405 
 
Query: 433 PDYFD 437 
           P + + 
Sbjct: 406 PGFVE 410 
 
 
>ref|YP_098022.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides fragilis 
           YCH46] 
 sp|Q64YD8.1|AROA_BACFR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAD47488.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides fragilis 
           YCH46] 
          Length = 410 
 
 Score =  204 bits (520), Expect = 2e-50,   Method: Compositional matrix adjust. 
 Identities = 139/432 (32%), Positives = 223/432 (51%), Gaps = 49/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ ALS+G  V+ NL + +D   M+ AL              
Sbjct: 10  QIKATIQLPASKSISNRALIIHALSKGDDVLSNLSDCDDTQVMIKAL------------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          +  E + +    AG AMR LTA +++  G   + + G  RM++RP 
Sbjct: 57  --------------TEGNEVIDIL--AAGTAMRFLTAYLSSTPG--IHTITGTERMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA ++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+  
Sbjct: 99  IQILVNALRELGAHIEYVRNEGFPPLRIEG-RELTGSEITLKGNVSSQYISALLMIGPVL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW--DRFYIKGGQKYKSPKNAYVE 251 
              +++ +  +++S PY+ +TL+LM+ FG  A    SW  D+  +   Q Y       VE 
Sbjct: 158 KNGLQLRLTGEIVSRPYINLTLQLMKDFGASA----SWTSDQSILVDPQPYHCLPFT-VE 212 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G    S QGD + AEV   +G    +TET +      
Sbjct: 213 SDWSAASYWYQIAALSPQANIELTGLFRHSYQGDSRGAEVFARLGVATEYTETGI----- 267 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
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            R       ++ +D +   +PD+A T  V     + P     + S ++KET+R+ A++TE 
Sbjct: 268 -RLKKNGTCVERLDEDFVDIPDLAQTFVVTCALLNVPFRFTGLQSLKIKETDRIEALKTE 326 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           + KLG  + +  D  +    E++   A   I TY+DHRMAMAF+ AA     + I +P   
Sbjct: 327 MKKLGYILHDKNDSILSWDGERVEQQACPVIKTYEDHRMAMAFAPAAIHYPTIQIDEPQV 386 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y++ L 
Sbjct: 387 VSKSYPGYWNDL 398 
 
 
>ref|NP_811099.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           thetaiotaomicron VPI-5482] 
 gb|AAO77293.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           thetaiotaomicron VPI-5482] 
          Length = 410 
 
 Score =  204 bits (519), Expect = 2e-50,   Method: Compositional matrix adjust. 
 Identities = 140/429 (32%), Positives = 219/429 (51%), Gaps = 45/429 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL               
Sbjct: 12  VKATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------------- 58 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                         + KE + +    AG AMR LTA ++A  G    ++ G  RM++RPI 
Sbjct: 59  --------------EGKETIDIM--AAGTAMRFLTAYLSATSGER--IITGTARMQQRPI 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+   
Sbjct: 101 QILVNALRELGAEIEYTHNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLMIGPVLK 159 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     VE D  
Sbjct: 160 DGLTLHLTGEIISRPYINLTLQLMQDFGAKAAWTSP--SSISVAPQPYQSVPFT-VESDW 216 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V +    +  
Sbjct: 217 SAASYWYQIAALSPEAEIELLGLFRNSYQGDSRGAEVFSRLGITTEFTPKGVKIKKTGKT 276 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
           P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+RTEL K 
Sbjct: 277 P------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAALRTELKK 330 
 
Query: 374 LGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           LG  +EE  D  ++   E+     V  I TY+DHRMAMAF+ A      + I DP    K 
Sbjct: 331 LGYLIEEENDSVLMWNGERCEPEAVPVIATYEDHRMAMAFAPAVITFPKLLIADPQVVSK 390 
 
Query: 431 TFPDYFDVL 439 
           ++P Y++ L 
Sbjct: 391 SYPGYWEDL 399 
 
 
>ref|YP_002872355.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens SBW25] 
 emb|CAY49004.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens SBW25] 
          Length = 425 
 
 Score =  204 bits (519), Expect = 2e-50,   Method: Compositional matrix adjust. 
 Identities = 156/441 (35%), Positives = 225/441 (51%), Gaps = 43/441 (9%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V  P   ++G V  PGSKS++NR LLLAAL++GT+ +   L S+D  +M  ALR +G+++ 
Sbjct: 16  VTPPNAPLNGKVAPPGSKSITNRALLLAALAKGTSRLSGALKSDDTRHMSVALRQMGVTI 75 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D+      VV   GK  +        LFLGNAG AMR LTAAV    G  T VLDG   
Sbjct: 76  --DEPDDTTFVVTGQGKLQLPPQP----LFLGNAGTAMRFLTAAVATVEG--TVVLDGDD 127 
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Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            M++RPIG L+  L Q G  VD   G  CPPV V+G+G +   + ++ G +SSQY+SALL 
Sbjct: 128 YMQKRPIGPLLETLGQNGIQVDSPTG--CPPVTVHGVGKIKAKRFEIDGGLSSQYVSALL 185 
 
Query: 188 MAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           M A      +E+ +  K I    YV++TL  M  FG + E  +        GG    +   
Sbjct: 186 MLAACGEAPIEVALTGKDIGARGYVDLTLDCMRAFGAQVEAVNDTTWRVAPGG---YTAH 242 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  +E DAS+A+Y  A   +TGG + +        Q D K   V+        +     T 
Sbjct: 243 DYLIEPDASAATYLWAAEVLTGGRIDIGVAAQDFTQPDAKAQAVIAQ------FPNMQAT 296 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V G                  ++M D   TLAV+A F + P    ++A+ RVKE +R+ A 
Sbjct: 297 VVG------------------SQMQDAIPTLAVLAAFNNTPVRFTELANLRVKECDRVQA 338 
 
Query: 367 IRTELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVT 421 
           +   L ++  G +  EG D  + + P     +    IDT+ DHR+AM F+LA      V  
Sbjct: 339 LHDGLNEIRPGLATIEGDDLLVASDPALAGTSCTALIDTHADHRIAMCFALAGLKVSGVK 398 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I+DP C  KT+P+Y++ L +  
Sbjct: 399 IQDPDCVGKTYPEYWNALGSL 419 
 
 
>ref|ZP_01053050.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polaribacter sp. 
           MED152] 
 gb|EAQ42478.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polaribacter sp. 
           MED152] 
          Length = 409 
 
 Score =  204 bits (518), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 145/432 (33%), Positives = 224/432 (51%), Gaps = 52/432 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I   + + GSKS SNR+L+L  L    T+ DNL +S+D  +M  AL T  L V+     
Sbjct: 11  RRIQEEITISGSKSESNRLLILQKLFPEITI-DNLSDSDDSVHMHHALTTEDLLVD---- 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +G+AG AMR LT+      G   + L G  RM+ R 
Sbjct: 66  -------------------------IGHAGTAMRFLTSYFAVNRGREVF-LTGSERMQNR 99 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ LGAD+   +    PP+++ G   L   KV+++G++SSQY+S+LL+ A   
Sbjct: 100 PIEILVNALRDLGADITYAVKEGYPPLKIKG-KELTKDKVQINGNVSSQYISSLLLIASK 158 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +EIE+  K+ S+PY+ MTL L+ + G+++   D+  + + K   + ++     VE  
Sbjct: 159 LDNGLEIELTGKITSVPYINMTLSLLSQIGIESSFEDNIIKVFPKESIETQT---VVVES 215 
 
Query: 253 DASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT-- 308 
           D SSASYF +  A++  G +V +      SLQGD   AE+ +  G   T+ E  +T+T   
Sbjct: 216 DWSSASYFYSIVALSELGSSVKLSAYKKESLQGDSCLAEIYKHFGVATTFGEDCITLTKE 275 
 
Query: 309 -GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-PTAIRDVASWRVKETERMVA 366 
               RE   R        N+   PD+A T+AV   FA+G    +  + + ++KET+R+VA 
Sbjct: 276 KNTKRETLVR--------NLKDAPDIAQTIAVTC-FAEGIACNLSGLHTLKIKETDRLVA 326 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           +  ELTKLGA V    +   +     +N   AIDTY+DHRMAMAF+  A  +V + I D  
Sbjct: 327 LHDELTKLGAKVIITNETLQVETATSINSNVAIDTYNDHRMAMAFAPLAL-KVSIKINDA 385 
 
Query: 426 GCTRKTFPDYFD 437 
               K++  +++ 
Sbjct: 386 EVVTKSYQKFWN 397 
 
 
>ref|ZP_08123678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudonocardia sp. 
           P1] 
          Length = 434 
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 Score =  203 bits (517), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 159/435 (36%), Positives = 218/435 (50%), Gaps = 33/435 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   ++GTV +PGSKS++NR LLLA LS G   V     + D   M GAL  LG+ V AD 
Sbjct: 9   PGAPVTGTVSVPGSKSVTNRALLLAGLSGGACRVGGAPLTRDTALMTGALAALGVPVSAD 68 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  G              ++  G AG  MR    A   A G   +  DG PR R 
Sbjct: 69  G---DTVTTGAHDGLRGGTGDTPAEIDCGLAGTVMRFAPPAAATASGAVRF--DGDPRAR 123 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA- 189 
           ERP+G ++  L+ LGA VD     D  P R++G G + GG+V +  S SSQ++S LL++  
Sbjct: 124 ERPMGTVLSALRTLGARVDG----DALPFRLDG-GPIAGGEVTIDASASSQFVSGLLLSG 178 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK------AEHSDSWDRFYIKGGQKYK 243 
           A    G         L S+P+++MT+ ++   GV        E  D+W    ++ G     
Sbjct: 179 ARFERGLTVRHAGRALPSLPHIDMTVGMLREAGVTVADRTTGEDPDTW---RVEPGPVAV 235 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++  +E D S+AS FLA AA+T G VTV G   TS Q  V    VLE  GA VT     
Sbjct: 236 --RDWDIEPDLSNASVFLAAAAVTAGRVTVRGWPATSTQPGVDVLPVLERFGATVTHDAA 293 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +TVTGP R       L  IDV+++   ++A T+A +A  A G + +R +   R  ET+R 
Sbjct: 294 GLTVTGPDR-------LSGIDVDLHDAGELAPTVAAIAALAHGTSRLRGIGHLRGHETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPV 420 
           + A+  E+T LG SV E  D  +I  P+ L   A      Y DHRMA A ++       V 
Sbjct: 347 LAALAAEITALGGSVTETDDGLVID-PKPLTGRADRPWGAYADHRMATAGAIVGLVVPGV 405 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            + D GCT KT PD+ 
Sbjct: 406 LVDDIGCTDKTIPDF 420 
 
 
>ref|ZP_07945143.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bilophila wadsworthia 
           3_1_6] 
 gb|EFV43678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bilophila wadsworthia 
           3_1_6] 
          Length = 442 
 
 Score =  203 bits (517), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 151/445 (33%), Positives = 231/445 (51%), Gaps = 38/445 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV+ P SKS+S+R+++ AAL++G +VV  +L S+D+   +  LR  G  +      + A+ 
Sbjct: 4   TVQAPASKSVSHRMVMGAALAQGDSVVSRVLESKDLERTMAILRGAGAGIVRTGEGEYAI 63 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
             G GG+ P   + + +   +  +G   R LTA + A  G   + + G PRM ERPIG+L 
Sbjct: 64  S-GVGGQ-PHGGSVDPLSCDVHESGTTCRLLTAVLAA--GMGRFRVHGAPRMHERPIGEL 119 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
              L+ LG     F G    P  V    GL GG+V +    SSQYLS +L+AAPLA   + 
Sbjct: 120 TAALETLGVSF-TFEGKPGFPPFVLKTCGLDGGEVGIGMDESSQYLSGVLLAAPLARAPL 178 
 
Query: 198 EIEII-DKLISIPYVEMTLRLMERFGV----KAEHSDSW---DRFYIK----GGQKYKSP 245 
            + I   K++S PYV +TL+ +E FGV    + +   +W   D   ++    G  +++   
Sbjct: 179 TVNIGGSKVVSWPYVGLTLQALENFGVPFSVERKEGGAWSAVDWHTLEQAEPGNVRFRMV 238 
 
Query: 246 KNAY------VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
              Y      VEGD S ASY LA  AI    V +EG    SLQGD    ++L  MGA++  
Sbjct: 239 PAMYRAGRYAVEGDWSGASYLLAAGAIGPRPVRIEGLRADSLQGDRVMLDILRDMGARID 298 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               +VTV   P E      L+ +  +M++ PD+  T+AVVA  A GPT + + A  R+K 
Sbjct: 299 IEPDAVTVH--PSE------LRGVVADMSRCPDLVPTVAVVAAHASGPTRLWNAAHLRIK 350 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII-------TPPEKLNVTAIDTYDDHRMAMAFSL 412 
           E +R+     EL+K+G   +E  D   I       +    L+  A   + DHR+AM+ +L 
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Sbjct: 351 ECDRIAVPAQELSKVGVRCDEHDDGLTIHGDPALASRLHSLDGIAFSAHGDHRIAMSLAL 410 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFD 437 
                  +T+ DP C  K+FP++++ 
Sbjct: 411 LELRGGRLTLDDPSCVSKSFPNFWE 435 
 
 
>ref|ZP_06993276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           1_1_14] 
 gb|EFI06182.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           1_1_14] 
          Length = 410 
 
 Score =  203 bits (517), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 138/429 (32%), Positives = 219/429 (51%), Gaps = 45/429 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL               
Sbjct: 12  VKATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------------- 58 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                         + KE + +    AG AMR LTA ++A  G    ++ G  RM++RPI 
Sbjct: 59  --------------EGKETIDIM--AAGTAMRFLTAYLSATSGER--IITGTARMQQRPI 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+   
Sbjct: 101 QILVNALRELGAEIEYTHNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLMIGPVLK 159 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     VE D  
Sbjct: 160 DGLTLHLTGEIISRPYINLTLQLMQDFGAKAAWTSP--SSISVAPQPYQSVPFT-VESDW 216 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   + +    +  
Sbjct: 217 SAASYWYQIAALSPEAEIELLGLFRNSYQGDSRGAEVFSRLGITTEFTPQGIKIKKTGKT 276 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
           P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+RTEL K 
Sbjct: 277 P------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAALRTELKK 330 
 
Query: 374 LGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           LG  +EE  D  ++   E+     +  I TY+DHRMAMAF+ A      + I DP    K 
Sbjct: 331 LGYLIEEENDSVLMWNGERCEPEAIPVIATYEDHRMAMAFAPAVITFPKLLIADPQVVSK 390 
 
Query: 431 TFPDYFDVL 439 
           ++P Y++ L 
Sbjct: 391 SYPGYWEDL 399 
 
 
>ref|YP_004043905.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paludibacter 
           propionicigenes WB4] 
 gb|ADQ80920.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paludibacter 
           propionicigenes WB4] 
          Length = 403 
 
 Score =  203 bits (516), Expect = 5e-50,   Method: Compositional matrix adjust. 
 Identities = 141/423 (33%), Positives = 213/423 (50%), Gaps = 47/423 (11%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +KLP SKS+SNR L+L ALS     + NL + +D    + AL +   S +           
Sbjct: 17  IKLPASKSISNRALILNALSYSPYDIQNLSDCDDTRVTIKALDSNDRSFD---------- 66 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                              +G AG AMR LTA +    G   +V+ G  RM++RPI  LV 
Sbjct: 67  -------------------IGAAGTAMRFLTAFLAKTVGE--WVITGSERMKQRPIKLLV 105 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LGA ++       PP+R+ G   L GG+++L+G +SSQY+SAL+M AP     ++ 
Sbjct: 106 DALNSLGARIEYIENEGYPPLRILG-SALTGGEIRLNGGVSSQYISALMMIAPYMQNGLK 164 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
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           I +   +IS+PY+ MT+++M+ FGV     ++     I    +  SP    VE D S+AS 
Sbjct: 165 IILEGNVISVPYIRMTMQMMKEFGVDVLFENN----TIDVKPQVYSPIQYKVESDWSAAS 220 
 
Query: 259 YFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           Y+    +I G G + +EG    S QGD K AE+ E +G K  +    V +T     P G  
Sbjct: 221 YWFEVLSIAGKGRIMLEGLYQNSYQGDSKVAELFEQLGVKAEYKPEGVLLT-----PNG- 274 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            ++   + +    PD+A T AV           + V S ++KET R+ A+  EL KLG   
Sbjct: 275 NYVSKFEYDFVDQPDLAQTFAVTCCLKGIAFHFKGVQSLKIKETNRIAALINELAKLGFI 334 
 
Query: 378 VEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           + E  +  +    E+        I TY+DHRMAMAF+ AA   +PV+I +P    K++P  
Sbjct: 335 LFEPAEGELAWSGERCKQEEDIRIATYEDHRMAMAFAPAALV-MPVSIEEPQVVSKSYPS 393 
 
Query: 435 YFD 437 
           +++ 
Sbjct: 394 FWN 396 
 
 
>ref|YP_001404722.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Methanoregula boonei 6A8] 
 sp|A7I8L8.1|AROA_METB6 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABS56079.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Methanoregula boonei 6A8] 
          Length = 421 
 
 Score =  203 bits (516), Expect = 5e-50,   Method: Compositional matrix adjust. 
 Identities = 152/439 (34%), Positives = 220/439 (50%), Gaps = 28/439 (6%) 
 
Query: 7   IVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           IV  P +  I  +V  P SKS ++R L+ AAL++G + +   L ++D    + +L  LG+ 
Sbjct: 2   IVTLPARSGIELSVTTPPSKSYTHRALIAAALAQGRSTIVRPLMADDTKLTIASLMKLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY--VL 123 
           ++ AD+     ++ GC G FP         L L N+G    +    + +A   ATY   L 
Sbjct: 62  AIHADQ--HNIMLEGCDGSFP---NTPGTVLDLDNSG----TSLRLLASAALLATYPVTL 112 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G  RM+ERP+G L   L  LG  V        PPV + G   L GG   + GS SSQ+  
Sbjct: 113 TGSARMQERPLGPLAHTLNDLGGMVIFTKKEGYPPVTIGG--RLLGGTATIDGSQSSQFA 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S+++MAAP + G V++ +     S  Y+++T  +M  FG      + + RF +     Y  
Sbjct: 171 SSVMMAAPYSKGPVDLTVTGTPASQSYLDITAGVMTDFGAVIRR-EGYRRFLVSNCNHYT 229 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +   VEGD SSASYF A AAI GG VTV G    S+QGD  F + L+ MG +VT+    
Sbjct: 230 G-RTFVVEGDYSSASYFFALAAICGGKVTVAGLAPDSVQGDRLFLDALQRMGCEVTYAHD 288 
 
Query: 304 SVTV--TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            VTV   GP         L  I +NM+  PD   TL +VA  A  PT I  +   + KE+ 
Sbjct: 289 GVTVENQGP---------LTGITINMSSAPDTVQTLCMVAAVARTPTIITGIGHLKFKES 339 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+      L  LG  V    D  +I  P  L+   ID  +DHR AM+F++       +T 
Sbjct: 340 DRIAVTADRLRMLGGIVTAERDRIVIQ-PATLHGGRIDPVNDHRTAMSFAVLGLGIGGIT 398 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I    C  K+FP ++++LS 
Sbjct: 399 ITGAECVNKSFPGFWEILS 417 
 
 
>ref|YP_288605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermobifida fusca 
           YX] 
 gb|AAZ54582.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermobifida fusca 
           YX] 
          Length = 424 
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 Score =  202 bits (514), Expect = 7e-50,   Method: Compositional matrix adjust. 
 Identities = 145/427 (33%), Positives = 223/427 (52%), Gaps = 30/427 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADK 71 
           + +  TV LPGSKS++NR L+LAALSE  +VV   L S D   M+GALR LG+ V EAD  
Sbjct: 15  RPVDATVSLPGSKSMTNRALILAALSETPSVVRAPLYSRDTTLMVGALRALGIGVHEAD- 73 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEE--VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                      G + V     +    + +GNAG  MR +      A G  ++  DG PR  
Sbjct: 74  -----------GDWEVTPTPPQGPAAIDVGNAGTVMRFVPPLAAMARGEVSF--DGDPRA 120 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           RERP+G L+  L+ LGA++D   G    P+ + G G LPGG V L  S SSQ++SALL++ 
Sbjct: 121 RERPVGPLLAALRTLGAEIDDG-GRGALPMVIRGRGELPGGTVTLDASGSSQFVSALLLS 179 
 
Query: 190 APLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
                  VE+  +   + S P++ MT++++   GV+ + +D+ D + +  G    +     
Sbjct: 180 GARFSKGVEVRHVGPPVPSQPHLNMTVQMLRDAGVEVD-TDTPDVWRVAPGPIRVT--EI 236 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VE D S+A+ FLA A +TGG VTV G    + Q       +   MG +V +T+  +T+  
Sbjct: 237 TVEPDLSNAAPFLAAALVTGGRVTVRGWPRHTTQPGDALRTLFAEMGGRVEFTDEGLTL- 295 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  G   ++ +  ++  + ++  T+A VA  A  P+ +  +A  R  ET+R+ A+  
Sbjct: 296 ------HGTGEIRGLTADLRDVGELTPTIAAVAALASTPSRLTGIAHLRRHETDRIAALV 349 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            E+ +LG   EE PD  +I  P  L+     +YDDHRMA + ++       V + +   T 
Sbjct: 350 REINRLGGDAEELPDGLVIR-PRPLHGGVFHSYDDHRMATSGAVIGLVVPGVEVENIATT 408 
 
Query: 429 RKTFPDY 435 
            KT PD+ 
Sbjct: 409 GKTLPDF 415 
 
 
>ref|ZP_03474784.1| hypothetical protein PRABACTJOHN_00439 [Parabacteroides johnsonii 
           DSM 18315] 
 gb|EEC98147.1| hypothetical protein PRABACTJOHN_00439 [Parabacteroides johnsonii 
           DSM 18315] 
          Length = 409 
 
 Score =  202 bits (514), Expect = 8e-50,   Method: Compositional matrix adjust. 
 Identities = 144/438 (32%), Positives = 221/438 (50%), Gaps = 48/438 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V  P+  +  ++KLP SKS+ NR L+L ALS     + NL + +D   M+ AL +     
Sbjct: 4   VVKSPV-SLKASIKLPASKSICNRALILNALSYSPYEIRNLSDCDDTEVMVKALNS---- 58 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                                 D   +++     AG AMR LTA ++   G  T  + G  
Sbjct: 59  ---------------------NDRDFDIKA----AGTAMRFLTAFLSKVVGEWT--ITGT 91 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            RM+ RPI  LV  L  LGA V+       PP+R+ G   L GG++ L+G +SSQY+SAL 
Sbjct: 92  QRMKNRPIKILVDALNSLGARVEYMEKEGYPPLRIFG-SALQGGEISLAGGVSSQYISAL 150 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM APL    + + +   +IS PY+ +TL+LME++GVKA+    W    IK   +   P  
Sbjct: 151 LMIAPLMEKGLTLHLEGAIISKPYINLTLQLMEQYGVKAD----WSGQTIKVRPQDYHPI 206 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              VE D S+ASY+ +  A++    + + G    SLQGD   A++   +G   T+T+  V 
Sbjct: 207 PFTVESDWSAASYWYSMMALSKNAEIELLGLFKNSLQGDAAGAKLFAQLGVGTTYTDRGV 266 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            +       +     K ++ N    PD+A T  V  +  + P     + S ++KET+R+  
Sbjct: 267 ILK------YNGNRTKKLNYNFVNEPDLAQTFVVTCVLLNIPFRFTGLQSLKIKETDRIE 320 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFS-LAACAEVPVT 421 
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           A++TEL KLG  + +  D  +    E+    A   I TY+DHRMAMAF+ +A      +  
Sbjct: 321 ALKTELCKLGYLLTDSNDSILEWNGERCEPQAHPVIATYEDHRMAMAFAPVALVVSEGIE 380 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           I DP   RK++P +++ L 
Sbjct: 381 IADPQVVRKSYPHFWEDL 398 
 
 
>gb|ABV26712.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured bacterium] 
          Length = 444 
 
 Score =  202 bits (513), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 153/441 (34%), Positives = 223/441 (50%), Gaps = 43/441 (9%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V  P   ++G V  PGSKS++NR LLLAAL++GT+ +   L S+D  +M  ALR +G+++ 
Sbjct: 35  VTPPNFPLTGKVAPPGSKSITNRALLLAALAKGTSRLSGALKSDDTRHMSVALRQMGVTI 94 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +        V      + P +       LFLGNAG AMR LTAAV    G  T VLDG   
Sbjct: 95  DEPDDTTFVVTSQGSLQLPAQ------PLFLGNAGTAMRFLTAAVATVQG--TVVLDGDE 146 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            M++RPIG L+  L Q G  VD   G  CPPV V+G+G +   + ++ G +SSQY+SALL 
Sbjct: 147 YMQKRPIGPLLATLGQNGIQVDSPTG--CPPVTVHGMGKVQAKRFEIDGGLSSQYVSALL 204 
 
Query: 188 MAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           M A      +E+ +  K I    YV++TL  M  FG + +  D  D  +      Y +   
Sbjct: 205 MLAACGEAPIEVALTGKDIGARGYVDLTLDCMRAFGAQVDAVD--DTTWRVAPTGYTA-H 261 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  +E DAS+A+Y  A   +TGG + +        Q D K   V+        +     T 
Sbjct: 262 DYLIEPDASAATYLWAAEVLTGGRIDIGVAAQDFTQPDAKAQAVIAQ------FPNMQAT 315 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V G                  ++M D   TLAV+A F + P    ++A+ RVKE +R+ A 
Sbjct: 316 VVG------------------SQMQDAIPTLAVLAAFNNTPVRFTELANLRVKECDRVQA 357 
 
Query: 367 IRTELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVT 421 
           +   L ++  G +  EG D  + + P          IDT+ DHR+AM F+LA      +  
Sbjct: 358 LHDGLNEIRPGLATIEGDDLLVASDPALAGTACTALIDTHADHRIAMCFALAGLKVSGIR 417 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I+DP C  KT+PDY+  L++  
Sbjct: 418 IQDPDCVAKTYPDYWKALASL 438 
 
 
>ref|ZP_06093640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_16] 
 gb|EEZ26183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_16] 
          Length = 410 
 
 Score =  202 bits (513), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 139/432 (32%), Positives = 221/432 (51%), Gaps = 49/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ ALS+G  V+ NL + +D   M+ AL              
Sbjct: 10  QIKATIQLPASKSISNRALIIHALSKGDDVLSNLSDCDDTQVMIKAL------------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          +  E + +    AG AMR LTA +++  G   + + G  RM++RP 
Sbjct: 57  --------------TEGNEVIDIL--AAGTAMRFLTAYLSSTPG--IHTITGTERMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA ++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+  
Sbjct: 99  IQILVNALRELGAHIEYVRNEGFPPLRIEG-RELTGSEITLKGNVSSQYISALLMIGPVL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW--DRFYIKGGQKYKSPKNAYVE 251 
              +++ +  +++S PY+ +TL+LM+ FG  A    SW  D+      Q Y       VE 
Sbjct: 158 KNGLQLRLTGEIVSRPYINLTLQLMKDFGASA----SWTSDQNIQVDPQPYHCLPFT-VE 212 
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Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G    S QGD + AEV   +G    +TET +      
Sbjct: 213 SDWSAASYWYQIAALSPQADIELTGLFRHSYQGDSRGAEVFARLGVATEYTETGI----- 267 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       ++ +D +   +PD+A T  V     + P     + S ++KET+R+ A++TE 
Sbjct: 268 -RLKKNGTCVERLDEDFVDIPDLAQTFVVTCALLNVPFRFTGLQSLKIKETDRIEALKTE 326 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           + KLG  + +  D  +    E++       I TY+DHRMAMAF+ AA     + I +P   
Sbjct: 327 MKKLGYILHDENDSILSWDGERVEQQTCPVIKTYEDHRMAMAFAPAAIHYPTIQIDEPQV 386 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y+D L 
Sbjct: 387 VSKSYPGYWDDL 398 
 
 
>ref|ZP_02030211.1| hypothetical protein PARMER_00179 [Parabacteroides merdae ATCC 
           43184] 
 gb|EDN88436.1| hypothetical protein PARMER_00179 [Parabacteroides merdae ATCC 
           43184] 
          Length = 410 
 
 Score =  201 bits (510), Expect = 2e-49,   Method: Compositional matrix adjust. 
 Identities = 146/433 (33%), Positives = 218/433 (50%), Gaps = 49/433 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  +VKLP SKS+ NR L+L ALS     + NL + +D   M+ AL +             
Sbjct: 11  LKASVKLPASKSICNRALILNALSYSPYEIRNLSDCDDTEVMVKALNS------------ 58 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                         D   +++     AG AMR LTA ++   G  T  + G  RM+ RPI 
Sbjct: 59  -------------NDRDFDIKA----AGTAMRFLTAFLSKVVGEWT--ITGTERMKNRPI 99 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  L  LGA V+       PP+R+ G   L GG++ L+G +SSQY+SALLM APL   
Sbjct: 100 KILVDALNALGARVEYMEKEGYPPLRIFG-SALQGGEISLAGGVSSQYISALLMIAPLME 158 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + + +   +IS PY+ +TL+LME++GVKAE    W+   IK   +   P    VE D  
Sbjct: 159 NGLTLHLEGVVISKPYINLTLQLMEQYGVKAE----WNGQTIKVRPQDYHPIPFTVESDW 214 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           S+ASY+ +  A++    + + G    SLQGD   A++   +G   T+T+  V +       
Sbjct: 215 SAASYWYSMMALSKNAEIELLGLFKNSLQGDAAGAKLFAQLGVGTTYTDRGVVLK----- 269 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                  K ++ N    PD+A T  V  +  + P     + S ++KET+R+ A++TEL K 
Sbjct: 270 -HNGNRTKKLNYNFVNEPDLAQTFVVTCVLLNIPFRFTGLQSLKIKETDRIEALKTELRK 328 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVP--VTIRDPGCT 428 
           LG  + +  +  +    E+    A   I TY+DHRMAMAF+ AA   +P  + I DP    
Sbjct: 329 LGYLLTDSNNSILEWNGERCEPQAHPVITTYEDHRMAMAFAPAALV-LPEGIEIADPQVV 387 
 
Query: 429 RKTFPDYFDVLST 441 
            K++P Y+  L T 
Sbjct: 388 SKSYPHYWRDLRT 400 
 
 
>ref|YP_210369.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           fragilis NCTC 9343] 
 sp|Q5LHG9.1|AROA_BACFN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAH06411.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           fragilis NCTC 9343] 
          Length = 410 
 
 Score =  201 bits (510), Expect = 2e-49,   Method: Compositional matrix adjust. 
 Identities = 139/432 (32%), Positives = 220/432 (50%), Gaps = 49/432 (11%) 
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Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ ALS+G  V  NL + +D   M+ AL              
Sbjct: 10  QIKATIQLPASKSISNRALIIHALSKGDDVPSNLSDCDDTQVMIKAL------------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          +  E + +    AG AMR LTA +++  G   + + G  RM++RP 
Sbjct: 57  --------------TEGNEVIDIL--AAGTAMRFLTAYLSSTPG--IHTITGTERMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA ++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+  
Sbjct: 99  IQILVNALRELGAHIEYVRNEGFPPLRIEG-RELTGSEITLKGNVSSQYISALLMIGPVL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW--DRFYIKGGQKYKSPKNAYVE 251 
              +++ +  +++S PY+ +TL+LM+ FG  A    SW  D+      Q Y       VE 
Sbjct: 158 KNGLQLRLTGEIVSRPYINLTLQLMKDFGASA----SWTSDQNIQVDPQPYHCLPFT-VE 212 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G    S QGD + AEV   +G    +TET +      
Sbjct: 213 SDWSAASYWYQIAALSPQADIELTGLFRHSYQGDSRGAEVFARLGVATEYTETGI----- 267 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       ++ +D +   +PD+A T  V     + P     + S ++KET+R+ A++TE 
Sbjct: 268 -RLKKNGTCVERLDEDFVDIPDLAQTFVVTCALLNVPFRFTGLQSLKIKETDRIEALKTE 326 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           + KLG  + +  D  +    E++       I TY+DHRMAMAF+ AA     + I +P   
Sbjct: 327 MKKLGYILHDKNDSILSWDGERVEQQTCPVIKTYEDHRMAMAFAPAAIHYPTIQIDEPQV 386 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y+D L 
Sbjct: 387 VSKSYPGYWDDL 398 
 
 
>ref|YP_001832750.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beijerinckia indica 
           subsp. indica ATCC 9039] 
 gb|ACB95261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beijerinckia indica 
           subsp. indica ATCC 9039] 
          Length = 424 
 
 Score =  201 bits (510), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 152/440 (34%), Positives = 224/440 (50%), Gaps = 47/440 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + + G ++ PGSKS++NR LLLAAL++G + +   L S+D  YM  AL+ +G+ +E+  
Sbjct: 16  PGQPLQGHIRPPGSKSITNRALLLAALAKGESRLTGALASDDTAYMAKALKAMGVGIESP 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            A    V        P E       LFLGNAG A R LTAA   A G    V+DG   MR 
Sbjct: 76  DATTFHVKGTGHLHAPGE------TLFLGNAGTATRFLTAAAALADGRV--VIDGDANMR 127 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPI  LV  L+ LG  ++   G  CPPV ++G G +  G V +   +SSQY+SALLM A 
Sbjct: 128 KRPIAPLVTALQSLGVSIEAPTG--CPPVTIDGRGRVAAGDVSIDAGLSSQYVSALLMLA 185 
 
Query: 191 PLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQKYKSPKN 247 
           P   G + I +    I    YV++TL  M  FG +    D  SW          Y++ ++ 
Sbjct: 186 PCGEGPIRIVLQGTGIGARGYVDLTLAAMHHFGAEVLQKDEVSW----TLAPTGYRA-RD 240 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E DAS+A+Y  A A +T GT+ +    +   Q D K   ++                 
Sbjct: 241 FVIEPDASAATYLWAAAVLTQGTIDLGVPASAFTQPDAKAYSLITSF------------- 287 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                      H+ A+ +  +++ D   TLAV+A F   P    D+A+ RVKE +R+ A+ 
Sbjct: 288 ----------PHMPAV-IEGSQIQDAVPTLAVMAAFNKTPVRFTDIANLRVKECDRIHAL 336 
 
Query: 368 RTELTKLGASV--EEGPDYCIITPPE---KLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            TEL ++   +  EEG D  +   P    +     I+TYDDHR+AM+F+LA      +TI 
Sbjct: 337 ATELARITPDLAREEGDDLIVTGDPALIGRRTDAIIETYDDHRIAMSFALAGLMMDGLTI 396 
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Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
            DP C  KT+P +++ L +  
Sbjct: 397 LDPDCVAKTYPGFWNDLGSL 416 
 
 
>ref|YP_003736795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halalkalicoccus 
           jeotgali B3] 
 gb|ADJ15003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halalkalicoccus 
           jeotgali B3] 
          Length = 439 
 
 Score =  201 bits (510), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 155/444 (34%), Positives = 217/444 (48%), Gaps = 43/444 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT + P SKS ++R +L A  + G TV D L +S D H    A+   G  V A      
Sbjct: 10  LRGTAQAPPSKSYTHRAILAAGYASGATVYDPL-DSADPHATARAIEAFGGDVSA----- 63 
 
Query: 75  RAVVVGCGGKFPVE------DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                   G F VE      D    V +  GN+G  MR +T   TAA  +   VL G    
Sbjct: 64  ------VDGGFAVEGFAGVPDVPANV-IDCGNSGTTMRLVTG--TAALADGITVLTGDDS 114 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP G L+  ++ LG   +   G    P+ + G   + GG+V + G +SSQY++ALLM 
Sbjct: 115 LRSRPQGPLLDAIEGLGGRAESTRGNGQAPLVIEGP--VSGGRVSIPGDVSSQYITALLM 172 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---------HSDSWDRFYIKGG 239 
           A  +    +EI++  +L S PYV++TL ++  FGV+AE          S     F + GG 
Sbjct: 173 AGAVTEEGIEIDLETELKSAPYVDITLEVLSAFGVEAEPVGADGGEVRSAGASGFRVPGG 232 
 
Query: 240 QKYKSPKNAY-VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           Q Y+     Y V GD SS SY LA   +     +TV G    S QGD     + E MG   
Sbjct: 233 QTYEPEGGEYHVPGDFSSISYLLAAGVLAADEGLTVRGA-QPSAQGDTAIVGIAERMGGD 291 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           V W   +  +         +  L  I V++   PD+  T+A +   ADG T I +    R 
Sbjct: 292 VQWDREAGEIE------VSKSELSGITVDVGDTPDLLPTIATLGAVADGETRITNCEHVR 345 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA-C 415 
            KET+R+ A+ TEL KLGASV E  D  ++   + +L+   +D YDDHR+ MA SLA    
Sbjct: 346 YKETDRVSAMATELGKLGASVTEYEDELVVHGEDSELSGAIVDGYDDHRIVMALSLAGLV 405 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVL 439 
           AE    +R       +FPD+FDVL 
Sbjct: 406 AEGETVVRGAEHVDVSFPDFFDVL 429 
 
 
>gb|ABM21481.1| 5'-enolpyruvylshikimate 3-phosphate synthase [Pseudomonas 
           fluorescens] 
          Length = 444 
 
 Score =  201 bits (510), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 153/435 (35%), Positives = 220/435 (50%), Gaps = 43/435 (9%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V  P   ++G V  PGSKS++NR LLLAAL++GT+ +   L S+D  +M  ALR +G+++ 
Sbjct: 35  VTPPNFPLTGKVAPPGSKSITNRALLLAALAKGTSRLSGALKSDDTRHMSVALRQMGVTI 94 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +        V      + P +       LFLGNAG AMR LTAAV    G  T VLDG   
Sbjct: 95  DEPDDTTFVVTSQGSLQLPAQ------PLFLGNAGTAMRFLTAAVATVQG--TVVLDGDE 146 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            M++RPIG L+  L Q G  VD   G  CPPV V+G+G +   + ++ G +SSQY+SALL 
Sbjct: 147 YMQKRPIGPLLATLGQNGIQVDSPTG--CPPVTVHGMGKVQAKRFEIDGGLSSQYVSALL 204 
 
Query: 188 MAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           M A      +E+ +  K I    YV++TL  M  FG + +  D  D  +      Y +   
Sbjct: 205 MLAACGEAPIEVALTGKDIGARGYVDLTLDCMRAFGAQVDAVD--DTTWRVAPTGYTA-H 261 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
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           +  +E DAS+A+Y  A   +TGG + +        Q D K   V+        +     T 
Sbjct: 262 DYLIEPDASAATYLWAAEVLTGGRIDIGVAAQDFTQPDAKAQAVIAQ------FPNMQAT 315 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V G                  ++M D   TLAV+A F + P    ++A+ RVKE +R+ A 
Sbjct: 316 VVG------------------SQMQDAIPTLAVLAAFNNTPVRFTELANLRVKECDRVQA 357 
 
Query: 367 IRTELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVT 421 
           +   L ++  G +  EG D  + + P          IDT+ DHR+AM F+LA      V  
Sbjct: 358 LHDGLNEIRPGLATIEGDDLLVASDPALAGTACTALIDTHADHRIAMCFALAGLKVSGVR 417 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+DP C  KT+PDY+ 
Sbjct: 418 IQDPDCVAKTYPDYW 432 
 
 
>emb|CBW21292.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           fragilis 638R] 
          Length = 410 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 139/432 (32%), Positives = 220/432 (50%), Gaps = 49/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ ALS+G  V  NL + +D   M  AL              
Sbjct: 10  QIKATIQLPASKSISNRALIIHALSKGDDVPSNLSDCDDTQVMTKAL------------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          +  E + +    AG AMR LTA +++  G   + + G  RM++RP 
Sbjct: 57  --------------TEGNEVINILA--AGTAMRFLTAYLSSTPG--IHTITGTERMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA ++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+  
Sbjct: 99  IQILVNALRELGAHIEYVRNEGFPPLRIEG-RELTGSEITLKGNVSSQYISALLMIGPVL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW--DRFYIKGGQKYKSPKNAYVE 251 
              +++ +  +++S PY+ +TL+LM+ FG  A    SW  D+      Q Y       VE 
Sbjct: 158 KNGLQLRLTGEIVSRPYINLTLQLMKDFGASA----SWTSDQNIQVDPQPYHCLPFT-VE 212 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G    S QGD + AEV   +G    +TET +      
Sbjct: 213 SDWSAASYWYQIAALSPQANIELTGLFRHSYQGDSRGAEVFARLGVATEYTETGI----- 267 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       ++ +D +   +PD+A T  V     + P     + S ++KET+R+ A++TE 
Sbjct: 268 -RLKKNGTCVERLDEDFVDIPDLAQTFVVTCALLNVPFRFTGLQSLKIKETDRIEALKTE 326 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           + KLG  + +  D  +    E++   A   I TY+DHRMAMAF+ AA     + I +P   
Sbjct: 327 MKKLGYILHDKNDSILSWDGERVEQQACPVIKTYEDHRMAMAFAPAAIHYPTIQIDEPQV 386 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y++ L 
Sbjct: 387 VSKSYPGYWNDL 398 
 
 
>ref|ZP_07334199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           fructosovorans JJ] 
 gb|EFL50559.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           fructosovorans JJ] 
          Length = 439 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 155/450 (34%), Positives = 232/450 (51%), Gaps = 40/450 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV  P SKS+S+R ++ A+L+ GT+ V  LL+S+D+      +  +G      ++    + 
Sbjct: 3   TVAAPPSKSVSHRAVIAASLAAGTSRVSGLLDSQDITRTRDCMAAMGADFHP-QSDGSVI 61 
 
Query: 78  VVGCGGKFPVEDAK-EEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           V G  G     D + +E Q+  +G +G   R LTA   AA G   + + G  RM +RPIG 
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Sbjct: 62  VSGTAGHPQGGDVEHDEPQILDVGESGTTCRLLTA--VAAAGRGVFEIRGEGRMHDRPIG 119 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
           +LV  L  LG ++     + CPP+ +    GL GG   +S   SSQYLS LL+AAPLA   
Sbjct: 120 ELVNALLPLGVEILYLEKSGCPPLHMAS-NGLSGGTASISLEDSSQYLSGLLLAAPLAAA 178 
 
Query: 196 DVEIEII-DKLISIPYVEMTLRLMERF----GVKAEHSDSWDRF-------YIKGGQKYK 243 
            + +EI  +K +S PYV +TL  +  F     V+    D+W+R         I G  ++  
Sbjct: 179 PLTVEITGNKTVSWPYVAITLSTLADFSVPFAVETRDGDAWERVDWRTLTDVIPGQVRFA 238 
 
Query: 244 ------SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                  P++  VEGD SSASYFLA  A+    VTV G    SLQGD    ++L  MGA+ 
Sbjct: 239 MRPALYKPRDYAVEGDWSSASYFLAAGAVGKAPVTVTGLRPDSLQGDRAICDILARMGAR 298 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           +      +TV            L   D++M + PD+  T+A  A FA G T IR+VA  R 
Sbjct: 299 IEAGPDGITVL--------PGSLTGQDLDMGRCPDLVPTVATAACFAKGETTIRNVAHLR 350 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPP-----EKLNVTAIDTYDDHRMAMAFSL 412 
           +KE++R+ A+    T+ GA V   PD   I P      E++  +A   + DHR+AM+ ++ 
Sbjct: 351 LKESDRIEAVAENCTQAGAVVTTTPDGMRIKPRPLPTGERVEFSA---FGDHRLAMSAAI 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
              A + V + +P C  K+FP +++   T  
Sbjct: 408 FEMAGIEVALDNPACVAKSFPTFWEKWRTL 437 
 
 
>gb|ADX68016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Weeksella virosa DSM 
           16922] 
          Length = 414 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 139/433 (32%), Positives = 227/433 (52%), Gaps = 46/433 (10%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP  ++S  VK+ GSKS SNR+LLL AL +    + NL N+ED   M  AL+         
Sbjct: 7   QPKNKLSP-VKITGSKSESNRLLLLNALFDDALDLQNLSNAEDTQLMQNALK-------- 57 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                              + KE V +   +AG AMR LTA   A     T++L G  RM 
Sbjct: 58  -------------------EKKEVVDI--HHAGTAMRFLTAYF-AIQNKETHILTGSQRM 95 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           +ERPI  LV  LK+LGA+++       PP+++ G   L    + +  +ISSQY++ALL+  
Sbjct: 96  KERPIKILVDALKELGAEIEYLENDGFPPLKITG-TELTQPTIDIPANISSQYITALLLI 154 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
               +  + I +I K+ S+PY+ M++ L++  G++ E +++     +    K   P+    
Sbjct: 155 GTKLVNGLTINLIGKITSLPYLMMSVELLKNVGIEVEFTNNQ---LVVAYSKNILPQVFE 211 
 
Query: 250 VEGDASSASYFLAGAAITG--GTVTVEGCGTTSLQGDVKFAEVL-EMMGAKVTWTETSVT 306 
           +E D SSASYF +  A++    T+T++     SLQGD     +  E  G + ++ +  +T 
Sbjct: 212 IESDWSSASYFYSFIALSEPETTITIQNYRAKSLQGDAALQTIYRENFGVESSFEKNCLT 271 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +          K    I +++N+ PD+A TLAV  L  + P     + + ++KET+R+VA 
Sbjct: 272 LKKIKDFSLPTK----ILLDLNQTPDIAQTLAVTCLGLEIPCHFTGLETLKIKETDRLVA 327 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           ++ EL+K GA V        IT   + N++    ++TY+DHRMAMAF+  A      +I+ 
Sbjct: 328 LQNELSKFGAKVNITQQELSITAYNENNLSRELIVETYNDHRMAMAFAPLAILH-SFSIK 386 
 
Query: 424 DPGCTRKTFPDYF 436 
           DP   +K++P+++ 
Sbjct: 387 DPDVVKKSYPNFW 399 
 
 
>ref|ZP_02329207.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus larvae 
           subsp. larvae BRL-230010] 
 ref|ZP_08055388.1| 3-phosphoshikimate 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
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 gb|EFX46929.1| 3-phosphoshikimate 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
          Length = 430 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 148/438 (33%), Positives = 229/438 (52%), Gaps = 22/438 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++ P   +SG ++   SK+ + R LL AALSEGT+ +     SED   M   +R LG  + 
Sbjct: 4   IVHPTPRLSGDIQALSSKNYTTRFLLAAALSEGTSTIYYPAQSEDGEAMRRCIRDLGARI 63 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E D    + +++   GK+P +  KE   L +GNAG  +R L + V A     T+V      
Sbjct: 64  EEDD---QKIIITGFGKYP-QQVKE---LNVGNAGAVLRFLMS-VAAFCQEVTFVNAYPE 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP  DL+  L+Q+G +V    G    P+ + G G   GG++++SG++SSQ+LS++L 
Sbjct: 116 SLGKRPHDDLIHALEQMGVEVVNQDGR--LPITIRG-GEPRGGRIQVSGNVSSQFLSSIL 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
             APL   D EIE++  L S   +  TL ++++ G++ E S     + I G Q Y+ P+  
Sbjct: 173 FIAPLLKEDSEIEVLHDLKSKIVIGQTLDVLKQAGIRVEASKDLMHYRIPGNQTYQ-PRE 231 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V+GD   ++  LA AA+T   VTV      SLQG+    +VL  MG  +T  +  V V 
Sbjct: 232 YVVQGDYPGSAAILAAAAVTESDVTVNNLEENSLQGERACIDVLRQMGVLLTHKDRQVQV 291 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G  R       LK ++ + ++  D  + +   A+FADG T   +V + R KE +R+    
Sbjct: 292 KGNGR-------LKPVEFDGDEFTDAVLAMVATAVFADGTTRFYNVENLRYKECDRITDF 344 
 
Query: 368 RTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
            TEL K GASVEE     I+   PE +     ID + DHR+ MA S+    +   +TIRD 
Sbjct: 345 LTELRKAGASVEERQSEIIVHGKPEGVEGGVEIDAHIDHRVIMALSVVGLRSRKGLTIRD 404 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                K++P +F+ L    
Sbjct: 405 AQHVAKSYPHFFNHLQAL 422 
 
 
>ref|NP_613913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanopyrus kandleri 
           AV19] 
 sp|Q8TXN4.1|AROA_METKA RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAM01843.1| 5-enolpyruvylshikimate-3-phosphate synthase [Methanopyrus kandleri 
           AV19] 
          Length = 428 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 151/441 (34%), Positives = 231/441 (52%), Gaps = 26/441 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + L+ I E+ GTV  P SKS S+R L+ A+L +G+T + N+L++EDV   L   R LG 
Sbjct: 2   KRVELEGIPEVRGTVCPPPSKSGSHRALIAASLCDGSTELWNVLDAEDVRATLRLCRMLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V+ D   +    V   G  P   A E+V +  GN+G  +R       AA    T +L  
Sbjct: 62  AEVDVDGEERLEATVSGFGDSP--RAPEDV-VDCGNSGTTLR--LGCGLAALVEGTTILT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQ 181 
           G   +R RP+GDL+  L+ LG D       G + PPV ++G    P   +V + G +SSQ 
Sbjct: 117 GDDSLRSRPVGDLLAALRSLGVDARGRVVRGEEYPPVVISG---RPLRERVAVYGDVSSQ 173 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ++SALL      LG + ++++  L S PYV+MT+  +ERFGV      S   F ++G  + 
Sbjct: 174 FVSALLFLGA-GLGALRVDVVGDLRSRPYVDMTVETLERFGVSVVREGS--SFEVEG--R 228 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            +SP    VE D SSA YF+A  AI GG + +EG    S   D +  E+   MGA+V    
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Sbjct: 229 PRSPGKLRVENDWSSAGYFVALGAI-GGEMRIEGVDLDSSHPDRRIVEITREMGAEVRRI 287 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  + V    R       L+ ++V+++  PD+  T+A +A FA+G T I +V   R KE  
Sbjct: 288 DGGIVVRSTGR-------LEGVEVDLSDSPDLVPTVAAMACFAEGVTRIENVGHLRYKEV 340 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
           +R+ A+  EL K G  V EG D+  I   E +    +D+  DHRMAMA + + A A     
Sbjct: 341 DRLRALAAELPKFGVEVREGKDWLEIVGGEPVGAR-VDSRGDHRMAMALAVVGAFARGKT 399 
 
Query: 421 TIRDPGCTRKTFPDYFDVLST 441 
            +        ++P +++ L++ 
Sbjct: 400 VVERADAVSISYPRFWEDLAS 420 
 
 
>ref|ZP_08075517.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phascolarctobacterium 
           sp. YIT 12067] 
 gb|EFY05739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phascolarctobacterium 
           sp. YIT 12067] 
          Length = 433 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 147/442 (33%), Positives = 233/442 (52%), Gaps = 34/442 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ + P K ++GTV++P SKS+ +R ++ A L+ GT++VDN+  S+D+   +  LR +  
Sbjct: 2   EKVKIYPAK-LAGTVQVPSSKSMGHREIICAGLAGGTSIVDNISMSQDIEATMRVLRAMN 60 
 
Query: 65  LSVEAD----KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           +SV+      +  K   + G G      D      +  G +G  +R         G   T 
Sbjct: 61  VSVDEIPSMIEGRKALQITGTGHPIAAAD-----NVDCGESGSTLRFFIPLGANLGCPLT 115 
 
Query: 121 YVLDGVPRMRERPIGDLVVGL-KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           ++  G  ++  RP+      L KQ    V  F      P+ VNG   L  GK +L G +S 
Sbjct: 116 FIGHG--KLVSRPLQAYYDILDKQF---VQYFNDNGNLPLTVNG--HLMPGKFELPGDVS 168 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ++S LL A PL  GD EI I   L S  YV+MTL  + ++GVK E+ D   R Y+  G 
Sbjct: 169 SQFVSGLLFALPLLKGDSEIIITSPLESASYVDMTLNCLAKYGVKIENVDGAHRHYLVPG 228 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           ++    +++ VEGD S A+++  G A+ G  +T  G    SLQGD    E+++ MGA +  
Sbjct: 229 KQRFKAQDSKVEGDWSQAAFWTVGGAL-GAGITASGIDFASLQGDKAVVEIMQRMGADIA 287 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               SVTV     +        A  ++ +  PD+   L V+A  ++G T I +    R+K 
Sbjct: 288 QNADSVTVNSSTTQ--------ATVIDASNCPDIIPVLTVLAAVSEGTTKIINAGRLRIK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIIT-PPEKLN--VTAIDTYDDHRMAMAFSLAA-- 414 
           E +R+ A+ +EL K+GA++ E  +   IT  PE L   V A D ++DHR+AM+ ++AA   
Sbjct: 340 ECDRLAAMTSELNKMGAAITEELEGLTITGKPEGLRGGVEA-DAWNDHRIAMSLAIAAQC 398 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYF 436 
           CAE P+T+   G   K++PD++ 
Sbjct: 399 CAE-PITLTGAGSVSKSYPDFW 419 
 
 
>ref|ZP_01691566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Microscilla marina 
           ATCC 23134] 
 gb|EAY27343.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Microscilla marina 
           ATCC 23134] 
          Length = 421 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 147/438 (33%), Positives = 226/438 (51%), Gaps = 52/438 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I   V+LP SKS SNR L++ AL++      N+               L    EA      
Sbjct: 15  IQTAVQLPSSKSESNRALIIQALAKYQQAAANI--------------KLSNISEARDTQT 60 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
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              ++G  GK           L + +AG  MR LTA +     +   +L G  RM+ RPI 
Sbjct: 61  LQRLLGEEGKI----------LDVLDAGTTMRFLTAFIAVTQQHK--ILTGTARMQSRPI 108 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L   LK LGA ++       PP+ ++    L G  +++ G ISSQY+SALLM APL   
Sbjct: 109 GILAEALKSLGASIEFLKHAGYPPIEIHPKHPLQGKAIQMRGDISSQYISALLMIAPLLP 168 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYVEGD 253 
             ++IE+  K+ S PY+EMTL+LM  FG+++    S++  +IK   Q Y++ + A +E D 
Sbjct: 169 EGLDIELTGKINSRPYIEMTLQLMMHFGIQS----SFEGNHIKVAHQTYQANQYA-IESD 223 
 
Query: 254 ASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV--- 307 
            S ASY+ A  A++  T   +T++G    SLQGD    E+++  G K T+    V +    
Sbjct: 224 WSGASYWYAIVALSENTTTKITLKGLRADSLQGDRVIVELMQHFGVKSTFVADGVVLEKV 283 
 
Query: 308 -TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              P   P        +++N  + PD+A T+AVVA     P  ++ + S ++KET+R+ A 
Sbjct: 284 AIAPESTP--------LELNFAQCPDLAQTVAVVAAAKGMPLQMKGLESLKIKETDRVNA 335 
 
Query: 367 IRTELTKLGASVEEGPDYC--IITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVPVTI 422 
           ++ EL K+G+ +EE       ++ P  +L      I TY+DHRMAMAF+  AC  + + I 
Sbjct: 336 LQQELKKVGSHLEEKESQAEWLLHPGAELPTVPITIQTYEDHRMAMAFAPLACL-LNLNI 394 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            DP    K++P ++D L  
Sbjct: 395 EDPEVVAKSYPRFWDDLQ 412 
 
 
>ref|ZP_07721584.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Algoriphagus sp. PR1] 
 gb|EAZ80100.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Algoriphagus sp. PR1] 
          Length = 413 
 
 Score =  200 bits (509), Expect = 3e-49,   Method: Compositional matrix adjust. 
 Identities = 142/427 (33%), Positives = 220/427 (51%), Gaps = 56/427 (13%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+ L  SKS SNR+L++ AL+E +  + NL  + D   M+  L+T                
Sbjct: 21  TIPLSASKSESNRVLIIDALTEVSNKISNLAEARDTQTMIRLLQT--------------- 65 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                   PV D        + +AG  MR LTA   AA  N   V+ G PRM ERPIG L 
Sbjct: 66  ------NPPVFD--------VLDAGTTMRFLTAF--AAATNQNKVMTGTPRMCERPIGIL 109 
 
Query: 138 VVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           V  L+ +GA++  ++G +  PP+ ++G+      +VK+ G +SSQY+SA+LM AP      
Sbjct: 110 VDALRTVGAEIH-YMGVEGYPPLAIHGLSEQTTNQVKIRGDVSSQYISAMLMIAPTLPKG 168 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +E+E+  K+ S  Y+EMTL LM +FG+K E    W    I    +   P    VE D S  
Sbjct: 169 LELELEGKVGSRTYIEMTLELMAQFGIKYE----WKGNKISVDSQQYQPTTFAVESDWSG 224 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           ASY+ +  A    G++ +EG    SLQGD K  E+++++G K T+ E  V +         
Sbjct: 225 ASYWFSLLACADSGSLFLEGLKENSLQGDSKIVEIMDLLGIKSTFKEGGVLLQ------- 277 
 
Query: 316 GRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            ++ +K + + +    PD+A T+AV             + S ++KET+R++A++ EL K  
Sbjct: 278 -KQEVKGLKEWDFTHCPDLAQTVAVTCAILGQNAIFTGLESLKIKETDRILALQQELAKF 336 
 
Query: 375 GASVEEGPD--YCII---TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            A ++E     Y +I   T P+++    I TY+DHRMAMAF +    +  V   DP     
Sbjct: 337 NAELKEIETEVYQVIPSVTMPQEVK---IHTYEDHRMAMAF-MPLVTKTQVVFDDPEVVN 392 
 
Query: 430 KTFPDYF 436 
           K++P ++ 
Sbjct: 393 KSYPSFW 399 
 
 
>ref|ZP_08155395.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus equi ATCC 
           33707] 
 gb|EGD23360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus equi ATCC 
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           33707] 
          Length = 428 
 
 Score =  200 bits (508), Expect = 4e-49,   Method: Compositional matrix adjust. 
 Identities = 153/439 (34%), Positives = 230/439 (52%), Gaps = 39/439 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKR 75 
           +V LPGSKS++NR L+LAAL+ G + +   L S D   M+  LR LG+++ A  D A    
Sbjct: 4   SVTLPGSKSITNRALILAALASGPSTITGALRSRDTDLMIQGLRALGVAITATPDPATGT 63 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            + V  G   P+  A  +  L    AG  MR L  A   A G  T  +DG  + R RP+G 
Sbjct: 64  TLHVVPG---PMTGAAVDCGL----AGTVMRFLPPAAALAEG--TVAVDGDEQARTRPLG 114 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  L+ LGAD+D     D  P  V+G GGL GG V +  S SSQ++S LL++A  A   
Sbjct: 115 TILDALRGLGADIDG----DALPFTVHGHGGLRGGTVTIDASGSSQFVSGLLLSA--ARF 168 
 
Query: 196 DVEIEIIDK---LISIPYVEMTLRLMERFGV------KAEHSDSWDRFYIKGGQKYKSPK 246 
           D  + +  +   L S+P+++MT+ ++   GV      ++  +D+W     K       P  
Sbjct: 169 DEGVTVRHQGGSLPSMPHIDMTVEMLREAGVTVHTPGESGDADTWKVLPGK-----IDPV 223 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VE D S+A+ FLA AA+TGGTV V    + + Q       +L  MGA V   E  ++ 
Sbjct: 224 DWVVEPDLSNATPFLAAAAVTGGTVRVPLWPSRTTQPGDAIRGILAEMGADVRLEEGVLS 283 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           VTGP       K L+ ID++++ + ++  T+A +A  ADGP+ +R +A  R  ET+R+ A 
Sbjct: 284 VTGP-------KTLRGIDIDLHDIGELTPTVAALAALADGPSVLRGIAHLRGHETDRLAA 336 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           + TE+ KLG +  E  D   I  P  L+     +Y DHRMA A ++       V I D G 
Sbjct: 337 LATEIGKLGGAATETADGLRIE-PRPLHGAQWHSYADHRMATAGAILGLVVDGVDIEDVG 395 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
            T KT P + ++ +  +   
Sbjct: 396 TTAKTLPGFENLWTAMLDE 414 
 
 
>ref|YP_003146820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kangiella koreensis 
           DSM 16069] 
 gb|ACV27052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kangiella koreensis 
           DSM 16069] 
          Length = 442 
 
 Score =  200 bits (508), Expect = 4e-49,   Method: Compositional matrix adjust. 
 Identities = 147/426 (34%), Positives = 225/426 (52%), Gaps = 26/426 (6%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           ++LPGSK L+NR ++LAA+S+GTT + N+  ++D+   LGA++ LG  VE     + +V  
Sbjct: 16  LRLPGSKYLANRYVVLAAISDGTTRLSNVPRNDDILAALGAIQALGAKVEW--LDQTSVE 73 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMRERPI 134 
           +     F + D   +V +   ++G   R +TA      ++ G   T  + G  +MR RP+ 
Sbjct: 74  IKGIESFELAD---DVVIDCHDSGTLARFITALTGLFYSSVGHQIT--ITGSQQMRSRPM 128 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            + V  L+ LG  ++   G    P++++G   + GG  +L  S SSQ+LS LL+A   A  
Sbjct: 129 QESVASLETLGVSIESEKGF--LPIKISG--PITGGSCELDASRSSQFLSGLLIACLKAE 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D  I +    +S  YVE+TLR +E FG + +  +  + F+I G Q   + K+ +V GD  
Sbjct: 185 KDTLIHLSSDAVSESYVELTLRAIELFGGEVKRINCRE-FFIPGQQALVA-KDIHVAGDV 242 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT-GPPRE 313 
            S+SYFLA   +   + TV      S QG+ KF +VLE MGAKV   +  + V    P   
Sbjct: 243 VSSSYFLAAGLLAESSCTVLNYHFDSPQGESKFPQVLERMGAKVYLKQDDLKVEYDSP-- 300 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L+ IDV+M  MPDV  TLA +A FA G T I ++A    KE+ R+V +  +L K 
Sbjct: 301 ------LQGIDVDMGNMPDVVPTLAALACFAQGETRITNIAHLAFKESNRIVDLCEQLKK 354 
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Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LGA  E       I   ++L    + +  DHR+AM+ +L       +TI       K+FP 
Sbjct: 355 LGADCEYDESSITIRGGKQLIADKVSSCHDHRLAMSLALIGIKLKGLTIESSEAVAKSFP 414 
 
Query: 434 DYFDVL 439 
           DY+  L 
Sbjct: 415 DYWQYL 420 
 
 
>ref|ZP_04841395.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_2_5] 
 gb|EES87996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_2_5] 
          Length = 412 
 
 Score =  200 bits (508), Expect = 4e-49,   Method: Compositional matrix adjust. 
 Identities = 139/432 (32%), Positives = 220/432 (50%), Gaps = 49/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ ALS+G  V+ NL + +D   M+ AL              
Sbjct: 10  QIKATIQLPASKSISNRALIIHALSKGDDVLSNLSDCDDTQVMIKAL------------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                          +  E + +    AG AMR LTA +++  G   + + G  RM++RP 
Sbjct: 57  --------------TEGNEVIDIL--AAGTAMRFLTAYLSSTPG--IHTITGTERMQQRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGA ++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+  
Sbjct: 99  IQILVNALRELGAHIEYVRNEGFPPLRIEGTE-LTGSEITLKGNVSSQYISALLMIGPVL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW--DRFYIKGGQKYKSPKNAYVE 251 
              + + +  +++S PY+ +TL+LM+ FG  A    SW  D+      Q Y       VE 
Sbjct: 158 KNGLLLRLTGEIVSRPYINLTLQLMKDFGASA----SWTSDQNIQVDPQPYHCLPFT-VE 212 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+   AA++    + + G    S QGD + AEV   +G    +TET +      
Sbjct: 213 SDWSAASYWYQIAALSPQADIELTGLFRHSYQGDSRGAEVFARLGVATEYTETGI----- 267 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       ++ +D +   +PD+A T  V     + P     + S ++KET+R+ A++TE 
Sbjct: 268 -RLKKNGTCVERLDEDFVDIPDLAQTFVVTCALLNVPFRFTGLQSLKIKETDRIEALKTE 326 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           + KLG  + +  D  +    E++       I TY+DHRMAMAF+ AA     + I +P   
Sbjct: 327 MKKLGYILHDKNDSILSWDGERVEQQTCPVIKTYEDHRMAMAFAPAAIHYPTIQIDEPQV 386 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y+D L 
Sbjct: 387 VSKSYPGYWDDL 398 
 
 
>ref|ZP_07961875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella salivae 
           DSM 15606] 
 gb|EFV04680.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella salivae 
           DSM 15606] 
          Length = 412 
 
 Score =  200 bits (508), Expect = 4e-49,   Method: Compositional matrix adjust. 
 Identities = 137/437 (31%), Positives = 231/437 (52%), Gaps = 46/437 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I  T++LP SKS+SNR L++ AL+ G  V  +L + +D   ++ AL+T   +++     
Sbjct: 9   QHIDTTIQLPPSKSISNRALIIQALANGNLVPRHLSDCDDTKVIVEALKTKSETID---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  AG AMR LTA ++   G   +VL G  RM++R 
Sbjct: 65  -------------------------IKAAGTAMRFLTAYLSVREGE--HVLTGTDRMKQR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+ LGAD+        PP+R+ G   L GG +++ G++SSQ++SALL+  P+ 
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Sbjct: 98  PIGVLVDALRYLGADIQYEGEAGYPPLRIKG-HPLAGGFIEIPGNVSSQFISALLLIGPM 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +E+++ D++IS PY+++TL +M  FG  A+ +D      I+   K  S ++ Y+E  
Sbjct: 157 LEKGLELKLTDEIISRPYIDLTLCMMRDFGAIADWTDV---DTIRVAAKAYSARDYYIES 213 
 
Query: 253 DASSASYF---LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D +++SY+   +A A  +   V +EG    S QGD     +  ++G K   T    T  G 
Sbjct: 214 DWTASSYWYEIMALADDSEAVVRLEGLMDGSKQGDSVVKYIFSLLGIK---TSFETTAPG 270 
 
Query: 310 PPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            P      +H   L  ++ +    PD+A T+ V  +  +    ++ +++ R+KET+R+ A 
Sbjct: 271 VPNIVTLHRHKCLLPRLEYDFTGSPDLAQTVVVTCVNMNIKFHLKGLSTLRIKETDRIEA 330 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           ++TEL KLG  ++   D  ++   E+   +   I+TY+DHRMA+AF+  A     + I + 
Sbjct: 331 LKTELRKLGFVLQSVGDDELLWDGERCQPSDEPIETYEDHRMALAFAPVALKRQGLQINN 390 
 
Query: 425 PGCTRKTFPDYFDVLST 441 
           P    K++PDY+  L T 
Sbjct: 391 PEVVSKSYPDYWKDLQT 407 
 
 
>ref|ZP_05618982.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enhydrobacter 
           aerosaccus SK60] 
 gb|EEV23836.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enhydrobacter 
           aerosaccus SK60] 
          Length = 422 
 
 Score =  199 bits (507), Expect = 6e-49,   Method: Compositional matrix adjust. 
 Identities = 143/438 (32%), Positives = 225/438 (51%), Gaps = 47/438 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G + +PGSKSL+NR L+LA+++ G + + N+L S+D   M+  LR +G+S+   +  
Sbjct: 17  KPVEGVISVPGSKSLTNRALILASVANGQSTLSNVLISDDTEVMINGLRQMGVSISFVEP 76 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K  ++V   GK     ++ +  +FLGNAG A R LTA      G    ++DG   MR R 
Sbjct: 77  NK--ILVNSNGKL----SEPKQPIFLGNAGTATRFLTAMSCLVKGEV--IIDGDEYMRTR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  LK +G D+     T CPPV +   G L   +V +  ++SSQY+SALLM +P  
Sbjct: 129 PILPLVNALKSIGIDIQS--DTGCPPVTIKSKGVLSSSEVTIDANLSSQYVSALLMLSPF 186 
 
Query: 193 ALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            L + +I + D  I    Y+++TL +M+ FG+  E   + +  ++   Q YK+  N ++E 
Sbjct: 187 NLKEFKIILKDSNIGGKGYIDLTLNIMKEFGITIE---TIENGWLIRRQSYKA-TNYFIE 242 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D+SSA+Y  A   +T G + +        Q D K  +++                   P 
Sbjct: 243 PDSSSATYIWAIEKLTNGKIDIGFEAKKMTQPDAKVYDLINSF----------------P 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
             P        ID   ++  D   TLAV+A F++       + + RVKE +R+ AI+  L 
Sbjct: 287 NFP------DLID--GSQFQDAIPTLAVMAAFSNKKVLFTGIENLRVKECDRIKAIKEGL 338 
 
Query: 372 TKLGA--SVEEGPDYCI-----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            K+    ++E G    +     I   + LNV  ID+YDDHR+AM+FSLA      ++I + 
Sbjct: 339 CKIHPELAIEIGDQLLVNGEIDIYNIKNLNV-LIDSYDDHRIAMSFSLAGILIDGISISN 397 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
             C  KT+P Y+  L +  
Sbjct: 398 YNCVSKTYPSYWKSLQSL 415 
 
 
>ref|ZP_07366540.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella marshii 
           DSM 16973] 
 gb|EFM01078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella marshii 
           DSM 16973] 
          Length = 416 
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 Score =  199 bits (506), Expect = 6e-49,   Method: Compositional matrix adjust. 
 Identities = 143/442 (32%), Positives = 225/442 (50%), Gaps = 59/442 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +E+  T+ LP SKS+SNR+L++ ALSEG+    NL   +D   M+ ALR +   ++     
Sbjct: 9   RELDATIDLPASKSISNRVLIIHALSEGSIPPSNLSRCDDTEVMVAALRDMPPEID---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  AG AMR +TA +    G   +V+ G  RM  R 
Sbjct: 65  -------------------------IKAAGTAMRFMTAYLAVTRGE--HVITGTERMCHR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ +GAD++       PP+R+ G   L GG + +SG +SSQY+SALLM   + 
Sbjct: 98  PIKVLVDALRYMGADIEYMGEEGYPPLRIRG-KQLEGGLLSISGHVSSQYISALLMIGAV 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G +++++  +++S PY+++TL  M  +G K + +D  D   I+  Q Y S +   +E  
Sbjct: 157 LEGGLQLQLTGEIVSRPYIDLTLCTMREYGAKVDWTDK-DTISIQ-PQSYVS-RPYLIEN 213 
 
Query: 253 DASSASYFLAGAAITG---GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT------ET 303 
           D S+ASY+    A++G    +V + G    S QGD     +  ++G K  +       +T 
Sbjct: 214 DWSAASYWYEIMALSGVREASVRMTGLRDGSRQGDSVVRYLFSLLGVKSAFASKEPDKDT 273 
 
Query: 304 SVTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +VT++          HL A+   D +    PD+  TLAV       P     + + R+KE 
Sbjct: 274 TVTLS---------NHLNALPRMDYDFINQPDLTQTLAVSCCLRGIPFHFTGLGNLRIKE 324 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMAFSLAACAE 417 
           T+R+ A++TEL KLG  V+E     +I   E+   +    IDTY+DHRMAMAF+ A+    
Sbjct: 325 TDRIEALQTELRKLGFVVKETNGNELIWDGERCETMPCPVIDTYEDHRMAMAFAPASFLV 384 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVL 439 
             + I DP    K++P ++D L 
Sbjct: 385 PGLRINDPAVVTKSYPHFWDDL 406 
 
 
>ref|YP_003997622.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leadbetterella 
           byssophila DSM 17132] 
 gb|ADQ17269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leadbetterella 
           byssophila DSM 17132] 
          Length = 409 
 
 Score =  199 bits (506), Expect = 6e-49,   Method: Compositional matrix adjust. 
 Identities = 142/427 (33%), Positives = 215/427 (50%), Gaps = 51/427 (11%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + L  SKS SNR L+L AL+   + + NL ++ D   M+  L+                  
Sbjct: 17  IALASSKSESNRALILNALTGFKSELKNLSSARDTQTMIRLLQ----------------- 59 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                      + EE    L +AG  MR LTA  TA   N   ++ G PRM ERPIG L+ 
Sbjct: 60  -----------STEETADVL-DAGTTMRFLTAFFTAT--NTPKIMTGTPRMCERPIGILI 105 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             LK LGA+++       PP +++G       ++++ G +SSQY+SALLM AP     +E 
Sbjct: 106 DALKTLGAEIEYLEKPGYPPHKIHGFTDQKTNQLEIRGDVSSQYISALLMIAPTLPQGLE 165 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I++  ++ SIPY+ MT+R ME FGVK E    W    +K   +  +P    +E D S AS 
Sbjct: 166 IQLTGEIGSIPYITMTIRQMEAFGVKVEA--DWKAKTLKVKPQTYTPVTYQIESDWSGAS 223 
 
Query: 259 YFLAGAAITGG---TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           Y+ +  A+       + + G    SLQGD   A+++  +G K T+T+  V +   P     
Sbjct: 224 YWYSMVALASHPETKIELLGLKLNSLQGDSAIADIMVHLGVKSTFTKDGVLLEKIPAA-- 281 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVV--ALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                K    N +  PD+  T+AV+  AL  +G   +  + S ++KET+R++A++ EL K 
Sbjct: 282 -----KDFRWNFSDCPDLTQTVAVILAALRIEG--ELTGIESLKIKETDRVLALQNELKK 334 
 
Query: 374 LGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           +GA    VE+   Y +        +  I TYDDHRMAMAF+   C    V I +PG   K 
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Sbjct: 335 IGAELVEVEKNLKYKVTNFKAYTEIPQIATYDDHRMAMAFA-PLCQLGDVIIEEPGVVAK 393 
 
Query: 431 TFPDYFD 437 
           ++P ++D 
Sbjct: 394 SYPSFWD 400 
 
 
>ref|YP_004253987.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Odoribacter 
           splanchnicus DSM 20712] 
 gb|ADY33807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Odoribacter 
           splanchnicus DSM 20712] 
          Length = 411 
 
 Score =  199 bits (506), Expect = 6e-49,   Method: Compositional matrix adjust. 
 Identities = 141/432 (32%), Positives = 212/432 (49%), Gaps = 46/432 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + GTV LP SKS+SNR+L++ AL++    ++NL + +D   M+  L             
Sbjct: 10  KRVQGTVTLPASKSISNRVLIVNALADSELPIENLADCDDTQSMVRIL------------ 57 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                              E     +G+AG AMR LTA ++   G   +VL G  RM++R 
Sbjct: 58  -----------------CSENSYFDVGHAGTAMRFLTAYLSRIIGK--WVLTGSERMKQR 98 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L +LGA +        PP+ + G   L GG + +  S+SSQY+SALLM AP  
Sbjct: 99  PIRVLVEALNRLGARIGYLENEGFPPLEIYG-SRLVGGSIDIPASVSSQYISALLMIAPY 157 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +EI +  K++S  Y++MTL++M  FG +    D+     +K G+    P    VE  
Sbjct: 158 MEKGLEIRLTGKVVSSSYIDMTLQIMREFGAEVGREDT--VIGVKPGEYRSVPYR--VES 213 
 
Query: 253 DASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D S+ASYF    AI G G + + G    S+QGD +   V   +G +  +    V ++    
Sbjct: 214 DWSAASYFYELLAIAGEGEIILTGLKEKSMQGDSRQTVVWRKLGVRTCYEGDLVRLSA-- 271 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                +  +  +D +  +MPD+  + AV       P   R V + R+KET+R+ A+  EL 
Sbjct: 272 ----AKPEIDRLDYDFVEMPDLVQSFAVACCMRRIPFLFRGVETLRIKETDRIQALIEEL 327 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            KLG  ++   D  +I   E+        I TY DHRMAMAF+ AA     + I D     
Sbjct: 328 GKLGYLLKAEGDGALIWEGERTGGQPCPRIATYHDHRMAMAFAPAALKHPGLVIVDKEVV 387 
 
Query: 429 RKTFPDYFDVLS 440 
            K+FP Y++ L+ 
Sbjct: 388 SKSFPRYWEALA 399 
 
 
>ref|ZP_02066162.1| hypothetical protein BACOVA_03157 [Bacteroides ovatus ATCC 8483] 
 gb|EDO11254.1| hypothetical protein BACOVA_03157 [Bacteroides ovatus ATCC 8483] 
          Length = 410 
 
 Score =  199 bits (506), Expect = 7e-49,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 219/435 (50%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 58 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 59  --------------------EEKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYTRNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     
Sbjct: 154 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWTSP--SSISVAPQLYQSIPFK 211 
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Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VENDWSAASYWYQIAALSPKAEIELLGLFHNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------ERLEEDFIDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  +EE  D  ++   E+        I+TY+DHRMAMAF+ A      + I D 
Sbjct: 325 RAELKKLGYVIEEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAD 384 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 385 PQVVTKSYPGYWEDL 399 
 
 
>ref|YP_004007995.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroa [Rhodococcus equi 
           103S] 
 emb|CBH49316.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Rhodococcus equi 
           103S] 
          Length = 443 
 
 Score =  199 bits (505), Expect = 8e-49,   Method: Compositional matrix adjust. 
 Identities = 155/439 (35%), Positives = 231/439 (52%), Gaps = 33/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKA 72 
           +  +V LPGSKS++NR L+LAAL+ G + +   L S D   M+  LR LG+++ A  D A 
Sbjct: 16  VDASVTLPGSKSITNRALILAALASGPSTITGALRSRDTDLMIQGLRALGVAITATPDAA 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               + V  G   P+  A  +  L    AG  MR L  A   A G  T  +DG  + R R 
Sbjct: 76  TGTTLHVVPG---PMTGAAVDCGL----AGTVMRFLPPAAALAEG--TVAVDGDEQARTR 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G ++  L+ LGAD+D     D  P  V+G GGL GG V +  S SSQ++S LL++A   
Sbjct: 127 PLGTILDALRALGADIDG----DALPFTVHGHGGLRGGTVTIDASGSSQFVSGLLLSA-- 180 
 
Query: 193 ALGDVEIEIIDK---LISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPK 246 
           A  D  + +  +   L S+P+++MT+ ++   GV       S   D + +  G K  S   
Sbjct: 181 ARFDEGVTVRHQGGSLPSMPHIDMTVEMLREAGVTVHTPGESGDADTWKVLPG-KIDS-V 238 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VE D S+A+ FLA AA+TGGTV V    + + Q       +L  MGA V   E  ++ 
Sbjct: 239 DWVVEPDLSNATPFLAAAAVTGGTVRVPLWPSRTTQPGDAIRGILAEMGADVRLEEGVLS 298 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           VTGP       K L+ ID++++ + ++  T+A +A  ADGP+ +R +A  R  ET+R+ A 
Sbjct: 299 VTGP-------KTLRGIDIDLHDIGELTPTVAALAALADGPSVLRGIAHLRGHETDRLAA 351 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           + TE+ KLG +V E  D   I  P  L+     +Y DHRMA A ++       V I D G 
Sbjct: 352 LATEIGKLGGAVTETADGLRIE-PRPLHGAQWHSYADHRMATAGAILGLVVDGVDIEDVG 410 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
            T KT P + ++ +  +   
Sbjct: 411 TTAKTLPGFENLWTAMLDE 429 
 
 
>ref|ZP_06408448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           melaninogenica D18] 
 gb|EFC72968.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           melaninogenica D18] 
          Length = 417 
 
 Score =  198 bits (504), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 142/436 (32%), Positives = 225/436 (51%), Gaps = 47/436 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K I  ++ LP SKS+SNR L++ AL++G  + +NL + +D   ++      GLS ++D   
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Sbjct: 9   KPIDTSITLPASKSISNRALIIQALTKGGMMPENLSDCDDTEVIIR-----GLSKQSDVI 63 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +A                        AG AMR +TA ++A  G   Y + G  RM+ R 
Sbjct: 64  DIKA------------------------AGTAMRFMTAYLSATDGE--YTITGTERMKHR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+ LGA+++       PP+ + G   L GG +++ G++SSQY+SALLM AP+ 
Sbjct: 98  PIGILVDALRYLGAEIEYVGEEGYPPLHIRG-RQLEGGSLQIPGNVSSQYISALLMIAPI 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VE 251 
               +E+++   +IS PY+++TL LM  FGV AE SD +D   +K  Q Y+  + AY +E 
Sbjct: 157 LTKGLELKLTGNIISRPYIDLTLHLMHEFGVSAEWSD-FDTISVK-SQAYQ--QRAYTIE 212 
 
Query: 252 GDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            D S+ASY+    A+T  T   V ++G    S QGD     +  ++G K ++ +       
Sbjct: 213 SDWSAASYWYEILALTDDTRSKVALQGLKDGSRQGDSAVRYIFSLLGIKTSFKDKD--SN 270 
 
Query: 309 GPPREPFGR--KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           G P     R  + L  ++ +    PD+A TL  V      P     + + ++KET+R+ A 
Sbjct: 271 GLPEAILTRHSRMLNRMEYDFTNQPDLAQTLIAVCPILGIPFHFTGLGTLKIKETDRIEA 330 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +  E+ KLG  +    +  +    E+    A   I+TY+DHRMAM+F+  A     + I  
Sbjct: 331 MTREMEKLGYILYSENETELSWNGERCEPMAEPIIETYEDHRMAMSFAPLAIKLGEIRIN 390 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
            P    K++P Y+D L 
Sbjct: 391 HPEVVSKSYPHYWDDL 406 
 
 
>ref|YP_003313731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sanguibacter keddieii 
           DSM 10542] 
 gb|ACZ20897.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sanguibacter keddieii 
           DSM 10542] 
          Length = 448 
 
 Score =  198 bits (504), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 152/440 (34%), Positives = 222/440 (50%), Gaps = 35/440 (7%) 
 
Query: 9   LQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           L P+  ++  TV++PGSKSL+NR L+LAAL++G   +   L S D   M+ ALR+LG +V 
Sbjct: 24  LAPVAGQLDATVEVPGSKSLTNRYLVLAALADGPGTLRGALRSRDTDLMVDALRSLGATV 83 
 
Query: 68  -EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E +  ++  +  G            +V +  G AG  MR + A    +G   T  LDG  
Sbjct: 84  TEGESPSEWHITPGT--------VSGDVTVDCGLAGTVMRFVPAVAALSGARVT--LDGD 133 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
              R RP+G ++ GL+ LG  VD   G    P  + G G + GG V +  S SSQ++S L 
Sbjct: 134 EGARVRPMGPILDGLRGLGVRVDDG-GRGLLPFTIQGAGSVRGGSVDVDASASSQFVSGL 192 
 
Query: 187 LMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS--WDRFYIKGGQKYK 243 
           L+AA     G         L SIP+++MT+ L+   GV  + S    W        Q    
Sbjct: 193 LLAAARFEQGLTLRHTGATLPSIPHIDMTVELLREAGVTVDASRPAIW--------QVSP 244 
 
Query: 244 SP---KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            P   ++  VE D S+A  FLA A + GGTV V G  TT+ Q      E+L  MG      
Sbjct: 245 GPVAARDVRVEPDLSNAGPFLAAALVAGGTVRVPGWPTTTTQPGAMMPELLTRMGGSAHL 304 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               +TVTG          +  IDV+++   ++A T+A +A  A  P+ +R +A  R  E 
Sbjct: 305 DGDVLTVTG-------TGEIHGIDVDLHAAGELAPTIAALAAIAGSPSRLRGIAHLRGHE 357 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T+R+ A+ TE+T+LG   E+  D  +IT P  L+    +TY DHRMA A ++       V 
Sbjct: 358 TDRLAALATEITRLGGQAEQTSDGLVIT-PRPLHGGVFETYHDHRMATAGAIIGLRVPGV 416 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            ++D G T KT P + D+ S 
Sbjct: 417 QVQDVGTTAKTLPGFTDLWS 436 
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>ref|ZP_08112518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio sp. 
           ND132] 
 gb|EGB16403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio sp. 
           ND132] 
          Length = 446 
 
 Score =  198 bits (504), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 158/444 (35%), Positives = 219/444 (49%), Gaps = 37/444 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V  P SKSLS+R L+ AAL+ G + + ++L S+D+      L   G S+            
Sbjct: 8   VNAPASKSLSHRTLIAAALAGGVSNISSVLESDDITRTRDCLTACGASIVEKDGVLVVTG 67 
 
Query: 79  VGCGGKFPVEDAKEE----VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  G K    D K +     +LF+  +G   R +TA   AA G  T+ + G PRM ERP+ 
Sbjct: 68  MSDGPKGGNADGKHKDETPHELFMHESGTTCRLMTA--VAAAGKGTFRVHGAPRMHERPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            +L   L  LGA    F G +     V    G     V+++   SSQYLS LL+ APLA  
Sbjct: 126 AELTTALAALGAKF-AFEGQEGYLPFVMTANGYKKKSVEITLEESSQYLSGLLLGAPLAD 184 
 
Query: 195 GDVEIEII-DKLISIPYVEMTLRLMERF--GVKAEHSD--SWDRFYIKGGQKYKSPKNAY 249 
            +  I +I +K +S PYV +TLR+ME F  G   E  D   W     +  +  K  K  + 
Sbjct: 185 HETTISVIGEKAVSWPYVALTLRIMEDFKAGFAVEILDGREWKAVPWRSVKGVKPGKVRF 244 
 
Query: 250 -------------VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                        VEGD S+ASYFLA  A+    V ++G    SLQGD    ++L  MGA 
Sbjct: 245 IVQPMGYENTGYQVEGDWSNASYFLAAGAVGTRPVLLKGLAADSLQGDRAIMDILSQMGA 304 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +      + V   P        L+ I+VNM + PD+  T+A VA FA  PT I +VA   
Sbjct: 305 SIKVNFDGILVEPGP--------LRGINVNMGRCPDLVPTVAAVAAFAATPTTIGNVAHL 356 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITP---PEKLNVTAIDTYDDHRMAMAFSLA 413 
           R+KET+R+ A   EL ++G   E   D  II P   P    V    TY+DHRMAM+ SL  
Sbjct: 357 RLKETDRLAACANELARVGCGTEATVDSLIIRPAPLPRDSEVN-FTTYNDHRMAMSMSLF 415 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFD 437 
             A + V + +P C  K+FP +F+ 
Sbjct: 416 ELAGIKVNLDNPACVGKSFPGFFE 439 
 
 
>dbj|BAJ27727.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Kitasatospora setae KM-6054] 
          Length = 410 
 
 Score =  198 bits (504), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 156/430 (36%), Positives = 215/430 (50%), Gaps = 35/430 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V++PGSKS++ R L LAA ++G T +   L S+D       LR LG  VE  +A +   + 
Sbjct: 4   VEIPGSKSVTARALFLAAAADGVTTLVRPLASDDTEGFTEGLRALGYQVE--RAEREWRI 61 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G     P     +   +F  +     R L     AA G+ T+  D   +MR RP+G L  
Sbjct: 62  TGR----PQGPGVDGASVFCRDGATTARFL--PTLAAAGHGTFHFDASEQMRRRPLGPLT 115 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ LG  ++        P+ +    G+ GG+V L   +SSQYL+ALL+  PL    +  
Sbjct: 116 TALRDLGVRLEHRGAEGHHPLSIEA-SGVEGGEVTLDAGLSSQYLTALLLLGPLTRTGLR 174 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY------VEG 252 
           I + D L+S PY+E+TL +M  FGV+            + G  +  P   Y      VE  
Sbjct: 175 IHVTD-LVSAPYIEITLAMMRSFGVEV----------AREGNVFDVPAGGYTAARYPVEP 223 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           DAS+ASYF A AA+TG  VTV G G  +LQGD+KF EVLE +GAKV          G    
Sbjct: 224 DASTASYFFAAAALTGREVTVPGLGRGALQGDLKFVEVLERLGAKVE--------IGTDA 275 
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Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L    VNM  + D   TLA +A FA GP  I DV + RVKE +R+ A    L  
Sbjct: 276 TTVTGGTLTGGTVNMRDISDTMPTLAAIAPFASGPIRIEDVYNTRVKECDRLDACADNLR 335 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           + G  V  G D+  I P     V  I+T+ DHR+ M+F++A       +  DPGC RKTF 
Sbjct: 336 RQGIDVATGRDWIEIRPGSPKPVE-IETHGDHRIVMSFAVAGLRTPGTSYDDPGCVRKTF 394 
 
Query: 433 PDYFDVLSTF 442 
           P + D  + + 
Sbjct: 395 PGFHDAFAAW 404 
 
 
>ref|ZP_07213686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 20_3] 
 gb|EFK65016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 20_3] 
          Length = 411 
 
 Score =  198 bits (504), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 149/441 (33%), Positives = 220/441 (49%), Gaps = 61/441 (13%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I  TVKLP SKS+SNR L+L ALS     V+NL + +D + M+ AL +         
Sbjct: 8   PGSAIRTTVKLPASKSISNRALILNALSYSAYDVENLSDCDDTNLMVKALNS-------- 59 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                                 +    +G AG  MR LTA ++   G  T  + G  RM+ 
Sbjct: 60  ---------------------NDRDFNVGAAGTTMRFLTAFLSKVVGEWT--ITGTERMK 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  LV  L  LGA ++       PP+R+ G   L GG++ L G++SSQY+SA+LM A 
Sbjct: 97  NRPIKVLVDALNALGARIEYMEKEGYPPLRIFG-SALQGGEISLPGNVSSQYISAILMIA 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQKYKSPKNAY 249 
           PL    V + +   +IS PY+ +TL+LME++GV+A    SW    IK   Q+YK P +   
Sbjct: 156 PLTENGVTLHLEGAIISRPYIHITLQLMEQYGVRA----SWTENMIKVLPQEYK-PIHFT 210 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           VE D S+ASY+    A++    + + G    SLQGD   A++   +G   T+T+  V +  
Sbjct: 211 VESDWSAASYWYEIMALSKNAEIELLGLFKNSLQGDAAGAKLFAQLGVGTTYTKRGVVL- 269 
 
Query: 309 GPPREPFGRKH----LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                    KH     + +  N    PD+A T  V  +  + P     + S ++KET+R+ 
Sbjct: 270 ---------KHTGNICEKLVYNFVNEPDLAQTFVVTCVLLNIPFRFMGLQSLKIKETDRI 320 
 
Query: 365 VAIRTELTKLGASVEEGPDYCI-----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
            A++TEL KLG  + +  D  +        PE   V A  TY+DHRMA++F+ AA      
Sbjct: 321 EALKTELRKLGYVLTDRNDSILEWNGERKEPESHPVIA--TYEDHRMALSFAPAALVRPE 378 
 
Query: 420 -VTIRDPGCTRKTFPDYFDVL 439 
            + I  P    K++P Y++ L 
Sbjct: 379 GIEIAHPQVVSKSYPHYWEDL 399 
 
 
>ref|ZP_01961379.1| hypothetical protein BACCAC_03010 [Bacteroides caccae ATCC 43185] 
 gb|EDM19755.1| hypothetical protein BACCAC_03010 [Bacteroides caccae ATCC 43185] 
          Length = 410 
 
 Score =  198 bits (503), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 220/435 (50%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   +  T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPPSVKATIQLPASKSISNRALIINALGKGIYSPENLSDCDDTQVMIKALT------- 58 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + +E + +    AG AMR LTA ++   G    V+ G  R 
Sbjct: 59  --------------------EGQETIDIM--AAGTAMRFLTAYLSVTPGER--VITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYVHKEGYPPLRIKG-SVLKGNEITLKGNVSSQYISALLM 153 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 595



 

 

 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG +A  + S +   +   Q YKS     
Sbjct: 154 IGPTLKDGLTLHLSGEIISRPYINLTLQLMQDFGARAVWT-SPNSISV-APQSYKSVPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   A ++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VESDWSAASYWYQIATLSPEAEIELVGLFHNSYQGDSRGAEVFSRLGITTEFTPQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------EKLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           RTEL KLG  +EE  D  ++   E+        I TY+DHRMAMAF+ A      + I D 
Sbjct: 325 RTELKKLGYVIEEENDSILMWNGERCEPEETPVITTYEDHRMAMAFAPAVICHPNMLIAD 384 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 385 PQVVTKSYPGYWEDL 399 
 
 
>ref|ZP_06275683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACTE] 
 gb|EFB64103.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACTE] 
          Length = 459 
 
 Score =  198 bits (503), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 151/446 (33%), Positives = 223/446 (50%), Gaps = 42/446 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ 68 
           +  TV +PGSKS++NR L+LAALS     +   L S D   M  ALRT+G+ +E       
Sbjct: 20  VDATVTVPGSKSVTNRALVLAALSSEPGWLRRPLRSRDTLLMAQALRTMGVGIEEGVGPD 79 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               A R +  G  G   V+         +GNAG  MR L      A G   +  DG PR 
Sbjct: 80  GSGEAWRVIPAGLHGPATVD---------VGNAGTVMRFLPPVACLADGPVHF--DGDPR 128 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V +  S SSQ++SALL+ 
Sbjct: 129 SYERPLHGVIDALRALGARIDDD-GRGALPLTVHGAGALDGGTVAIDASSSSQFVSALLL 187 
 
Query: 189 AAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK---YKS 244 
           + P     VE+      L S+P++ MT+ ++   G + +  ++       GG++     S 
Sbjct: 188 SGPRFNQGVEVRHTGSTLPSMPHIRMTVDMLRAVGARVDEPET-------GGERNVWRVS 240 
 
Query: 245 P-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           P     ++  VE D S+A  FLA A +TGG VTV    T + Q      E+   MG     
Sbjct: 241 PSALLGRDLTVEPDLSNAQPFLAAALVTGGRVTVPDWPTRTTQPGDALREIFTAMGGSCE 300 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
            TE  +T TG      GR H   IDV+++++ ++   +A +A  AD P+ +  VA  R+  
Sbjct: 301 LTEHGLTFTG-----SGRIH--GIDVDLSEVGELTPGIAALAALADSPSTLSGVAHLRLH 353 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           ET+R+ A+  E+  LG  V+E  D  +I  P  L      TYDDHRMA A ++   A    
Sbjct: 354 ETDRLAALTEEINGLGGDVKETDDGLMIR-PRPLQGGVFRTYDDHRMATAAAIIGLAVPG 412 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           V + + G T KT PD+ D+ +  + + 
Sbjct: 413 VEVENVGTTAKTLPDFPDLWTGMLDS 438 
 
 
>ref|YP_001689222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halobacterium 
           salinarum R1] 
 sp|B0R558.1|AROA_HALS3 RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 emb|CAP13874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halobacterium 
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           salinarum R1] 
          Length = 430 
 
 Score =  198 bits (503), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 156/434 (35%), Positives = 224/434 (51%), Gaps = 25/434 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             + G  + P SKS ++R LL A  ++G TVV + L S D      A+  LG +  A +  
Sbjct: 8   SRVRGRARAPPSKSYTHRALLAAGYADGETVVRDPLVSADTRATARAVELLGGA--AARE 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV G G +  + DA     +   N+G  MR +TAA   A G  T VL G   +R R 
Sbjct: 66  NGDWVVTGFGSRPAIPDAV----IDCANSGTTMRLVTAAAALADG--TTVLTGDESLRAR 119 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P G L+  L  LG       G    P+ V+G   + GG V L G +SSQ+++ALLMA  + 
Sbjct: 120 PHGPLLDALSGLGGTARSTRGNGQAPLVVDGP--VSGGSVALPGDVSSQFVTALLMAGAV 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VE 251 
               +E ++  +L S PYV++TL +++ FGV A  S++   + ++GGQ Y      Y V  
Sbjct: 178 TETGIETDLTTELKSAPYVDITLDVLDAFGVGA--SETAAGYRVRGGQAYAPSGAEYAVP 235 
 
Query: 252 GDASSASYFLAGAAITGGTVTV---EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           GD SSASY LA  A+          EG    S QGD    +VLE MGA + W   S  +T 
Sbjct: 236 GDFSSASYLLAAGALAAADGAAVVVEGM-HPSAQGDAAIVDVLERMGADIDWDTESGVIT 294 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   R  L  ++V +   PD+  T+AV+   ADG T I D    R KET+R+ A+  
Sbjct: 295 ------VQRSELSGVEVGVADTPDLLPTIAVLGAAADGTTRITDAEHVRYKETDRVAAMA 348 
 
Query: 369 TELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
             L+KLGASVEE PD  ++   + +L+  ++D   DHR+ MA ++A   A+   TI     
Sbjct: 349 ESLSKLGASVEERPDELVVRGGDTELSGASVDGRGDHRLVMALAVAGLVADGETTIAGSE 408 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FPD+F+VL+ 
Sbjct: 409 HVDVSFPDFFEVLA 422 
 
 
>emb|CBL15191.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus bromii 
           L2-63] 
          Length = 432 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 143/429 (33%), Positives = 220/429 (51%), Gaps = 41/429 (9%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +G V +P SKS  +R ++ AAL+ G   +  +  S D+   +G +  +G +     + K  
Sbjct: 21  NGEVNIPPSKSDVHRAIICAALTRGKCTIAPVALSNDIKATIGVIEDMGCTA----SIKD 76 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            V+   G      D    V L  G +G A+R       A G NAT+V  G  ++ ERPIG 
Sbjct: 77  GVLTVDGTNIFKTD---NVTLDCGESGSALRFFIPVAAAGGINATFVGHG--KLPERPIG 131 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
                L + G   +   G    P++++G   L  G  ++ G++SSQ+++ LL+A PL  G 
Sbjct: 132 IFTEALPKAGVKCETEGGL---PLKISG--RLESGTFEIPGNVSSQFITGLLLALPLVEG 186 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           D +I +   + S+ Y+ MT+  M +FGV+ E +D  + ++IKGGQ Y  P +   +GD S 
Sbjct: 187 DSDIVLTSPIESVGYINMTIHTMAQFGVEIETTD--NGWHIKGGQSY-IPHDYTTDGDWS 243 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
            A++F+   A+ GG VTV G    S QGD K AE+L   GAKVT T+TSVTV         
Sbjct: 244 QAAFFMVAGAL-GGKVTVNGVNRNSAQGDRKIAELLARFGAKVTQTDTSVTVE------- 295 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
            +  L AID++ +++PD+   L V A FA G T I +    R+KE +R+ A    +  LG 
Sbjct: 296 -KGELNAIDIDASQIPDLVPVLTVCAAFAKGTTRIYNAERLRIKECDRLTATAKLINDLG 354 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG--------C 427 
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             V E PD  +I   + L     + ++DHR+ M  S   CA     +R  G          
Sbjct: 355 GKVTELPDGLVIEGIDTLKGGFCEGFNDHRIVM--SAGVCA-----VRLGGEIESSYALS 407 
 
Query: 428 TRKTFPDYF 436 
             K++PD++ 
Sbjct: 408 INKSYPDFY 416 
 
 
>pir||S41329 5-enolpyruvylshikimate-3-phosphate synthase - Pseudomonas 
           pseudoalcaligenes 
          Length = 409 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 137/331 (41%), Positives = 182/331 (54%), Gaps = 35/331 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQP + ++G ++LPG KS+SNR LLL AL+EG T V  LL+S+D   ML ALR LG+ +E 
Sbjct: 10  LQPWRHVTGHLRLPGDKSISNRSLLLGALAEGVTEVTGLLDSDDARAMLNALRDLGVVIE 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEV-QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                 R  V G G    +   K     LFLGNAG AMR L+AA+     + T  L G P 
Sbjct: 70  GPHQG-RCTVHGVG----LHGLKAPPGPLFLGNAGTAMRPLSAALALQPFDTT--LTGDP 122 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM ERPI  LV  L+++GA ++       PP+ + G            GS+SSQ+L+ALL 
Sbjct: 123 RMSERPINRLVDALREMGAVIEYLAQEGYPPLTIRG-----------GGSVSSQFLTALL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           M AP+A   ++  +   L+S PY+++TL +M  FGV     D  +R +     +Y SP   
Sbjct: 172 MTAPMASAQIKSGL---LLSKPYIDITLNVMP-FGVPTR--DHTERIFAVSAIRYPSPAV 225 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +EGDA+SASYFLA A I G  V V G G  S+QGD  FA  L  MGA+   +   V   
Sbjct: 226 LRLEGDATSASYFLAAAGIKG--VPVTGIGRHSMQGDSWFARALRRMGARSCGSSMIVCP 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            G  R         A+  + N +PD AMTLA 
Sbjct: 284 RGELR--------AAVRSDSNSIPDAAMTLA 306 
 
 
>ref|YP_004164981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellulophaga algicola 
           DSM 14237] 
 gb|ADV49483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellulophaga algicola 
           DSM 14237] 
          Length = 409 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 147/439 (33%), Positives = 219/439 (49%), Gaps = 56/439 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             I   +K+ GSKS SNRILLL AL     + +N+ NS+D   M   L             
Sbjct: 11  NHILANIKVTGSKSESNRILLLQALYSNIKI-ENVSNSDDAQVMAKGL------------ 57 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              A+V G               + + +AG AMR LTA      G    VL G  RM ER 
Sbjct: 58  ---AMVDGV--------------VDIHHAGTAMRFLTAYFATQEGKDV-VLTGSQRMTER 99 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  LK+LGA++        PP+++ G   +   KV L  +ISSQY+SALL+ AP  
Sbjct: 100 PIKVLVAALKELGAEISYVKNEGYPPIKITG-KKITKNKVSLPANISSQYISALLLTAPS 158 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA---- 248 
               + +E+I K+ S+PY++MTL L+ + G++    +S++   IK      SPK A     
Sbjct: 159 LENGIALELIGKITSVPYIKMTLALLTQLGIE----NSFEGNSIK-----VSPKKAVENQ 209 
 
Query: 249 --YVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              VE D SSASYF + AA++  G  + +      SLQGD   AEV +  G    +     
Sbjct: 210 TLIVESDWSSASYFYSIAALSEIGSKIGLSSYKHDSLQGDSVLAEVYKEFGVDTVFINNK 269 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + +    +EP     +K ++ ++   PD+A T+AV          +  + + ++KET+R+ 
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Sbjct: 270 IEL-HKVKEP----QIKTLEWDLANAPDIAQTIAVTCFGLQMSCHLTGLHTLKIKETDRL 324 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            A+  EL+KLGAS+        +     +N   AI TY+DHRMAMAF+  A  +  + I  
Sbjct: 325 EALDVELSKLGASISVTDKTLTLNAATSINADVAIATYNDHRMAMAFAPLAL-KTTIYIN 383 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           D     K+FPD++  ++T  
Sbjct: 384 DAEVVSKSFPDFWTDMATL 402 
 
 
>ref|ZP_05760597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. D2] 
          Length = 409 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 142/437 (32%), Positives = 222/437 (50%), Gaps = 49/437 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++  ++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 5   LIPPSTVTTAIQLPASKSISNRALIINALGKGMYAPENLSDCDDTQVMIKAL-------- 56 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                         GK  ++         +  AG AMR LTA ++   G  T  + G  R 
Sbjct: 57  ------------TEGKGTID---------IMAAGTAMRFLTAYLSVTPGERT--ITGTAR 93 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+ + G   L G ++ L G++SSQY+SALLM 
Sbjct: 94  MQQRPIQILVNALRELGAEIEYTHNEGYPPLCIKG-AELKGNEITLKGNVSSQYISALLM 152 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P+    + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     
Sbjct: 153 IGPVLKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWTSP--SSISVAPQLYQSIPFK 210 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 211 -VESDWSAASYWYQIAALSPKAEIELLGLFRNSYQGDSRGAEVFSRLGITTEFTSQGVKL 269 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 270 KKTGKAP------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 323 
 
Query: 368 RTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RTEL KLG  +EE  D  ++       PE++ V  IDTY+DHRMAMAF+ A      + I 
Sbjct: 324 RTELKKLGYVIEEENDSILMWNGKRCEPEEIPV--IDTYEDHRMAMAFAPAVICHPNLLI 381 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            DP    K++P Y++ L 
Sbjct: 382 ADPQVVTKSYPGYWEDL 398 
 
 
>ref|NP_280114.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halobacterium sp. 
           NRC-1] 
 sp|Q9HQC1.1|AROA_HALSA RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAG19594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halobacterium sp. 
           NRC-1] 
          Length = 439 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 156/434 (35%), Positives = 224/434 (51%), Gaps = 25/434 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             + G  + P SKS ++R LL A  ++G TVV + L S D      A+  LG +  A +  
Sbjct: 17  SRVRGRARAPPSKSYTHRALLAAGYADGETVVRDPLVSADTRATARAVELLGGA--AARE 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV G G +  + DA     +   N+G  MR +TAA   A G  T VL G   +R R 
Sbjct: 75  NGDWVVTGFGSRPAIPDAV----IDCANSGTTMRLVTAAAALADG--TTVLTGDESLRAR 128 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P G L+  L  LG       G    P+ V+G   + GG V L G +SSQ+++ALLMA  + 
Sbjct: 129 PHGPLLDALSGLGGTARSTRGNGQAPLVVDGP--VSGGSVALPGDVSSQFVTALLMAGAV 186 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VE 251 
               +E ++  +L S PYV++TL +++ FGV A  S++   + ++GGQ Y      Y V  
Sbjct: 187 TETGIETDLTTELKSAPYVDITLDVLDAFGVGA--SETAAGYRVRGGQAYAPSGAEYAVP 244 
 
Query: 252 GDASSASYFLAGAAITGGTVTV---EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           GD SSASY LA  A+          EG    S QGD    +VLE MGA + W   S  +T 
Sbjct: 245 GDFSSASYLLAAGALAAADGAAVVVEGM-HPSAQGDAAIVDVLERMGADIDWDTESGVIT 303 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   R  L  ++V +   PD+  T+AV+   ADG T I D    R KET+R+ A+  
Sbjct: 304 ------VQRSELSGVEVGVADTPDLLPTIAVLGAAADGTTRITDAEHVRYKETDRVAAMA 357 
 
Query: 369 TELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
             L+KLGASVEE PD  ++   + +L+  ++D   DHR+ MA ++A   A+   TI     
Sbjct: 358 ESLSKLGASVEERPDELVVRGGDTELSGASVDGRGDHRLVMALAVAGLVADGETTIAGSE 417 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FPD+F+VL+ 
Sbjct: 418 HVDVSFPDFFEVLA 431 
 
 
>ref|ZP_07918691.1| conserved hypothetical protein [Bacteroides sp. D2] 
 gb|EFS33161.1| conserved hypothetical protein [Bacteroides sp. D2] 
          Length = 410 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 142/437 (32%), Positives = 222/437 (50%), Gaps = 49/437 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++  ++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSTVTTAIQLPASKSISNRALIINALGKGMYAPENLSDCDDTQVMIKAL-------- 57 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                         GK  ++         +  AG AMR LTA ++   G  T  + G  R 
Sbjct: 58  ------------TEGKGTID---------IMAAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+ + G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYTHNEGYPPLCIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P+    + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     
Sbjct: 154 IGPVLKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWTSP--SSISVAPQLYQSIPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VESDWSAASYWYQIAALSPKAEIELLGLFRNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           RTEL KLG  +EE  D  ++       PE++ V  IDTY+DHRMAMAF+ A      + I 
Sbjct: 325 RTELKKLGYVIEEENDSILMWNGKRCEPEEIPV--IDTYEDHRMAMAFAPAVICHPNLLI 382 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            DP    K++P Y++ L 
Sbjct: 383 ADPQVVTKSYPGYWEDL 399 
 
 
>ref|YP_003586028.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zunongwangia profunda 
           SM-A87] 
 gb|ADF53832.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zunongwangia profunda 
           SM-A87] 
          Length = 407 
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 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 144/430 (33%), Positives = 219/430 (50%), Gaps = 49/430 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ GSKS SNR+L++ +L +   +  NL NS+D   M  AL +             
Sbjct: 12  VKGALQITGSKSESNRLLIIESLFKNLEI-SNLSNSDDTQVMKKALTS------------ 58 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                             EV++ + +AG AMR LTA      G  T VL G PRM+ERP+ 
Sbjct: 59  -----------------NEVEVDIHHAGTAMRFLTAYFAVQEGRET-VLTGSPRMQERPV 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL-LMAAPLA 193 
             LV  L+ +GAD+        PP+R+ G   L    V L  +ISSQY+SAL L+ A L  
Sbjct: 101 KLLVEALRSMGADISYERNEGYPPIRIQG-KKLQANAVSLQANISSQYISALMLIGASLP 159 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G + I +  ++ S PY+ MTL +++R G++    D+  R          SPK   VE D 
Sbjct: 160 EG-LTINLEGQVTSTPYILMTLEMLQRSGIQGSFEDNIIRIEACAA---VSPKTIPVESD 215 
 
Query: 254 ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP- 311 
            SSASYF + AA+     + +      SLQGD   A + +  G + ++ E S+T+      
Sbjct: 216 WSSASYFYSIAALAEEAEIRLSNYRKESLQGDSCLATIYQQFGVETSFEENSITLKKSKC 275 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P       +I  ++   PD+A T+AV  L       +  + + ++KET+R+VA++ E+ 
Sbjct: 276 SKP------ASISEDLRNSPDIAQTIAVTCLGLGTACKLTGLHTLKIKETDRLVALKNEI 329 
 
Query: 372 TKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            KLG  V    ++  + P    K NV  I+TY+DHRMAMAF+  A  +VPV I D      
Sbjct: 330 EKLGGEVVISDEHLELKPSAILKENV-EIETYNDHRMAMAFAPIAL-KVPVIIADAMVVS 387 
 
Query: 430 KTFPDYFDVL 439 
           K++PD++  L 
Sbjct: 388 KSYPDFYSDL 397 
 
 
>emb|CBK66251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           xylanisolvens XB1A] 
          Length = 410 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 222/435 (51%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 58 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 59  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYTRNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  + S +   +   Q Y+S     
Sbjct: 154 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWT-SPNSISV-APQLYQSIPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VESDWSAASYWYQIAALSPKAEIELLGLFPNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  ++E  D  ++   E+        I+TY+DHRMAMAF+ A      + I D 
Sbjct: 325 RAELKKLGYMIKEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAD 384 
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Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 385 PQVVTKSYPGYWEDL 399 
 
 
>ref|ZP_06917240.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sviceus 
           ATCC 29083] 
 gb|EDY54343.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sviceus 
           ATCC 29083] 
          Length = 415 
 
 Score =  198 bits (503), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 157/428 (36%), Positives = 218/428 (50%), Gaps = 23/428 (5%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + LPGSKS++ R L LAA ++G T +   L S+D       L  LG  V      +     
Sbjct: 7   LSLPGSKSITARALFLAAAADGVTTLVRPLRSDDTEGFAEGLVRLGYRV-----GRTPDT 61 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
               G+ P   A  E  ++  +     R L     AA G+ TY  D  P+MR RP+  L  
Sbjct: 62  WQVDGR-PQGPAVAEADVYCRDGATTARFL--PTLAAAGHGTYRFDASPQMRRRPLLPLS 118 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ LG D+         P+ V    G+ GG+V L    SSQYL+ALL+  PL    +  
Sbjct: 119 RALRDLGVDLRHEEAEGHHPLTVRA-AGVEGGEVTLDAGQSSQYLTALLLLGPLTRQGLR 177 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I + D L+S PYVE+TL +M  FGV  E +   D F +  G  Y++   A +E DAS+AS 
Sbjct: 178 IRVTD-LVSAPYVEITLAMMRAFGV--EVAREGDVFVVPPG-GYRATTYA-IEPDASTAS 232 
 
Query: 259 YFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           YF A AA+T G  VTV G GT +LQGD+ F +VL  MGA+V+    + TV G         
Sbjct: 233 YFFAAAALTPGAEVTVPGLGTGALQGDLGFVDVLRRMGAEVSVGADATTVRG-------T 285 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             L+ +  NM  + D   TLA +A FA  P  I DVA+ RVKE +R+ A    L +LG   
Sbjct: 286 GELRGLTANMRDISDTMPTLAAIAPFASAPVRIEDVANTRVKECDRLEACAENLRRLGVR 345 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           V  GPD+  I P        + +Y DHR+ M+F++       ++  DPGC RKTFP + + 
Sbjct: 346 VATGPDWIEIHPGPATGAQ-VTSYGDHRIVMSFAVTGLRVPGISFDDPGCVRKTFPGFHE 404 
 
Query: 438 VLSTFVKN 445 
             +   +  
Sbjct: 405 AFAELRRG 412 
 
 
>ref|ZP_07775185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens WH6] 
 gb|EFQ63780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens WH6] 
          Length = 441 
 
 Score =  197 bits (502), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 157/442 (35%), Positives = 221/442 (50%), Gaps = 45/442 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V  P   ++G V  PGSKS++NR LLLAAL++GT+ +   L S+D  +M  ALR +G+++ 
Sbjct: 32  VTPPNFPLNGKVAPPGSKSITNRALLLAALAKGTSRLSGALKSDDTRHMSVALRQMGVTI 91 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D+      VV   GK  +        LFLGNAG AMR LTAAV    G  T VLDG   
Sbjct: 92  --DEPDDTTFVVTGSGKLQLPTQP----LFLGNAGTAMRFLTAAVATVDG--TVVLDGDD 143 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            MR+RPIG L+  L Q G  VD   G  CPPV V+G G +   + ++ G +SSQY+SALL 
Sbjct: 144 YMRKRPIGPLLATLSQNGIQVDSPTG--CPPVTVHGAGKVQATRFEIDGGLSSQYVSALL 201 
 
Query: 188 MAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKA-EHSDSWDRFYIKGGQKYKSP 245 
           M A      +E+ +  K I    YV++TL  M  FG +  E +D+  R    G   +    
Sbjct: 202 MLAACGEAPIEVALTGKDIGARGYVDLTLDCMRAFGAQVDEVNDTTWRVAPTGYTAH--- 258 
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Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  +E DAS+A+Y  A   +TGG + +        Q D K   V+        +      
Sbjct: 259 -DYLIEPDASAATYLWAAEVLTGGHIDIGVAAQDFTQPDAKAQAVIAQ------FPNMQA 311 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV G                  ++M D   TLAV+A F   P    ++A+ RVKE +R+  
Sbjct: 312 TVVG------------------SQMQDAIPTLAVLAAFNTTPVRFTELANLRVKECDRVQ 353 
 
Query: 366 AIRTELTKL--GASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPV 420 
           A+   L  +  G +  EG D  +   P     +    IDT+ DHR+AM F+LA      + 
Sbjct: 354 ALHDGLNAIRPGLATIEGDDLLVAADPALAGTSCNALIDTHADHRIAMCFALAGLKVSGI 413 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I+DP C  KT+P Y+  L +  
Sbjct: 414 RIQDPDCVAKTYPGYWKALGSL 435 
 
 
>ref|ZP_04548784.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_2_4] 
 ref|ZP_06615418.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides ovatus SD 
           CMC 3f] 
 gb|EEO58278.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_2_4] 
 gb|EFF54607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides ovatus SD 
           CMC 3f] 
          Length = 409 
 
 Score =  197 bits (502), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 222/435 (51%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 5   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 57 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 58  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 93 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM 
Sbjct: 94  MQQRPIQILVNALRELGAEIEYTRNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLM 152 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  + S +   +   Q Y+S     
Sbjct: 153 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWT-SPNSISV-APQLYQSIPFK 210 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 211 -VESDWSAASYWYQIAALSPKAEIELLGLFPNSYQGDSRGAEVFSRLGITTEFTSQGVKL 269 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 270 KKTGKAP------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 323 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  +EE  D  ++   E+        I+TY+DHRMAMAF+ A      + I + 
Sbjct: 324 RAELKKLGYVIEEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAN 383 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 384 PQVVTKSYPGYWEDL 398 
 
 
>ref|ZP_06268360.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           bivia JCVIHMP010] 
 gb|EFB93156.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           bivia JCVIHMP010] 
          Length = 418 
 
 Score =  197 bits (502), Expect = 2e-48,   Method: Compositional matrix adjust. 
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 Identities = 132/440 (30%), Positives = 225/440 (51%), Gaps = 47/440 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + I  ++ LP SKS+SNR L++  LS+     +NL + +D + ++ AL+ +   ++   
Sbjct: 8   PTEPIDASINLPSSKSISNRSLIINVLSKSKITPNNLSDCDDTNVIIKALKDMPKVID-- 65 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                                      +G AG AMR +TA ++   G   +++ G  RM+ 
Sbjct: 66  ---------------------------VGAAGTAMRFMTAFLSVTAGE--HIITGSERMK 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPIG LV  L+ LGA +        PP+ + G   L GG + ++G++SSQY+SALLM   
Sbjct: 97  HRPIGVLVSALRSLGASITYEGEEGFPPLCIQG-QRLKGGHLDIAGNVSSQYISALLMVG 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           P+    +E+ +I  ++S PY+++TL +M  +GV+ E +D  D   +   Q Y++  N Y+ 
Sbjct: 156 PIFEEGLELRLIGNIVSRPYIDLTLHIMHEYGVRVEWTDV-DTITVP-AQDYQA-DNYYI 212 
 
Query: 251 EGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           E D ++++Y+    A+  GT   +T+ G    S QGD     +  ++G K  +        
Sbjct: 213 ENDWTASNYWYEILALHKGTEAKLTLPGLRDGSRQGDSSVRYIFSLLGIKTAFVNNG--- 269 
 
Query: 308 TGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            G        KH   LK ++ +    PD+A T   +    + P     +AS ++KET+R+ 
Sbjct: 270 DGDQSAVKLSKHACMLKRLEYDFINQPDLAQTFIALCPLLNMPFHFTGLASLKIKETDRI 329 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +A++TE+ KLG  + +  D  +    E+    N   I+TY+DHRMAMAF+  A     +T 
Sbjct: 330 MAMKTEMRKLGYVLHDKNDAELYWDGERCEAENDPVIETYEDHRMAMAFAPLALKLGKIT 389 
 
Query: 422 IRDPGCTRKTFPDYFDVLST 441 
           I DP    K++P +++ L + 
Sbjct: 390 INDPLVVTKSYPHFWEDLKS 409 
 
 
>emb|CBI32963.3| unnamed protein product [Vitis vinifera] 
          Length = 622 
 
 Score =  197 bits (502), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 104/187 (55%), Positives = 122/187 (65%), Gaps = 36/187 (19%) 
 
Query: 100 NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 159 
           NAG  MR L AAVTAAGG+A+YV+DGV RMRE  IGDLV GLKQLGADV+ FLGT+C PV 
Sbjct: 372 NAGTVMRPLIAAVTAAGGDASYVIDGVLRMRETSIGDLVTGLKQLGADVNGFLGTNCSPV 431 
 
Query: 160 RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 219 
           R+                                     + ++    SIPYVE TL+LME 
Sbjct: 432 RI-----------------------------------WRLRLLINSFSIPYVETTLKLME 456 
 
Query: 220 RFGVKAEHSDSWDRFYIKGGQK-YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
           RFGV  EHS +WD+F I+GG+K YKSP NA+VE DASSASYFLA AA+TG T+ VE CGT 
Sbjct: 457 RFGVSVEHSSTWDQFLIQGGKKKYKSPGNAFVEDDASSASYFLASAAVTGETIIVEDCGT 516 
 
Query: 279 TSLQGDV 285 
            SLQG+V 
Sbjct: 517 NSLQGNV 523 
 
 
>ref|ZP_06288831.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           timonensis CRIS 5C-B1] 
 gb|EFA98024.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           timonensis CRIS 5C-B1] 
          Length = 417 
 
 Score =  197 bits (502), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 139/430 (32%), Positives = 224/430 (52%), Gaps = 42/430 (9%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV+LP SKS+SNR L++ ALS G     +L + +D   ++ A+  +               
Sbjct: 15  TVQLPSSKSVSNRALIIHALSGGKVQPHHLSDCDDTQVIMNAIMHMP------------- 61 
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Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                   PV D K         AG AMR LTA ++ + G   +VL G  RM+ RPIG L 
Sbjct: 62  --------PVIDIKA--------AGTAMRFLTAFLSISEGE--HVLTGTERMQHRPIGPL 103 
 
Query: 138 VVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           V  L+ LGAD++ ++G D  PP+R++G   L GG +++ G++SSQY+SALLM  P+     
Sbjct: 104 VDALRYLGADIE-YMGEDGYPPLRIHG-KQLTGGNIEMPGNVSSQYVSALLMLGPVLPKG 161 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           + I++ + +IS PY+++TL +M++FG + E +D  D   ++   K  +P   Y+E D S+ 
Sbjct: 162 LNIKLTNGMISRPYIDLTLWVMQQFGAEVEWTDI-DTIAVR--PKPYAPCTYYIESDWSA 218 
 
Query: 257 ASYF---LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           ASY+   LA +     T  + G    S QGD     +  ++  K    E   T +   R  
Sbjct: 219 ASYWYEILALSTHRDNTFFLPGLLDGSKQGDSVLRYLFSLLSVKTEVEEADDTHSAGMRI 278 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               ++L  ++ +    PD+A T  V     D P     +++  +KET R+ A++ E+ K 
Sbjct: 279 TRHERNLPRLEYDFVNCPDLAQTFVVCCAVLDIPFLFTGLSTLLIKETNRLEALKVEMRK 338 
 
Query: 374 LGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           LG  ++E     ++   E+   +   IDTY+DHRMAMAF+ AA     + I  P    K+ 
Sbjct: 339 LGYVIKEQNKSELVWNGERCEPSFEPIDTYEDHRMAMAFAPAAIKFPGLRINHPEVVSKS 398 
 
Query: 432 FPDYFDVLST 441 
           +P +++ L + 
Sbjct: 399 YPQFWNDLRS 408 
 
 
>ref|YP_003813565.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           melaninogenica ATCC 25845] 
 gb|ADK95755.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           melaninogenica ATCC 25845] 
          Length = 417 
 
 Score =  197 bits (502), Expect = 2e-48,   Method: Compositional matrix adjust. 
 Identities = 141/436 (32%), Positives = 224/436 (51%), Gaps = 47/436 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I  ++ LP SKS+SNR L++ AL++G  + +NL + +D   ++      GLS ++D   
Sbjct: 9   EHIDTSITLPASKSISNRALIIQALTKGGMMPENLSDCDDTEVIIR-----GLSKQSDVI 63 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +A                        AG AMR +TA ++A  G   Y + G  RM+ R 
Sbjct: 64  DIKA------------------------AGTAMRFMTAYLSATDGE--YTITGTERMKHR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+ LGA+++       PP+ + G   L GG +++ G++SSQY+SALLM AP+ 
Sbjct: 98  PIGILVDALRYLGAEIEYVGEEGYPPLHIRG-RQLEGGSLQIPGNVSSQYISALLMIAPI 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VE 251 
               +E+++   +IS PY+++TL LM  FGV AE SD +D   +K  Q Y+  + AY +E 
Sbjct: 157 LTKGLELKLTGNIISRPYIDLTLHLMHEFGVSAEWSD-FDTISVK-SQAYQ--QRAYTIE 212 
 
Query: 252 GDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            D S+ASY+    A+T  T   V ++G    S QGD     +  ++G K ++ +       
Sbjct: 213 SDWSAASYWYEILALTDDTRSKVALQGLKDGSRQGDSAVRYIFSLLGIKTSFKDKD--SN 270 
 
Query: 309 GPPREPFGR--KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           G P     R  + L  ++ +    PD+A TL  V      P     + + ++KET R+ A 
Sbjct: 271 GLPEAILTRHSRMLNRMEYDFTNQPDLAQTLIAVCPILGIPFHFTGLGTLKIKETNRIEA 330 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +  E+ KLG  +    +  +    E+    A   I+TY+DHRMAM+F+  A     + I  
Sbjct: 331 MTREMEKLGYILYSENETELSWNGERCEPMAEPIIETYEDHRMAMSFAPLAIKLGEIRIN 390 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
            P    K++P Y+D L 
Sbjct: 391 HPEVVSKSYPHYWDDL 406 
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>ref|YP_001304474.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parabacteroides 
           distasonis ATCC 8503] 
 ref|ZP_05285105.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_7] 
 gb|ABR44852.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parabacteroides 
           distasonis ATCC 8503] 
          Length = 411 
 
 Score =  197 bits (501), Expect = 3e-48,   Method: Compositional matrix adjust. 
 Identities = 147/439 (33%), Positives = 219/439 (49%), Gaps = 57/439 (12%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I  TVKLP SKS+SNR L+L ALS     V+NL + +D + M+ AL +         
Sbjct: 8   PGSAIRTTVKLPASKSISNRALILNALSYSAYDVENLSDCDDTNLMVKALNS-------- 59 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                                 +    +G AG  MR LTA ++   G  T  + G  RM+ 
Sbjct: 60  ---------------------NDRDFNVGAAGTTMRFLTAFLSKVVGEWT--ITGTERMK 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  LV  L  LGA ++       PP+R+ G   L GG++ L G++SSQY+SA+LM A 
Sbjct: 97  NRPIKVLVDALNALGARIEYMEKEGYPPLRIFG-SALQGGEISLPGNVSSQYISAILMIA 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQKYKSPKNAY 249 
           PL    V + +   +IS PY+ +TL+LME++GV+A    SW    IK   Q+YK P     
Sbjct: 156 PLTENGVTLHLEGAIISRPYIHITLQLMEQYGVRA----SWTENTIKVLPQEYK-PIRFT 210 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           VE D S+ASY+    A++    + + G    SLQGD   A++   +G   T+T+  V +  
Sbjct: 211 VESDWSAASYWYEIMALSKNAEIELLGLFKNSLQGDAAGAKLFAQLGVGTTYTKRGVVL- 269 
 
Query: 309 GPPREPFGRKH----LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                    KH     + +  N    PD+A T  V  +  + P     + S ++KET+R+ 
Sbjct: 270 ---------KHTGNICEKLVYNFVNEPDLAQTFVVTCVLLNIPFRFTGLQSLKIKETDRI 320 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVP-V 420 
            A++TEL KLG  + +  D  +    E+    +   I TY+DHRMA++F+ AA      + 
Sbjct: 321 EALKTELRKLGYVLTDRNDSILEWNGERREPESHPVIATYEDHRMALSFAPAALVRPEGI 380 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            I  P    K++P Y++ L 
Sbjct: 381 EIAHPQVVSKSYPHYWEDL 399 
 
 
>ref|ZP_03968049.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Sphingobacterium spiritivorum ATCC 33300] 
 gb|EEI92091.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Sphingobacterium spiritivorum ATCC 33300] 
          Length = 416 
 
 Score =  197 bits (501), Expect = 3e-48,   Method: Compositional matrix adjust. 
 Identities = 142/443 (32%), Positives = 221/443 (49%), Gaps = 58/443 (13%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P K I GTV+L GSKS SNR L++ ALS+G   ++NL N++D   M  AL          
Sbjct: 10  HPGKTIKGTVQLTGSKSESNRALIIQALSKGNVRIENLSNADDTVIMQRAL--------- 60 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                         K   E   E   + +G AG AMR LT+ +    GN  ++L G  RM 
Sbjct: 61  --------------KIAAEPQSETQTINIGPAGTAMRFLTSYLNLVKGN--FILTGTERM 104 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ++RPIG LV  LK LGAD+        PP+++ G       +V + G+ISSQY+S+LL+  
Sbjct: 105 QQRPIGILVDALKTLGADIHYEKKAGYPPLKIEGGMFQNKNEVSIKGNISSQYISSLLLI 164 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A      + + I  +L S PYV MTL +++  G+    S +W    I+   +       Y 
Sbjct: 165 AAALKKGLTLHIEGELTSRPYVSMTLDMLKEAGI----SHTWSENAIEIAPQETKEATLY 220 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +E D S+ASY+ A  A++  G + + G    SLQGD    +++   G + ++ +  +    
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Sbjct: 221 IEPDWSAASYWYAIVALSKDGHIVLPGLKQNSLQGDSAIVDIMTHFGVRSSFEQDGL--- 277 
 
Query: 309 GPPREPFGRKHLK--AID-----VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                     HL+  A+D      +  + PD+A T+ V A       +   + + ++KET 
Sbjct: 278 ----------HLRKSAVDSDQTLFDFKECPDLAQTVIVCAAALKRDISFTGLETLKIKET 327 
 
Query: 362 ERMVAIRTELTKLGA-SVEEGPDYCIITP----PEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           +R+ A++ E+ K GA  +E+   Y + T     PE +   AI TY+DHRMAMAF+  A   
Sbjct: 328 DRIAALQNEIGKFGALLLEDNGVYHLKTSNVFKPENI---AISTYEDHRMAMAFAPLALV 384 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
              + I D     K++P+++D L 
Sbjct: 385 FDQIHIEDHMVVEKSYPEFWDHL 407 
 
 
>ref|ZP_07402495.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           matruchotii ATCC 14266] 
 gb|EFM49802.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           matruchotii ATCC 14266] 
          Length = 441 
 
 Score =  197 bits (500), Expect = 3e-48,   Method: Compositional matrix adjust. 
 Identities = 144/450 (32%), Positives = 227/450 (50%), Gaps = 50/450 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K    TV++PGSKS++NR L+LAA++E  T +   L S D   M  AL+ +G+ V+A+   
Sbjct: 21  KPFKATVRVPGSKSITNRALVLAAIAENPTTITGALWSRDTQLMAQALKRIGVDVQAE-- 78 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFL------------GNAGIAMRSLTAAVTAAGGNAT 120 
                        P  D+     +F+            G AG  MR +      A G+   
Sbjct: 79  -------------PDPDSPANATIFVEPTGFTGGTVDCGLAGTVMRFVPPLAALADGDVF 125 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           +  DG    R+RP+  ++ GL+ LG  V      D  P +V+G G   GG V++  S SS 
Sbjct: 126 F--DGDEHARQRPMKGILDGLRALGISVQG----DSLPFKVSGNGSPMGGMVEIDASASS 179 
 
Query: 181 QYLSALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---- 235 
           Q++S LL+AAP  A G     I + L S+P++EMT+ ++ + G   + + ++         
Sbjct: 180 QFVSGLLLAAPRFAQGITVRHIGETLPSMPHIEMTVHMLRQAGASVDTTTAYQWSVAPGP 239 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+GG          VE D S+A+ FLA AA+TG TV V+   TT+ Q       +LE MG 
Sbjct: 240 IRGGV-------VRVEPDLSNATPFLAAAAVTGSTVQVKDWPTTTTQPGDAIRNILERMG 292 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
             V+ T+  +TVTGP  +P     L+ I+++M+ + ++  T+A +A  A+ P+A+  +A  
Sbjct: 293 CTVSLTDGDLTVTGP--KP---GSLQGIEIDMSDIGELTPTVAAMATVANSPSALTGIAH 347 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
               ET+R+ A+ TE+TK+G    E PD   I P   L+     TYDDHRMA   ++    
Sbjct: 348 LHGHETDRLQALATEITKIGGQCSELPDGLAIKPSGSLHGAHWSTYDDHRMATTGAIIGL 407 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
               + + +   T KT P +  + +  V+  
Sbjct: 408 VAPGIKVENIETTAKTLPGFDRMWADMVQE 437 
 
 
>ref|ZP_07082504.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingobacterium 
           spiritivorum ATCC 33861] 
 gb|EFK57763.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingobacterium 
           spiritivorum ATCC 33861] 
          Length = 416 
 
 Score =  197 bits (500), Expect = 3e-48,   Method: Compositional matrix adjust. 
 Identities = 140/441 (31%), Positives = 219/441 (49%), Gaps = 54/441 (12%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P K I GTV+L GSKS SNR L++ ALS+G   ++NL N++D   M  AL          
Sbjct: 10  HPGKTIKGTVQLTGSKSESNRALIIQALSKGNVHIENLSNADDTVIMQRAL--------- 60 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
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                         K   E   E   + +G AG AMR LT+ +    GN  ++L G  RM 
Sbjct: 61  --------------KIAAEPQPETQTINIGPAGTAMRFLTSYLNLVKGN--FILTGTERM 104 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ++RPIG LV  LK LGAD+        PP+++ G       +V + G+ISSQY+S+LL+  
Sbjct: 105 QQRPIGILVDALKTLGADIHYEKKAGYPPLKIEGGMFQNKNEVSIKGNISSQYISSLLLI 164 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A      + + I  +L S PYV MTL +++  G+    S +W    I+   +       Y 
Sbjct: 165 AAALKKGLTLHIEGELTSRPYVSMTLDMLKEAGI----SHTWSENAIEIAPQETKEATLY 220 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +E D S+ASY+ A  A++  G + + G    SLQGD    +++   G + ++ +  + +  
Sbjct: 221 IEPDWSAASYWYAIVALSEDGHIVLPGLKQNSLQGDSAIVDIMTHFGVRSSFEQDGLHL- 279 
 
Query: 309 GPPREPFGRKHLKAID-----VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                     H  A+D      +  + PD+A T+ V A       +   + + ++KET+R 
Sbjct: 280 ----------HKSAVDSDQTLFDFKECPDLAQTVIVCAAALKRDISFTGLETLKIKETDR 329 
 
Query: 364 MVAIRTELTKLGA-SVEEGPDYCIITP----PEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           + A++ E+ K GA  +E+   Y + T     PE +    I TY+DHRMAMAF+  A     
Sbjct: 330 IAALQNEIGKFGALLLEDNGIYHLKTSNVFKPEHI---TIRTYEDHRMAMAFAPLALVFD 386 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
            + I D     K++P+++D L 
Sbjct: 387 QIHIEDHMVVEKSYPEFWDHL 407 
 
 
>ref|ZP_05544099.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parabacteroides sp. 
           D13] 
 ref|ZP_06984088.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_19] 
 gb|EEU52832.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parabacteroides sp. 
           D13] 
 gb|EFI10153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_19] 
          Length = 411 
 
 Score =  197 bits (500), Expect = 3e-48,   Method: Compositional matrix adjust. 
 Identities = 147/439 (33%), Positives = 219/439 (49%), Gaps = 57/439 (12%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I  TVKLP SKS+SNR L+L ALS     V+NL + +D + M+ AL +         
Sbjct: 8   PGSAIRTTVKLPASKSISNRALILNALSYSAYDVENLSDCDDTNLMVKALNS-------- 59 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                                 +    +G AG  MR LTA ++   G  T  + G  RM+ 
Sbjct: 60  ---------------------NDRDFNVGAAGTTMRFLTAFLSKVVGEWT--ITGTERMK 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  LV  L  LGA ++       PP+R+ G   L GG++ L G++SSQY+SA+LM A 
Sbjct: 97  NRPIKVLVDALNALGARIEYMEKEGYPPLRIFG-SALQGGEISLPGNVSSQYISAILMIA 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQKYKSPKNAY 249 
           PL    V + +   +IS PY+ +TL+LME++GV+A    SW    IK   Q+YK P     
Sbjct: 156 PLTENGVMLHLEGAIISRPYIHITLQLMEQYGVRA----SWTENTIKVLPQEYK-PIRFT 210 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           VE D S+ASY+    A++    + + G    SLQGD   A++   +G   T+T+  V +  
Sbjct: 211 VESDWSAASYWYEIMALSKNAEIELLGLFKNSLQGDAAGAKLFAQLGVGTTYTKRGVVL- 269 
 
Query: 309 GPPREPFGRKH----LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                    KH     + +  N    PD+A T  V  +  + P     + S ++KET+R+ 
Sbjct: 270 ---------KHTGNICEKLVYNFVNEPDLAQTFVVTCVLLNIPFRFTGLQSLKIKETDRI 320 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVP-V 420 
            A++TEL KLG  + +  D  +    E+    +   I TY+DHRMA++F+ AA      + 
Sbjct: 321 EALKTELRKLGYVLTDRNDSILEWNGERREPESHPVIATYEDHRMALSFAPAALVRPEGI 380 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            I  P    K++P Y++ L 
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Sbjct: 381 EIAHPQVVSKSYPHYWEDL 399 
 
 
>ref|ZP_06076094.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_33B] 
 gb|EEY83766.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_33B] 
          Length = 411 
 
 Score =  197 bits (500), Expect = 4e-48,   Method: Compositional matrix adjust. 
 Identities = 149/441 (33%), Positives = 219/441 (49%), Gaps = 61/441 (13%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I  TVKLP SKS+SNR L+L ALS     V+NL + +D + M+ AL +         
Sbjct: 8   PGSAIRTTVKLPASKSISNRALILNALSYSAYDVENLSDCDDTNLMVKALNS-------- 59 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                                 +    +G AG  MR LTA ++   G  T  + G  RM+ 
Sbjct: 60  ---------------------NDRDFNVGAAGTTMRFLTAFLSKVVGEWT--ITGTERMK 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  LV  L  LGA ++       PP+R+ G   L GG++ L G++SSQY+SA+LM A 
Sbjct: 97  NRPIKVLVDALNALGARIEYMEKEGYPPLRIFG-SALQGGEISLPGNVSSQYISAILMIA 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQKYKSPKNAY 249 
           PL    V + +   +IS PY+ +TL+LME++GV+A    SW    IK   Q+YK P     
Sbjct: 156 PLTENGVTLHLEGAIISRPYIHITLQLMEQYGVRA----SWTENTIKVLPQEYK-PIRFT 210 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           VE D S+ASY+    A++    + + G    SLQGD   A++   +G   T+T+  V +  
Sbjct: 211 VESDWSAASYWYEIMALSKNAEIELLGLFKNSLQGDAAGAKLFAQLGVGTTYTKRGVVL- 269 
 
Query: 309 GPPREPFGRKH----LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                    KH     + +  N    PD+A T  V  +  + P     + S ++KET+R+ 
Sbjct: 270 ---------KHTGNICEKLVYNFVNEPDLAQTFVVTCVLLNIPFRFTGLQSLKIKETDRI 320 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT-----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
            A++TEL KLG  + +  D  +        PE   V A  TY+DHRMA++F+ AA      
Sbjct: 321 EALKTELRKLGYVLTDRNDSILEWNGERGEPESHPVIA--TYEDHRMALSFAPAALVRPE 378 
 
Query: 420 -VTIRDPGCTRKTFPDYFDVL 439 
            + I  P    K++P Y++ L 
Sbjct: 379 GIEIAHPQVVSKSYPHYWEDL 399 
 
 
>ref|YP_004266660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophobotulus 
           glycolicus DSM 8271] 
 gb|ADY56659.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophobotulus 
           glycolicus DSM 8271] 
          Length = 438 
 
 Score =  196 bits (498), Expect = 6e-48,   Method: Compositional matrix adjust. 
 Identities = 137/434 (31%), Positives = 227/434 (52%), Gaps = 28/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V +P SKS+S+R L+ AAL+EGT+ + N + S+D+   +  LR LG  +EA++    
Sbjct: 11  LKGSVIVPPSKSISHRALICAALAEGTSNIGNFMISDDMMATMNGLRALGAGIEAEEQGA 70 
 
Query: 75  RAV----VVGCGGKFPVEDAK----EEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
             +    + G G     E  +    EE +L     +G  +R L     A   N+     G 
Sbjct: 71  EGIHLLRITGIGANLFQEGGEKNHLEEDRLIDCQESGSTLRFLLP--LAGLKNSWVTFTG 128 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             R+  RP+        + G   +   G    P++VNG+  L  G+ ++ G ISSQ++S  
Sbjct: 129 RGRLVSRPLDVYFRLFDEHGVSFEK-QGNSSLPLKVNGL--LQPGEYRVEGDISSQFISG 185 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+   PL   D  I I  KL S  Y+++T+ ++ RF +K E++     F IKG Q+Y+   
Sbjct: 186 LMFLLPLLASDSRIVITSKLESKGYLDLTMDMLSRFSIKIENNHD-KEFIIKGNQRYQK- 243 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
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           ++  +EGD S  +++LA A + GG +      + SLQGD +   +L+ MG ++T  + S+ 
Sbjct: 244 QDTDIEGDYSQVAFWLA-AGLLGGEIDCLNMNSQSLQGDREIVNILQGMGGRITAGQKSI 302 
 
Query: 306 TVTGPPREPFGRKHL-KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                      R  L K   ++ ++ PD+   LA +A  ++G T I +    R+KE++R+ 
Sbjct: 303 RA---------RASLTKGTVIDGSQCPDIIPVLAALAAVSEGETRIINAERLRIKESDRL 353 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
            AI TEL KLGA VEE  D   I   + L+   + +++DHR+AMA ++AAC    PV I  
Sbjct: 354 KAISTELNKLGAKVEETADGLDILGCKNLHGGPVSSWNDHRIAMALAVAACRCTEPVLIE 413 
 
Query: 424 DPGCTRKTFPDYFD 437 
                 K++P +++ 
Sbjct: 414 GSDAVSKSYPHFWE 427 
 
 
>ref|ZP_07627942.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           amnii CRIS 21A-A] 
 gb|EFN91251.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           amnii CRIS 21A-A] 
          Length = 418 
 
 Score =  196 bits (498), Expect = 6e-48,   Method: Compositional matrix adjust. 
 Identities = 135/438 (30%), Positives = 222/438 (50%), Gaps = 47/438 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +  P   I+  + LP SKS+SNR L++ ALS+   + DNL + +D   ++ AL+ +   + 
Sbjct: 5   ITSPANPINACIYLPASKSVSNRSLIINALSKSIIIPDNLSDCDDTKVIIDALKNMPYQI 64 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D A                             G AMR +TA ++   G   +V+ G   
Sbjct: 65  NVDAA-----------------------------GTAMRFMTALLSVTEGE--HVITGNE 93 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM+ RPIG LV  L+ +GA++        PP+R+ G   L GG ++++G+ISSQY+SALL 
Sbjct: 94  RMKHRPIGVLVDALRSIGANITYEEEEGFPPLRIIG-KKLKGGHIEMAGNISSQYISALL 152 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           M AP+    +E+ + + +IS PY+++TL +M  +GVKAE +D  D   +   QKYK+ ++ 
Sbjct: 153 MVAPVFEEGLELHLKNNIISRPYIDLTLHVMHEYGVKAEWTDV-DTITVP-VQKYKA-RH 209 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET- 303 
            YVE D S++SY+    A+       + + G    S QGD     +  ++G K  +     
Sbjct: 210 YYVENDWSASSYWYEMIALHKSNNVELLLPGLMDCSRQGDSALRYIFSLLGVKTFFERKK 269 
 
Query: 304 --SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             S+ V    +     KHL   D N    PD+A T   +    +       +AS ++KET 
Sbjct: 270 NDSLPVVKLSKHTCMLKHL---DYNFINQPDIAPTFIALCPLLNMSFHFTGLASLKIKET 326 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEV 418 
           +R+ A++ E+ KLG  +    D  +    ++ ++ +   I+TY DHR+AMAF+  A     
Sbjct: 327 DRIEAMKCEMRKLGYVLYNNNDDELRWDGKRCDIESEPIINTYGDHRIAMAFAPLALRLG 386 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
            + I DP    K++P ++ 
Sbjct: 387 RIIISDPNVVTKSYPLFW 404 
 
 
>ref|ZP_07040911.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_23] 
 gb|EFI37917.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           3_1_23] 
          Length = 410 
 
 Score =  196 bits (498), Expect = 6e-48,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 221/435 (50%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 58 
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Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 59  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+ + G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYVHHEGYPPLCIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  + S +   +   Q Y+S     
Sbjct: 154 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWT-SPNSISV-APQLYQSIPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VESDWSAASYWYQIAALSPKAEIELLGLFHNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------ERLEEDFVDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  +EE  D  ++   E+        I+TY+DHRMAMAF+ A      + I D 
Sbjct: 325 RAELKKLGYVIEEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAD 384 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 385 PQVVTKSYPGYWEDL 399 
 
 
>ref|YP_001854793.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kocuria rhizophila 
           DC2201] 
 sp|B2GLU6.1|AROA_KOCRD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAG29287.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kocuria rhizophila 
           DC2201] 
          Length = 445 
 
 Score =  196 bits (498), Expect = 6e-48,   Method: Compositional matrix adjust. 
 Identities = 154/436 (35%), Positives = 221/436 (50%), Gaps = 41/436 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV +PGSKSL+NR L+LAAL+   ++V   L+S D   M+ AL+TLG +V        
Sbjct: 24  VSGTVAVPGSKSLTNRYLVLAALASEPSLVRRPLHSRDSALMVAALQTLGAAVTP----- 78 
 
Query: 75  RAVVVGCGGKF-------PVE---DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
               +   G F       PV     A + V++  G AG  MR +        G   +  D 
Sbjct: 79  ----LPDPGPFGPDLRIDPVRRSAPAADPVRIDCGLAGTVMRFVPPLAALHTGQVDF--D 132 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G    R RP+G ++ GL+QLG  V    G    P RV G G +PGG V +  S SSQ++S 
Sbjct: 133 GDDAARVRPMGPVLDGLRQLGVHV-VDQGRAALPFRVLGTGSVPGGTVTIDASGSSQFVS 191 
 
Query: 185 ALLMAA-----PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           ALL+AA     PL L     +    + S+P+VEMTL+++   GV A   D      + G  
Sbjct: 192 ALLLAAVRFDSPLVL---RHDAPGGVPSLPHVEMTLQVLRDAGVDARRVDERSWRVVPGD 248 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
               +  +  VE D S+A  FLA A  TGGTV++      + QG   +  +L   GA VT 
Sbjct: 249 ---VAGLDVTVEPDLSNAGPFLAAAVATGGTVSIPDWPQHTTQGGDHWRHILPRFGADVT 305 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
             E   TVTGP       + L+ +D+++++  ++A T+A +   A GP+ +R +A  R   
Sbjct: 306 LREGVFTVTGP-------RELRGVDLDLSEAGELAPTVAALCALASGPSRLRGIAHLRGH 358 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           ET+R+ A+ TEL  LG +V E  D   I  P  L+     TY DHRMA A ++        
Sbjct: 359 ETDRLAALSTELNGLGGAVTETLDGLAIE-PTALHGGVFHTYQDHRMATAGAILGLRVPG 417 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           V + D   T KT P++ 
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Sbjct: 418 VQVADIATTAKTLPEF 433 
 
 
>ref|ZP_07001809.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. D22] 
 gb|EFI11790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. D22] 
          Length = 410 
 
 Score =  196 bits (498), Expect = 7e-48,   Method: Compositional matrix adjust. 
 Identities = 138/435 (31%), Positives = 219/435 (50%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 58 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 59  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYTRNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     
Sbjct: 154 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWTSP--SSISVAPQLYQSIPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VENDWSAASYWYQIAALSPKAEIELLGLFHNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------ERLEEDFIDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  ++E  D  ++   E+        I+TY+DHRMAMAF+ A      + I + 
Sbjct: 325 RAELKKLGYMIKEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAN 384 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 385 PQVVTKSYPGYWEDL 399 
 
 
>emb|CAA54317.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia 
           pseudomallei] 
          Length = 409 
 
 Score =  196 bits (498), Expect = 7e-48,   Method: Compositional matrix adjust. 
 Identities = 136/331 (41%), Positives = 181/331 (54%), Gaps = 35/331 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQP + ++G ++LPG KS+SNR LLL AL+EG T V  LL+S+D   ML ALR LG+ +E 
Sbjct: 10  LQPWRHVTGHLRLPGDKSISNRSLLLGALAEGVTEVTGLLDSDDARAMLNALRDLGVVIE 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEV-QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                 R  V G G    +   K     LFLGNAG AMR L+AA+     + T  L G P 
Sbjct: 70  GPHQG-RCTVHGVG----LHGLKAPPGPLFLGNAGTAMRPLSAALALQPFDTT--LTGDP 122 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM ERPI  LV  L+++GA ++       PP+ + G            GS+SSQ+L+ALL 
Sbjct: 123 RMSERPINRLVDALREMGAVIEYLAQEGYPPLTIRG-----------GGSVSSQFLTALL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           M AP+A   ++  +   L+S PY+++TL +M  FGV     D  +R +     +Y SP   
Sbjct: 172 MTAPMASAQIKSGL---LLSKPYIDITLNVMP-FGVPTR--DHTERIFAVSAIRYPSPAV 225 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +EGDA+SASYFLA A I G  V V G G  S+QGD  F   L  MGA+   +   V   
Sbjct: 226 LRLEGDATSASYFLAAAGIKG--VPVTGIGRHSMQGDSWFPRALRRMGARSCGSSMIVCP 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
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            G  R         A+  + N +PD AMTLA 
Sbjct: 284 RGELR--------AAVRSDSNSIPDAAMTLA 306 
 
 
>ref|YP_120804.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nocardia farcinica 
           IFM 10152] 
 dbj|BAD59440.1| putative 5-enolpyruvylshikimate-3-phosphate synthetase [Nocardia 
           farcinica IFM 10152] 
          Length = 437 
 
 Score =  196 bits (498), Expect = 7e-48,   Method: Compositional matrix adjust. 
 Identities = 148/430 (34%), Positives = 228/430 (53%), Gaps = 34/430 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           +  TV LPGSKS++NR L+LAAL++G + +   L S D   M+  LR LG  +  EAD   
Sbjct: 21  VHATVTLPGSKSITNRALILAALADGPSTITGALRSRDTDLMIAGLRALGTEITGEADTL 80 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                 +G G             +  G AG  MR L    T A G+  +  DG  + R R 
Sbjct: 81  TVTPAALGGG------------TVDCGLAGTVMRFLPPVATLATGSVAF--DGDLQARLR 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM-AAP 191 
           P+  ++  L+ LGAD+D     D  P  V+G GGL GG V +  S SSQ++S LL+ AA  
Sbjct: 127 PLRTILDALRGLGADIDG----DTLPFTVHGKGGLRGGTVTIDASGSSQFVSGLLLSAAR 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS--WDRFYIKGGQKYKSPKNAY 249 
            A G       + L S+P++EMT+ ++ R  V+ E  ++   ++ ++    + ++  +   
Sbjct: 183 FADGLTVHHEGNPLPSLPHIEMTVEMLRRADVRVEAPENPRAEQTWVVHPGEIRA-VDWE 241 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ-GDVKFAEVLEMMGAKVTWTETSVTVT 308 
           VE D S+A+ FLA AA+TGG+V++      + Q GDV   E+L  MGA+    +  +TV  
Sbjct: 242 VEPDLSNATPFLAAAAVTGGSVSIPHWPRLTTQPGDV-IREILVRMGAEARIFDGVLTVH 300 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           GP R       L  ID++++ + ++  T+A +A  AD P+ +R +A  R  ET+R+ A+  
Sbjct: 301 GPDR-------LAGIDIDLHDVGELTPTVAALAALADSPSRLRGIAHLRGHETDRLAALS 353 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           TE+ +LG  V E  D   I  P  L+     +Y DHRMA A ++   A   + I D G T 
Sbjct: 354 TEINRLGGKVTETEDGLEIV-PAPLHGGTWHSYADHRMATAGAILGLAVEGIEIEDIGTT 412 
 
Query: 429 RKTFPDYFDV 438 
            KT P++ ++ 
Sbjct: 413 AKTLPNFVEL 422 
 
 
>gb|ADZ09189.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanobacterium sp. 
           AL-21] 
          Length = 420 
 
 Score =  196 bits (497), Expect = 8e-48,   Method: Compositional matrix adjust. 
 Identities = 151/442 (34%), Positives = 228/442 (51%), Gaps = 37/442 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ +Q   EI+GTVK P SKS S+R  L+A L++G + + + L SED       L +L   
Sbjct: 2   DLTVQAANEITGTVKAPPSKSYSHRAFLMAFLADGESTLRDPLYSED------TLASLNT 55 
 
Query: 66  SVEADKAAKRA----VVVGCGGK----FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 117 
            +E     KR      + G  GK    + V D K        N+G  +R +T+  + A G 
Sbjct: 56  GIEMGSTVKRTESLCSIQGVAGKPKTPYDVLDLK--------NSGTTLRIMTSLASLADG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
               VL G   ++ RP+ DL+  LK LG            P+ V G  G  GG+  + G  
Sbjct: 108 FT--VLTGDNSLKTRPMQDLLDALKPLGVTACSTRNDGKAPIIVKG--GFYGGETSIKGD 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +SSQ++S+++MAAPLA   V++++  + IS PYV MTL LM +FGVK +   + + F+I+ 
Sbjct: 164 VSSQFISSIIMAAPLAKKPVDLKVKGEFISQPYVMMTLELMNKFGVKVDFDKTENSFHIE 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
             Q YK P +  VEGD SSASY +A AA     V ++     S QGD    +++  MG + 
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Sbjct: 224 -PQSYK-PADYTVEGDYSSASYIIAAAAALKSDVKIKNLMKDSKQGDKIILDIVRDMGCE 281 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           V      V +        G+  L  +DVN+   PD+  T+A +   ADG T I  V   R 
Sbjct: 282 VKVKNNEVEIK-------GQGMLNGVDVNLQNAPDLLPTVAALGAMADGTTNIYGVEHAR 334 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            KET+R+    TEL+KLG S+ E  D   I     ++   + ++ DHR+AMAF +      
Sbjct: 335 FKETDRIHTCSTELSKLGVSLIEKRDGIQING--GVHGGVVKSHMDHRLAMAFYIVGLKV 392 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVL 439 
             + I+D    + +FPD+ D++ 
Sbjct: 393 GGICIKDASVYKVSFPDFPDIM 414 
 
 
>ref|NP_275908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermobacter 
           thermautotrophicus str. Delta H] 
 sp|O26860.1|AROA_METTH RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAB85269.1| 5-enolpyruvylshikimate 3-phosphate synthase [Methanothermobacter 
           thermautotrophicus str. Delta H] 
          Length = 419 
 
 Score =  195 bits (495), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 152/432 (35%), Positives = 222/432 (51%), Gaps = 30/432 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ ++    + GTVK P SKS ++R +++AAL+EG + + + L +ED    L A R  G+ 
Sbjct: 2   DLTVEKSGNLEGTVKAPPSKSYTHRAVIIAALAEGVSEIRDPLIAEDTLSSLNACRAFGI 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V+   A     V G GG+    D      ++LGN+G  +R +T+ V     N T VL G 
Sbjct: 62  RVDEGDAW---TVHGSGGELETPDDV----IYLGNSGTTLRLMTS-VAGLAENYT-VLTG 112 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+  L+  L+ LG +         PP+ V G  GL GG   + G +SSQ++S+ 
Sbjct: 113 DESLRTRPMQPLLDALRPLGVEALSSRMNGLPPIIVRG--GLRGGSTSIRGDVSSQFISS 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY--IKGGQKYK 243 
           +L+AAPL  G VE+ +    IS PYV+MT+ +MERF V  ++S+   R    +  G  Y  
Sbjct: 171 ILIAAPLTEG-VEVMVEGDFISRPYVDMTVDVMERFSVPVDYSEGTFRVEPAVYRGLDYT 229 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 VEGD SSASY     A  GG V +E     S QGD    +++  MGA+V   E  
Sbjct: 230 ------VEGDYSSASYLAGAVAAAGGDVLIENLFRDSRQGDRIILDIISDMGAEVRRGED 283 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V +            L  + VN++  PD+  T+AV+   A G T I  V   R KET+R 
Sbjct: 284 HVRIAST-------GELSGVSVNLHDAPDLLPTVAVLGALATGRTEIGGVEHARYKETDR 336 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +     EL +LG  V E PD  II      +   + ++ DHR+AMAF+L    E  +TIR 
Sbjct: 337 ISTCAAELRRLGVDVTELPDGMIIEG--GASGGTVWSHGDHRLAMAFTLIGLRE-GITIR 393 
 
Query: 424 DPGCTRKTFPDY 435 
           D      +FPD+ 
Sbjct: 394 DAEVFSVSFPDF 405 
 
 
>ref|ZP_03312373.1| hypothetical protein DESPIG_02300 [Desulfovibrio piger ATCC 29098] 
 gb|EEB32808.1| hypothetical protein DESPIG_02300 [Desulfovibrio piger ATCC 29098] 
          Length = 456 
 
 Score =  195 bits (495), Expect = 1e-47,   Method: Compositional matrix adjust. 
 Identities = 154/462 (33%), Positives = 228/462 (49%), Gaps = 45/462 (9%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +  V+ P SKS+S+R  + AAL+ GT+ + ++L+S D+      L   G  +EA  A +  
Sbjct: 6   TACVRAPASKSISHRYCIGAALAHGTSELHHVLDSRDLECTRAILCAAGARMEALPAEEG 65 
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Query: 76  AV-VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G  G+ P       +   +  +G   R LTA + A  G+  + + G PRM ERPI 
Sbjct: 66  GWRVTGMDGR-PRGGTDTPLSCDVHESGTTCRLLTAVLAA--GHGLFRIHGAPRMHERPI 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAP 191 
            +L   L+ LG DV      DCPP+ +   G  P   GG+V+L    SSQY S LL+AAP 
Sbjct: 123 DELTRALEALGTDVRFEQRPDCPPLLLRAAGLDPARNGGRVRLGMDASSQYFSGLLLAAP 182 
 
Query: 192 LALGDVEIEII-DKLISIPYVEMTLRLMERFGVK-----AEHSDSWDRFYIKGGQKYKSP 245 
           LA   + +E+   K +S PYV +TL  +E FG++      E    W      G +  ++  
Sbjct: 183 LAPAPLCVELGGQKAVSWPYVGLTLHCLEDFGIRFCVETREPDGPWQVLPDGGWRALRTA 242 
 
Query: 246 K----------------NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
           +                +  VEGD S ASY LA  A+    V V+G    SLQGD    + 
Sbjct: 243 RPDGLRITVQPGTYRAGSYQVEGDWSGASYLLAAGALGKRPVRVDGLRADSLQGDRAMLD 302 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 349 
           +L  MGA+     TS+TV      P     L+ +DV+M   PD+  T+AV+A FA GPT  
Sbjct: 303 ILRAMGARAEVEGTSITV-----HPSA---LRGVDVDMGHCPDLVPTVAVLAAFAQGPTR 354 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-----PPEKLNVTAIDTYDDH 404 
           +R+VA  R+KE++R+ A  TEL +LG  V+E  D   +       P          ++DH 
Sbjct: 355 VRNVAHLRIKESDRITAPATELARLGVRVDEHDDGLTVHGLGPDGPAWDEAARFSAHNDH 414 
 
Query: 405 RMAMAFSLAAC---AEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           R+AM+ +L        +   + DP   RK+FP ++ V    + 
Sbjct: 415 RIAMSLALLGLPYGKRMDALLDDPLVVRKSFPTFWKVWEPLL 456 
 
 
>ref|ZP_05916273.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella sp. oral 
           taxon 472 str. F0295] 
 gb|EEX54295.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella sp. oral 
           taxon 472 str. F0295] 
          Length = 415 
 
 Score =  194 bits (494), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 142/436 (32%), Positives = 216/436 (49%), Gaps = 60/436 (13%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V LP SKS+SNR L++ ALS    +  NL N +D   M+ AL  +  +++      RA   
Sbjct: 15  VTLPASKSISNRALIMHALSGRPILPQNLSNCDDTRVMVRALTDMPKNIDV-----RA-- 67 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                                 AG AMR +TA ++   G  T  L G  RMR+RPI  LV 
Sbjct: 68  ----------------------AGTAMRFMTAYLSCRKGEHT--LTGTQRMRQRPIKPLV 103 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ LGA ++       PP+R+ G   L GG V++ G ISSQ++SALLM  P     +E 
Sbjct: 104 EALRYLGAKIEYEAKDGYPPIRIYG-KPLEGGNVEMPGGISSQFISALLMIGPSLKKGLE 162 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           +++  ++ S PY+++TL +M  +G KAE +D  D   +K GQ   +     +E D S+AS 
Sbjct: 163 LKMTGQIASRPYIDLTLCMMREYGAKAEWTDI-DAISVKPGQ--YNIGQYTIESDWSAAS 219 
 
Query: 259 YFLAGAAITG---GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE------TSVTVTG 309 
           Y+    A++     T+ +EG    S QGD     +  ++G K  +++      T VT+   
Sbjct: 220 YWYEMVALSNDPDATIELEGLSENSKQGDSVVRHIFSLLGVKTVFSKHPAGQLTKVTLKK 279 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                  R  L  ++ +    PD+A TL V       P   + ++S R+KET+R+ A++  
Sbjct: 280 ------LRTRLPKLEYDFVNSPDLAQTLVVTCAMMGVPFYFKGLSSLRIKETDRIEALKK 333 
 
Query: 370 ELTKLGASVEE------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E+ KLG  + E        D     P ++    AIDTY+DHRMA+AF+  A     V I  
Sbjct: 334 EMAKLGFILREMGEGELAWDGMRCRPSDE----AIDTYEDHRMALAFAPVALVNKEVKIN 389 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
            PG   K++P ++  L 
Sbjct: 390 QPGVVSKSYPQFWSDL 405 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 615



 

 

 
>ref|ZP_06287745.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           buccalis ATCC 35310] 
 gb|EFA91385.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           buccalis ATCC 35310] 
          Length = 422 
 
 Score =  194 bits (494), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 141/428 (32%), Positives = 214/428 (50%), Gaps = 40/428 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
            + T+KLP SKS+SNR L++ ALS G    +NL + +D   ++ AL+ +            
Sbjct: 12  FNHTIKLPASKSVSNRALIINALSGGKISPENLSDCDDTQVVIDALKNM----------P 61 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R + V                     AG AMR LTA +   GG   +V+ G  RM+ RPI 
Sbjct: 62  RVIDVKA-------------------AGTAMRFLTAYLAVRGGE--HVITGTERMKHRPI 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G LV  L+  GAD++       PP+R+ G   L GG +++ G +SSQY+SALLM   +   
Sbjct: 101 GPLVDALRYFGADIEYTEQEGFPPLRIKG-KPLKGGYLEMPGDVSSQYISALLMIGSVLK 159 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             +E+++   L S  Y+++TL +M++FG +AE SD  D   +K       P   Y+E D  
Sbjct: 160 DGLELKLTGTLASRSYIDLTLWVMQQFGAEAEWSDI-DTLAVKPTP--YQPHEYYIESDW 216 
 
Query: 255 SSASYF---LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           S+ASY+   LA ++    T  ++G    S QGD     +  ++  K    +     TG   
Sbjct: 217 SAASYWYEILALSSHRDNTFMLKGLTDGSKQGDSVARYLFSLLSVKTVVEDGDDPRTGGI 276 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
           R     + L  ++ +    PD+A T AV     D P     ++S  +KET R+ A++TEL 
Sbjct: 277 RITRHVRTLPKLEYDFINSPDLAQTFAVCCAVLDIPFLFTGLSSLLIKETNRIEALKTEL 336 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            KLG  +++     +    EK   T   IDTY+DHRMAMAF+ AA     + I  P     
Sbjct: 337 RKLGYVIKDQNGSELFWDGEKCEPTFEPIDTYEDHRMAMAFAPAAINFPGLRINHPEVVS 396 
 
Query: 430 KTFPDYFD 437 
           K++P ++D 
Sbjct: 397 KSYPHFWD 404 
 
 
>ref|ZP_03644102.1| hypothetical protein BACCOPRO_02477 [Bacteroides coprophilus DSM 
           18228] 
 gb|EEF76970.1| hypothetical protein BACCOPRO_02477 [Bacteroides coprophilus DSM 
           18228] 
          Length = 434 
 
 Score =  194 bits (494), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 140/444 (31%), Positives = 222/444 (50%), Gaps = 51/444 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I L    +I  T++LP SKS+ NR L++ AL++    ++NL + +D   M+ AL+ +  
Sbjct: 27  KRIQLTAPNQIQATIQLPSSKSICNRALIIRALAQSHAPIENLSDCDDTRVMVKALQEMK 86 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                                PV D        +  AG AMR LTA ++   G  ++++  
Sbjct: 87  ---------------------PVID--------IMAAGTAMRFLTAYLSVTEG--SHLIT 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM++RPI  LV  L+ LGA ++       PP+++ G   L   ++ L G++SSQY+S 
Sbjct: 116 GTERMKQRPIRILVDALRSLGAQIEYAGNEGFPPLKITGTE-LTQSEISLPGNVSSQYIS 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQK 241 
           ALLM  P+    + + +  ++IS PY+++TL+LM R G  A     W   +   +K  Q  
Sbjct: 175 ALLMIGPVLKKGLRLTLTGEIISRPYIDLTLQLMNRNGADA----GWTGPNILEVK-PQP 229 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           Y+ P   Y+E D S+ASY+ A AA+T   T+ +      SLQGD + AE+   +G   T+ 
Sbjct: 230 YQ-PTPYYIESDWSAASYWYAFAALTPRATLRLPDLYQDSLQGDARVAELFSRLGVSTTY 288 
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Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E  V +T           ++ +  +    PD+A T  V             + S ++KE 
Sbjct: 289 HEKYVELTR------TSACVEELTNDFTNQPDLAQTFVVTCALLGIRFRFSGLQSLKIKE 342 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAACAE 417 
           T+RM A+  E+ KLG  + E     +I   E+       AIDTY+DHRMAMAF+ A     
Sbjct: 343 TDRMAALIKEMKKLGYLLREEAGSVLIWDGERCEPDACPAIDTYEDHRMAMAFAPACFKF 402 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLST 441 
             + I +P    K++PD++  L T 
Sbjct: 403 KGLQINEPQVVSKSYPDFWKDLQT 426 
 
 
>ref|ZP_02160130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kordia algicida OT-1] 
 gb|EDP98063.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kordia algicida OT-1] 
          Length = 409 
 
 Score =  194 bits (493), Expect = 2e-47,   Method: Compositional matrix adjust. 
 Identities = 143/421 (33%), Positives = 209/421 (49%), Gaps = 43/421 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + + GSKS SNR+LLL AL    ++  N+ NS+D   M  AL++      AD         
Sbjct: 16  IAITGSKSESNRLLLLQALYPNISI-KNISNSDDATLMQKALQS------AD-------- 60 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                   V+D        + +AG AMR LTA      G     L G  RM+ERPI  LV 
Sbjct: 61  -------SVKD--------IHHAGTAMRFLTAYYATRNGQEI-TLTGSSRMQERPIKILV 104 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L QLGAD+        PP+++ G   L G  V L  +ISSQY+SALL+ AP     +  
Sbjct: 105 EALGQLGADIQYTNNEGYPPLQIKG-QQLQGNLVTLDANISSQYISALLLIAPTLKNGLT 163 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           + +  K+ S+PY+ MTL L+   GV  E +   +   +   +     K   VE D SSAS 
Sbjct: 164 LTLNGKITSVPYINMTLSLLNELGV--ETNFEGNTITVAKFEATNEAKTFTVESDWSSAS 221 
 
Query: 259 YFLAGAAITGGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           YF +  A++G   ++E       SLQGD   AE+    G + T+   ++T+T         
Sbjct: 222 YFYSLIALSGIGTSIELSSYKQDSLQGDSCLAEIYTKFGVETTFKNNTITLTKTHEAT-- 279 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
               + I +++   PD+A T+AV A        +  + + ++KET+R+VA++ EL KLGA 
Sbjct: 280 ---QETITLDLKNAPDIAQTIAVTAFGLQLSCEMIGLHTLKIKETDRLVALKVELEKLGA 336 
 
Query: 377 SVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           SV+       +     +N   +I TY DHRMAMAF+  A   VP+ I       K+FPD+ 
Sbjct: 337 SVDITDASLYLHKASTINKNISIATYKDHRMAMAFTPLAL-RVPLQIEKADVVSKSFPDF 395 
 
Query: 436 F 436 
           + 
Sbjct: 396 W 396 
 
 
>ref|ZP_07322655.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           disiens FB035-09AN] 
 gb|EFL46917.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           disiens FB035-09AN] 
          Length = 417 
 
 Score =  194 bits (492), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 134/443 (30%), Positives = 226/443 (51%), Gaps = 53/443 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P   I   + LP SKS+SNR L++ AL+      +N+   +D   +  A +        
Sbjct: 5   IKPPHHIEANIDLPASKSISNRALIINALTGSNKWPENISTCDDTKVICKAFK------- 57 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                                 ++  ++ +  AG AMR +TA + A+ G   +V+ G  R 
Sbjct: 58  ----------------------QQPYEIDIMAAGTAMRFMTAFLAASEGE--HVITGTER 93 
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Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L+ LGA+V+       PP+R+ G   L GG+V++ G++SSQY+SAL+M 
Sbjct: 94  MKQRPIKILVDALRFLGAEVEYTEKEGFPPLRIKG-KKLMGGRVEIEGNVSSQYISALMM 152 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            AP     +E++++  +IS PY+++TL LM  +G  AE +D  D   I+   KYK  ++  
Sbjct: 153 IAPTLKKGLELKLLGNIISRPYIDLTLHLMHEYGADAEWTDV-DTITIR-PTKYKE-RSY 209 
 
Query: 249 YVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE--- 302 
            +E D ++ASY+ A   +   T   +T +G    S QGD     +  ++G K ++ +    
Sbjct: 210 TIENDWTAASYWYAIITLLNDTDSYITFKGLKNGSRQGDSAVKYIFSLLGIKTSFADKEK 269 
 
Query: 303 ---TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
              T VT+    R       L  ++ +    PD+A T+       + P     ++S ++K 
Sbjct: 270 DELTEVTICKQQR------MLPRLEYDFKNQPDLAQTMIATCCVMNIPFKFMGLSSLKLK 323 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAFSLAACA 416 
           ET+R+ A++ E+TKLG  + +  D  II   E+        IDTY DHRMAMAF+  +   
Sbjct: 324 ETDRIEAMKVEMTKLGYVLHDSNDSEIIWDGERCEAEKSIVIDTYKDHRMAMAFAPLSVK 383 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
              +TI +P    K++P++++ L 
Sbjct: 384 LGELTINNPEVVSKSYPNFWNEL 406 
 
 
>ref|YP_698016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens SM101] 
 sp|Q0SV34.1|AROA_CLOPS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG85908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens SM101] 
          Length = 424 
 
 Score =  194 bits (492), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 134/438 (30%), Positives = 236/438 (53%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LRGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNKVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEIKYSYEEENLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKDDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK-VTWT 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA+ +    
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCLDLDLSSYQGDKECIEILEGMGARLIKNQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA  + G T+I +    R+KE  
Sbjct: 284 EESLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETSIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   ++L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIINGVKELIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V IR+P C +K++P +++ 
Sbjct: 395 VIIREPDCVKKSYPGFWE 412 
 
 
>ref|ZP_03016982.1| hypothetical protein BACINT_04593 [Bacteroides intestinalis DSM 
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           17393] 
 gb|EDV05446.1| hypothetical protein BACINT_04593 [Bacteroides intestinalis DSM 
           17393] 
          Length = 416 
 
 Score =  194 bits (492), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 144/435 (33%), Positives = 217/435 (49%), Gaps = 56/435 (12%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV+LP SKS+SNR L+L AL++G     NL + +D   M+ AL                  
Sbjct: 14  TVQLPASKSISNRALILHALAQGHITPTNLSDCDDTCVMIKAL----------------- 56 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                     +   E + +    AG AMR LTA ++   G  T ++ G  RM++RPI  L 
Sbjct: 57  ----------DGNPEHIDIL--AAGTAMRFLTAYLSVTPG--TRIITGTERMQQRPIRIL 102 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L++LGA ++       PP+R+ G   L G ++ L+G++SSQY+SALLM  P+    + 
Sbjct: 103 VDALRELGAQIEYAGNEGFPPLRITGTI-LTGEEINLAGNVSSQYISALLMIGPILKNGL 161 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
            + +  ++IS PY+ +TL+LM+ FG  A  S S     +  GQ    P    VE D S A 
Sbjct: 162 RLNLTGEIISRPYINLTLQLMKEFGADAAWS-SESSISVHPGQYEDIPFT--VESDWSGA 218 
 
Query: 258 SYFLAGAAITGGT--------VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV--TV 307 
           SY+    A++  +        V + G    S QGD +  E+   +G + T+T+  V  T  
Sbjct: 219 SYWYQMVALSQDSKEEPAKTEVELLGLFPRSYQGDSRGTEIFAKLGVRTTYTDRGVVLTK 278 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           TG P        +  ++ ++  +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 279 TGTP--------VARLEEDLVDIPDLAQTFVVTCCLMNIPFRFSGLQSLKIKETDRIQAL 330 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            TEL KLG  V    D  +I   E+    A   I TY+DHRMAMAF+ AA     V I + 
Sbjct: 331 ITELHKLGYVVRSEQDSILIWNGERCEPEASPVIATYEDHRMAMAFAPAALLVPSVQIAE 390 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y+  L 
Sbjct: 391 PQVVSKSYPGYWKDL 405 
 
 
>ref|ZP_07060276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella bryantii 
           B14] 
 gb|EFI72539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella bryantii 
           B14] 
          Length = 416 
 
 Score =  194 bits (492), Expect = 3e-47,   Method: Compositional matrix adjust. 
 Identities = 134/432 (31%), Positives = 215/432 (49%), Gaps = 42/432 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  T++LP SKS+SNR L++ ALS G  +  NL + +D   ++ AL+        D    
Sbjct: 11  QIDATIELPASKSISNRALIIYALSHGGILPKNLSDCDDTEVIIAALKN-----SPDIID 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +A                        AG AMR +TA +++  G+ T  + G  RM+ RP 
Sbjct: 66  IKA------------------------AGTAMRFMTAFLSSTLGSHT--ITGTERMQHRP 99 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  LK LGA++        PP+ + G   L GG +++ G+ISSQY+SALLM  P+  
Sbjct: 100 IKILVDALKSLGANISYIKEDGFPPLHITG-KQLTGGHLQIPGNISSQYISALLMIGPIL 158 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
              +E+E+  +++S PY+ MTL++M  FG +A+    W+    IK   K    K   VE  
Sbjct: 159 KQGLELELSGEIVSRPYINMTLKIMAYFGAEAQ----WESENIIKVSPKPYINKAYLVEN 214 
 
Query: 253 DASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S +SY+    A+       + + G    SLQGD    ++   +G +  + E+    T  
Sbjct: 215 DWSGSSYWYEIMALCKDDQAKIHLTGLFRNSLQGDSVIQDIFAKLGVRTVFEESGTDATT 274 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
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                    HL++   +  K PD+A T+ V             +AS ++KET+R+ A++  
Sbjct: 275 TVTLTKTPYHLESFTYDFTKCPDLAQTVVVTCCELGIKFHFTGLASLKIKETDRIEALKI 334 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           EL KLG  + +  D  +I   ++   ++  IDTY+DHRMAMAF+        + + +P   
Sbjct: 335 ELRKLGFILHDEHDDTLIWNGDRCEASMAPIDTYEDHRMAMAFAPTCFVHKDLLMNNPQV 394 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P ++D L 
Sbjct: 395 VSKSYPHFWDDL 406 
 
 
>ref|NP_619403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosarcina 
           acetivorans C2A] 
 sp|Q8THH3.1|AROA_METAC RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAM07883.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosarcina 
           acetivorans C2A] 
          Length = 430 
 
 Score =  193 bits (491), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 166/433 (38%), Positives = 230/433 (53%), Gaps = 27/433 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V  P SKS ++R + LAALS  + V   LL S D    + A    G SV+ ++  + 
Sbjct: 10  VKGEVFAPSSKSYTHRAITLAALSNESIVRRPLL-SADTLATIRASEMFGASVKREE--E 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G  GK  V D      +   N+G  +R +TA      G    VL G   +R RP  
Sbjct: 67  NLIIHGFNGKPNVPDD----VIDAANSGTTLRLMTAIAGLTDG--ITVLTGDSSLRTRPN 120 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  L QLGA      G +  P+ V G  GL G KV + GSISSQ++SALL+A PLA  
Sbjct: 121 GPLLKTLNQLGASACSTRGNEKAPLVVKG--GLEGKKVSIEGSISSQFISALLIACPLAE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEG 252 
               + II KL S PYV++T+ ++E  GVK  H+D  +  +F I G QKY   K   + G 
Sbjct: 179 NSTTLSIIGKLKSRPYVDVTIEMLELAGVKI-HTDENNGTKFIIPGKQKY-DLKEYTIPG 236 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTG 309 
           D SSASY LA AA+T G+ +TV+     S QGD    E L+ MGA +TW   +  VTV G 
Sbjct: 237 DFSSASYLLAAAAMTEGSEITVKNL-FPSKQGDKLIIETLKQMGADITWDREAGIVTVRG 295 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                 GRK LKA+  +    PD+  T+AV+A  A+G + I +    R KET+R+ A+ T 
Sbjct: 296 ------GRK-LKAVTFDAGATPDLVPTVAVLAAVAEGTSRIENAEHVRYKETDRLSALAT 348 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           EL KLG  ++E  D   IT  E L    +  +DDHR+ M+ +LA       TI        
Sbjct: 349 ELPKLGVKLKEEKDSLTITGGE-LKGAEVHGWDDHRIVMSLALAGMVAGNTTIDTTESVA 407 
 
Query: 430 KTFPDYFDVLSTF 442 
            ++PD+F+ +S   
Sbjct: 408 ISYPDFFEDMSNL 420 
 
 
>ref|ZP_06423357.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella sp. oral 
           taxon 317 str. F0108] 
 gb|EFC67605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella sp. oral 
           taxon 317 str. F0108] 
          Length = 415 
 
 Score =  193 bits (491), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 138/436 (31%), Positives = 220/436 (50%), Gaps = 60/436 (13%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V LP SKS+SNR L++ ALS  + +  NL N +D   M+ AL  +  +++      RA   
Sbjct: 15  VTLPASKSISNRALIMHALSGSSMLPQNLSNCDDTRVMVRALSDMPKNIDV-----RA-- 67 
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Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                                 AG AMR + A ++   G  T  L G  RMR+RPI  LV 
Sbjct: 68  ----------------------AGTAMRFMAAFLSCQKGEHT--LTGTQRMRQRPIKPLV 103 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ +GAD++       PP+R+ G   L GG+V++ G ISSQ++SA+LM AP     ++ 
Sbjct: 104 DALRYVGADIEYEAKEGYPPIRIYG-KPLEGGRVEMPGGISSQFISAILMIAPTLKKGLD 162 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           +++  ++ S PY+++TL +M  +G KA+ +D  +   +K GQ YK+ +   +E D S+AS 
Sbjct: 163 LKMTGQIASRPYIDLTLCMMREYGAKADWTDI-NAISVKPGQ-YKA-RQYTIESDWSAAS 219 
 
Query: 259 YFLAGAAITGG---TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE------TSVTVTG 309 
           Y+    A++      V +EG    S QGD     +  ++G K  +++      T VT+   
Sbjct: 220 YWYEMVALSNDPDTIVELEGLSENSKQGDSVVRHIFSLLGVKTVFSKHPAGQLTKVTLKK 279 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                  R  L  ++ +    PD+A TL V       P   + ++S R+KET+R+ A++  
Sbjct: 280 ------LRTRLPKLEYDFVNSPDLAQTLVVTCAMMGVPFHFKGLSSLRIKETDRIEALKK 333 
 
Query: 370 ELTKLGASVEE------GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E+ KLG  + E        D     P ++     IDTY+DHRMA+AF+  A     + I  
Sbjct: 334 EMAKLGIVLREMAEGELAWDGMRCRPSDE----PIDTYEDHRMALAFAPVAFVNKEIKIN 389 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
            PG   K++P ++  L 
Sbjct: 390 QPGVVSKSYPQFWSDL 405 
 
 
>ref|YP_002565359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halorubrum 
           lacusprofundi ATCC 49239] 
 sp|B9LUD2.1|AROA_HALLT RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ACM56289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halorubrum 
           lacusprofundi ATCC 49239] 
          Length = 453 
 
 Score =  193 bits (491), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 155/447 (34%), Positives = 220/447 (49%), Gaps = 37/447 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA-- 72 
           + GT + P SKS ++R LL A  S+G TV   L+ S D      A+   G +VE +     
Sbjct: 10  VRGTTRAPPSKSYTHRALLAAGYSDGATVRSPLV-SADTKATARAVTAFGGAVEPESGER 68 
 
Query: 73  ---AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              A   VV G  G+  V D      +   N+G  MR +TAA   A G  T VL G   + 
Sbjct: 69  FDDADALVVDGFDGRPAVPDDV----IDCANSGTTMRLVTAAAALADG--TTVLTGDESL 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RP G L+  L  LG   +   G    P+ V+G   L GG+V + G++SSQY++ALLMA 
Sbjct: 123 RSRPQGPLLEALGDLGVRAESTRGNGQAPLVVSGP--LAGGEVAIPGNVSSQYVTALLMA 180 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA----------EHSDSWDRFYIKGG 239 
             +    VEI++   L S PYV++TL L++ FG++A          + +     F + GG 
Sbjct: 181 GAVTEEGVEIDLTTPLKSAPYVDITLELLDDFGIEATPVGDGGDALDGAAGAAGFVVDGG 240 
 
Query: 240 QKYKSPKNAY-VEGDASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           Q Y     +Y V GD SS SY +A  A+    G  V +EG    S QGD    E++E MG 
Sbjct: 241 QSYAPAGGSYTVPGDFSSISYLVAAGAVAAEPGEPVRIEGA-VPSAQGDSAIVEIVERMG 299 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           A + W   +  +T        R  L  ++V++   PD+  T+A +   ADG T I +    
Sbjct: 300 ADIEWDREAGVIT------VRRSELSGVEVDVGDTPDLLPTIAALGAVADGDTRIMNCEH 353 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK-LNVTAIDTYDDHRMAM-AFSLA 413 
            R KET+R+ A+  EL KLGA   E PD   +   E  L   ++D   DHR+ M     A 
Sbjct: 354 VRYKETDRVSAMAEELEKLGAKTTEEPDTLTVHGSESDLRGASVDGRADHRIVMALAVAA 413 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
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             AE   TIR       +FP++FD ++ 
Sbjct: 414 LVAEGTTTIRGGEHVDVSFPNFFDAMA 440 
 
 
>ref|ZP_03630896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [bacterium Ellin514] 
 gb|EEF58783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [bacterium Ellin514] 
          Length = 426 
 
 Score =  193 bits (491), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 151/438 (34%), Positives = 217/438 (49%), Gaps = 66/438 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA----D 70 
           +   + +PGSKS++NR L+LAAL++G T++   L SED   M+  L+ LG  VE     + 
Sbjct: 15  VRAEITVPGSKSITNRALILAALADGRTILHGALWSEDTQAMVDCLQRLGFDVEVGIDPE 74 
 
Query: 71  KAAKRAVVV-GCGGKFP-VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +++ R + V G GGK P    A E + LF+GNAG A R L+A V    G  TY L GV R 
Sbjct: 75  ESSDRTIAVQGLGGKIPSAGSANEPLDLFVGNAGTAARFLSAFVCL--GQGTYRLHGVKR 132 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M ERP   L   L++LG  VD     +  PV ++G G    G   +S   SSQ+ SALL+ 
Sbjct: 133 MHERPQAALFQALRELGYQVDS--PNNKLPVIIHGTGP-KKGTCSVSIGESSQFASALLL 189 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            A      V+I + +     PYV MT RL+E F    +H   +                  
Sbjct: 190 CAGKGRWSVKI-VGENTEESPYVVMTSRLVESF---PQHGSEF----------------- 228 
 
Query: 249 YVEGDASSASYFLAGAAI-----TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           ++E DASS SYF A   I        TV+V+   T+  Q D +F++ L++           
Sbjct: 229 HIEPDASSGSYFWAAGKILSPDAKNPTVSVKEWPTSGWQIDAEFSKCLDL---------- 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA-LFADGPTAIRDVASWRVKETE 362 
                    E   R+          ++ D  MT  V+A L +  P    D+   RV+E E 
Sbjct: 279 --------PETISRE---------GQLGDSIMTGIVMAPLTSTHPVRFTDLGRLRVQECE 321 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+RTEL + GA   E  D   +  P  L+   I+TY+DHRMAM F++       + I 
Sbjct: 322 RVHALRTELARCGAKAIETGDTLEVF-PGTLHGAEIETYNDHRMAMCFAILGLKVSGIKI 380 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
           ++P C +KTFPD+F  L+ 
Sbjct: 381 KNPACVKKTFPDFFQKLA 398 
 
 
>ref|ZP_04999967.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces sp. 
           Mg1] 
 gb|EDX24478.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces sp. 
           Mg1] 
          Length = 450 
 
 Score =  193 bits (491), Expect = 4e-47,   Method: Compositional matrix adjust. 
 Identities = 150/432 (34%), Positives = 217/432 (50%), Gaps = 29/432 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS++NR L+LAAL+     V   L S D   M  ALR LG+ +E   ++  
Sbjct: 20  VHATVTVPGSKSVTNRALVLAALASEPGWVRRPLRSRDSQLMSDALRALGVGIEETVSSS 79 
 
Query: 75  RAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                  G  + +  A       + +GNAG  MR L    T A G+  +  DG PR  ER 
Sbjct: 80  SGGEGAGGEAWRIIPAALHGPATVDVGNAGTVMRFLPPVATLASGDIRF--DGDPRSYER 137 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G ++  L+ LGA +D   G    P+ V G G L GG V++  S SSQ++SALL++AP  
Sbjct: 138 PLGQVITALRTLGARIDDD-GRGALPLTVQGGGALEGGTVEIDASNSSQFVSALLLSAPR 196 
 
Query: 193 ALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK---YKSP--- 245 
               VE+  + D L S+P++ MT+ ++   G + +  ++       GG+K     SP    
Sbjct: 197 FNQGVEVRHVGDNLPSMPHIRMTVEMLRAAGAQVDTPEA-------GGEKDVWRVSPGAL 249 
 
Query: 246 --KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++  VE D S+A  FLA A ITGGTVTV      + Q       +   MG     T+  
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Sbjct: 250 LGRDMTVEPDLSNAQPFLAAALITGGTVTVPDWPRRTTQPGDALRRIFTEMGGSCELTDA 309 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +  TG      G+ H   IDV++ ++ ++   +A VA  AD  + +R VA  R+ ET+R 
Sbjct: 310 GLVFTG-----TGKIH--GIDVDLGEVGELTPGIAAVAALADSESVLRGVAHLRLHETDR 362 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  E+  LG  V E  D   I  P  L      TYDDHRMA A ++   A   V I  
Sbjct: 363 LAALTREINGLGGDVTETADGLRIR-PRPLRGGTFHTYDDHRMATAGAVIGLAVDGVLIE 421 
 
Query: 424 DPGCTRKTFPDY 435 
           +   T KT PD+ 
Sbjct: 422 NVATTAKTLPDF 433 
 
 
>ref|ZP_07306373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           viridochromogenes DSM 40736] 
 gb|EFL34742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           viridochromogenes DSM 40736] 
          Length = 438 
 
 Score =  193 bits (490), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 146/449 (32%), Positives = 220/449 (48%), Gaps = 36/449 (8%) 
 
Query: 6   EIVLQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           +  L P    SG    TV +PGSKS++NR L+LA+LS     +   L S D   M GALR 
Sbjct: 7   DTALWPAPHASGAVDATVHVPGSKSVTNRALVLASLSSEPGWLRRPLRSRDTLLMAGALR 66 
 
Query: 62  TLGLSVE------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
            +G+ +E          A R +  G  G   V+         +GNAG  MR L      A 
Sbjct: 67  AMGIEIEEGVGPDGTGEAWRVLPTGLRGPATVD---------VGNAGTVMRFLPPVAALA 117 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G   +  DG PR  ERP+  ++  L+QLGA +D   G    P+ V+G G L GG+V +  
Sbjct: 118 DGPVRF--DGDPRSYERPLTGVIDALRQLGARIDDD-GRGALPLTVHGSGALEGGQVAID 174 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSW--- 231 
            S SSQ++SALL++ P     VE+      L S+P++ MT+ ++   G + +  +S     
Sbjct: 175 ASSSSQFVSALLLSGPRFNQGVEVRHTGSTLPSMPHIRMTVDMLRAVGAQVDTPESGGEP 234 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
           + + +  G      ++  +E D S+A  FLA A +TGG V +      + Q   +  E+  
Sbjct: 235 NVWRVTPGALLG--RDLVIEPDLSNAQPFLAAALVTGGKVVIPDWPAHTTQPGDRLREIF 292 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
             MG     TE  +  TG          +  IDV++ ++ ++   +A VA  AD P+ +R 
Sbjct: 293 TEMGGSCELTEYGLVFTG-------SGSVHGIDVDLGEVGELTPGIAAVAALADSPSTLR 345 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
            VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TYDDHRMA A + 
Sbjct: 346 GVAHLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRRLHGGVFHTYDDHRMATAGA 404 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +       V I +   T KT PD+ D+ + 
Sbjct: 405 ILGLGVEGVQIENVATTAKTLPDFPDLWT 433 
 
 
>ref|YP_001192862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacterium 
           johnsoniae UW101] 
 gb|ABQ03543.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacterium 
           johnsoniae UW101] 
          Length = 409 
 
 Score =  193 bits (490), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 138/423 (32%), Positives = 213/423 (50%), Gaps = 43/423 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + + GSKS +NR+LLL AL    T+  N  NS+D   M  AL                   
Sbjct: 18  LNITGSKSETNRLLLLKALFPNITLA-NTSNSDDSEVMQKALT----------------- 59 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
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               G   + D        + +AG AMR LTA      G    V+ G  RM+ERPI  LV 
Sbjct: 60  ----GNDEIVD--------IHHAGTAMRFLTAYFAVNEGREV-VMTGSSRMQERPIKILV 106 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+QLG ++        PP+R+ G   +   KV L+ ++SSQY+SALL+ A      +E 
Sbjct: 107 DTLRQLGVEISYEKEEGYPPIRIKG-KKVTASKVTLAANVSSQYISALLLVASKLENGLE 165 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           + +  ++ SIPY++MTL L++   +K     +  + + K   +    K   VE D SSAS 
Sbjct: 166 LTLEGEITSIPYIKMTLALLKDLDIKTSFEGNVIKVFPKESVE---SKEMVVESDWSSAS 222 
 
Query: 259 YFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           YF +  A+     +T+      SLQGD +   + E MG K T+    +T+     E     
Sbjct: 223 YFFSLTALADAAKITLSSYKENSLQGDSELISLYEKMGVKTTFQGNKMTL-----EKVAG 277 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            + + ++  +N  PD+A T+ V  L       +  + + ++KET+R+ A++TELTKLGA+ 
Sbjct: 278 FNYQDVNFELNNTPDIAQTIVVTCLGLGIGCHLTGLHTLKIKETDRLEALKTELTKLGAN 337 
 
Query: 378 VEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           +    D   +   + +N    I TY+DHRMAMAF+  A  +VP+ I D G   K++PD++ 
Sbjct: 338 ISVTNDSLTLVKSDTINHDVKIGTYNDHRMAMAFAPLAI-KVPIIIEDAGVVSKSYPDFW 396 
 
Query: 437 DVL 439 
           + L 
Sbjct: 397 NDL 399 
 
 
>ref|ZP_06083401.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_22] 
 gb|EEZ04646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           2_1_22] 
          Length = 410 
 
 Score =  193 bits (490), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 138/435 (31%), Positives = 221/435 (50%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 6   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 58 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 59  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 94 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+ + G   L G ++ L G++SSQY+SALLM 
Sbjct: 95  MQQRPIQILVNALRELGAEIEYVHNEGYPPLCIKG-AELKGNEITLKGNVSSQYISALLM 153 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  + S +   +   Q Y+S     
Sbjct: 154 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWT-SPNSISV-APQLYQSIPFK 211 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 212 -VESDWSAASYWYQIAALSPKAEIELLGLFPNSYQGDSRGAEVFSRLGITTEFTSQGVKL 270 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 271 KKTGKAP------ERLEEDFIDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 324 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  ++E  D  ++   E+        I+TY+DHRMAMAF+ A      + I + 
Sbjct: 325 RAELKKLGYMIKEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAN 384 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 385 PQVVTKSYPGYWEDL 399 
 
 
>ref|ZP_04545361.1| 3-phosphoshikimate 1-carboxy vinyl transferase [Bacteroides sp. D1] 
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 ref|ZP_06724777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides ovatus SD 
           CC 2a] 
 ref|ZP_06767926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           xylanisolvens SD CC 1b] 
 gb|EEO50996.1| 3-phosphoshikimate 1-carboxy vinyl transferase [Bacteroides sp. D1] 
 gb|EFF55884.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides ovatus SD 
           CC 2a] 
 gb|EFG12355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           xylanisolvens SD CC 1b] 
          Length = 409 
 
 Score =  193 bits (490), Expect = 5e-47,   Method: Compositional matrix adjust. 
 Identities = 138/435 (31%), Positives = 221/435 (50%), Gaps = 45/435 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   ++ T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL         
Sbjct: 5   LIPPSVVTATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKALT------- 57 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                               + KE + +    AG AMR LTA ++   G  T  + G  R 
Sbjct: 58  --------------------EGKETIDIM--AAGTAMRFLTAYLSVTPGERT--ITGTAR 93 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA+++       PP+ + G   L G ++ L G++SSQY+SALLM 
Sbjct: 94  MQQRPIQILVNALRELGAEIEYVHNEGYPPLCIKG-AELKGNEITLKGNVSSQYISALLM 152 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P     + + +  ++IS PY+ +TL+LM+ FG KA  + S +   +   Q Y+S     
Sbjct: 153 IGPALKDGLTLHLSGEIISRPYINLTLQLMQDFGAKAAWT-SPNSISV-APQLYQSIPFK 210 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            VE D S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 211 -VESDWSAASYWYQIAALSPKAEIELLGLFPNSYQGDSRGAEVFSRLGITTEFTSQGVKL 269 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               + P      + ++ +   +PD+A T  V     + P     + S ++KET+R+ A+ 
Sbjct: 270 KKTGKAP------ERLEEDFIDIPDLAQTFVVTCALLNIPFRFTGLQSLKIKETDRIAAL 323 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           R EL KLG  ++E  D  ++   E+        I+TY+DHRMAMAF+ A      + I + 
Sbjct: 324 RAELKKLGYMIKEENDSILMWNGERCEPEETPVIETYEDHRMAMAFAPAIIRHPNLLIAN 383 
 
Query: 425 PGCTRKTFPDYFDVL 439 
           P    K++P Y++ L 
Sbjct: 384 PQVVTKSYPGYWEDL 398 
 
 
>ref|ZP_07978939.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SA3_actG] 
 ref|ZP_07986138.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SA3_actF] 
          Length = 443 
 
 Score =  192 bits (489), Expect = 6e-47,   Method: Compositional matrix adjust. 
 Identities = 148/437 (33%), Positives = 230/437 (52%), Gaps = 19/437 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV++PGSKS++NR L+LAAL+     +   L S D   M  ALRT+G+ +E   +++ 
Sbjct: 20  VRATVRVPGSKSITNRALVLAALAAEPGWLRRPLRSRDTLLMASALRTMGVGIEETVSSE 79 
 
Query: 75  RAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              VVG G  + V  A  +    + +GNAG  MR L    T A G   +  DG PR  ER 
Sbjct: 80  SCGVVGAGEAWRVIPAGLRGPATVDVGNAGTVMRFLPPVATLAEGAIRF--DGDPRSYER 137 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L+ LGA +D        P+ V G G L GGKV++  S SSQ++SALL++AP  
Sbjct: 138 PLHGVIDALRALGARIDDG-DRGALPLTVFGSGALDGGKVEVDASSSSQFISALLLSAPR 196 
 
Query: 193 ALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQKYKSPKNA 248 
               VE+      L S+P++ M++ ++   G + +  ++    + + +  G      ++  
Sbjct: 197 FNQGVELRHTGATLPSLPHIRMSVDMLRAVGAQVDEPETGGEPNVWRVTPGALLG--RDL 254 
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Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A  FLA A +TGGTVT+      + Q   +  E+   MG     TE  +T+T 
Sbjct: 255 TIEPDLSNAQPFLAAALVTGGTVTIPDWPAGTTQPGDRLREIFTEMGGACELTEAGLTLT 314 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G      GR H   IDV++ ++ ++   +A VA  AD P+ +R VA  R+ ET+R+ A+  
Sbjct: 315 G-----TGRVH--GIDVDLGEVGELTPGIAAVAALADSPSTLRGVAHLRLHETDRLAALT 367 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            E+ +LG  V E  D   I  P  L+     TY+DHRMA A ++   A   V I +   T 
Sbjct: 368 KEINELGGDVTETADGLHIR-PRPLHGGVFHTYEDHRMATAGAILGLAVPGVGIENVATT 426 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
            KT PD+ ++ +  + N 
Sbjct: 427 AKTLPDFPELWTGMLGN 443 
 
 
>ref|ZP_06280883.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACT-1] 
 gb|EFB80036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           ACT-1] 
          Length = 452 
 
 Score =  192 bits (489), Expect = 6e-47,   Method: Compositional matrix adjust. 
 Identities = 150/453 (33%), Positives = 223/453 (49%), Gaps = 54/453 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ 68 
           +  TV +PGSKS++NR L+LA+L+     +   L S D   M  ALR +G+ +E       
Sbjct: 22  VDATVTVPGSKSVTNRALVLASLAAEPGWLRRPLRSRDTLLMADALRAMGVGIEETVSSS 81 
 
Query: 69  ------------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
                       +   A R +  G  G   V+         +GNAG  MR L    T A  
Sbjct: 82  SASSPSAAASPDSSGEAWRVIPAGLHGPAAVD---------VGNAGTVMRFLPPVATLAD 132 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G   +  DG PR  ERP+  ++ GL+ LGA +D   G    P+ V+G G L GG V +   
Sbjct: 133 GPVRF--DGDPRSYERPLTGVIEGLRALGARIDDD-GRGALPLTVHGGGALEGGPVSIDA 189 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           S SSQ++SALL++AP     VE+     ++ S+P++ MT+ ++   G + +  ++      
Sbjct: 190 SSSSQFVSALLLSAPRFNQGVEVRHTGAVLPSMPHIRMTVDMLRAVGAQVDEPET----- 244 
 
Query: 236 IKGGQK---YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 287 
             GG+      SP     ++  +E D S+A  FLA A +TGG VT+      + Q      
Sbjct: 245 --GGEPNIWRVSPSALLGRDLTIEPDLSNAQPFLAAALVTGGRVTIPDWPERTTQPGDAL 302 
 
Query: 288 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 347 
            E+   MG     TE  +T TG      GR H   IDV++ ++ ++   +A VA  AD P 
Sbjct: 303 REIFTAMGGSCELTERGLTFTG-----TGRIH--GIDVDLGEVGELTPGIAAVAALADSP 355 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
           + +R VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+     TYDDHRMA 
Sbjct: 356 STLRGVAHLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRPLHGGVFHTYDDHRMA 414 
 
Query: 408 MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            A ++   A   V I + G T KT PD+ D+ + 
Sbjct: 415 TAGAVIGLAVKGVEIENVGTTAKTLPDFPDMWT 447 
 
 
>ref|YP_677344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cytophaga 
           hutchinsonii ATCC 33406] 
 gb|ABG58004.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cytophaga 
           hutchinsonii ATCC 33406] 
          Length = 415 
 
 Score =  192 bits (489), Expect = 6e-47,   Method: Compositional matrix adjust. 
 Identities = 141/432 (32%), Positives = 222/432 (51%), Gaps = 50/432 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ T+  P SKS SNR+L++ AL+   + +DNL N+ D   M+  L       ++D     
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Sbjct: 20  VNHTITPPASKSESNRVLVIDALTGRKSQLDNLSNARDTQTMIRLL-------DSDSN-- 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                      PV D        + +AG  MR LTA  +A  G     + G PRM+ERPI 
Sbjct: 71  -----------PVWD--------VLDAGTTMRFLTA-FSAFNGKPRE-MTGTPRMKERPI 109 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG--LPGGKVKLSGSISSQYLSALLMAAPL 192 
             LV  L++LGA ++       PP+ ++           +K+ G +SSQY++ALLM AP+ 
Sbjct: 110 KLLVDALRELGAVIEYKEKEGYPPILIHPFKPELAKTDYIKIKGDVSSQYITALLMIAPV 169 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               + IE++  + S PY+EMTLRLME FGV +E    W    IK   +   P    VE  
Sbjct: 170 LPKGLTIELLGHVGSKPYIEMTLRLMEHFGVTSE----WKDNIIKISHQTYKPAQYKVES 225 
 
Query: 253 DASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D S +SY+ + AA+     + ++G    SLQGD    ++++ +G K  +T   + +T  P 
Sbjct: 226 DWSGSSYWFSVAALAKEANIELKGYVKNSLQGDHVIVDIMDQLGVKTEFTADGLKLTKQP 285 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +         +  +    PD+A T+AV+         +  + S R+KET+R+ AI+ EL 
Sbjct: 286 VK-------GNLVWDFTDCPDLAQTVAVILAAKGVEGTLSGLQSLRIKETDRIAAIQNEL 338 
 
Query: 372 TKLGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIRDPGC 427 
            K GA    +E+   Y ++    K++  ++ TY+DHRMAMAF+ LA   +  VTI +P   
Sbjct: 339 RKFGADMIEIEKDVTYKVVPGTFKVDGQSVHTYEDHRMAMAFAPLALLGK--VTIEEPSV 396 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y++ L 
Sbjct: 397 VNKSYPLYWEDL 408 
 
 
>ref|ZP_08136605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           multiformis DSM 16608] 
 gb|EGC19693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           multiformis DSM 16608] 
          Length = 417 
 
 Score =  192 bits (489), Expect = 7e-47,   Method: Compositional matrix adjust. 
 Identities = 142/452 (31%), Positives = 220/452 (48%), Gaps = 65/452 (14%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +  + P + +   ++LP SKS+SNR L++ AL+ G     NL + +D   ++ AL      
Sbjct: 2   QYTITPPRHVDTRIQLPASKSISNRALIIHALTGGNITPANLSDCDDTEVIIRAL----- 56 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
                  A R  V+                     AG AMR +TA ++   G  T  + G 
Sbjct: 57  -------AHRPEVIDIKA-----------------AGTAMRFMTAYLSVTEGEHT--ITG 90 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             RM+ RPIG LV  L+ LGA+++       PP+R+ G   L GG++++ G++SSQY+SA 
Sbjct: 91  TERMKHRPIGVLVDALRYLGAEIEYAGEKGFPPLRIRG-RQLEGGRLEIPGNVSSQYISA 149 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLM AP+    +E+++   ++S PY+++TL LM +FGV AE +D  D   +K     + P 
Sbjct: 150 LLMIAPILTKGLEMKLTGGIVSRPYIDLTLHLMHQFGVSAEWTDI-DSITVKPQPYRQRP 208 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
               +E D ++ASY+    A+T   G  V + G    S QGD     +  ++G K  + + 
Sbjct: 209 YT--IENDWTAASYWYEVLALTDELGSKVVLPGMMDGSRQGDSAVRYIFSLLGIKTAFAD 266 
 
Query: 303 ------TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
                 T  T+T   R       L  +D +    PD+A TL         P     + S  
Sbjct: 267 READRLTDATLTRHSRM------LNRMDYDFTNQPDLAQTLIATCPVLGIPFHFTGLGSL 320 
 
Query: 357 RVKETERMVAIRTELTKLGASVE---------EGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
           R+KET+R+ A++TE+ KLG  +          EG D C     E      IDTY+DHRMA 
Sbjct: 321 RIKETDRIEAMKTEMEKLGYILHADSGTELSWEG-DRC-----EPAAQPVIDTYEDHRMA 374 
 
Query: 408 MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           M+F+  A     + I  P    K++P Y++ L 
Sbjct: 375 MSFAPLAIRLGRIGINHPEVVSKSYPHYWNDL 406 
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>ref|ZP_05735072.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella tannerae 
           ATCC 51259] 
 gb|EEX72280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella tannerae 
           ATCC 51259] 
          Length = 407 
 
 Score =  192 bits (489), Expect = 7e-47,   Method: Compositional matrix adjust. 
 Identities = 142/440 (32%), Positives = 212/440 (48%), Gaps = 54/440 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V L GSKSLSNR L++AAL++G   +  L  +ED   +  AL+T             
Sbjct: 12  LRGSVDLSGSKSLSNRALIIAALADGDYTLQGLSQAEDTRLLAQALQT------------ 59 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                               Q+ +  AG AMR LTA   A+GG   + L G  RM++RPI 
Sbjct: 60  -----------------SAAQVDIRGAGTAMRFLTAYYAASGG--AHCLTGSERMKQRPI 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G LV  L+ LGAD+D       PP+R+ G   L GG + LSGS+SSQY+SALL+ AP    
Sbjct: 101 GPLVEALRSLGADIDYTEKEGFPPLRIRG-RQLRGGCLHLSGSVSSQYVSALLLIAPYLS 159 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKA--EHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             + + +   ++S PY+ MTL LM  FG +A  E  D+     I     Y+S     VE  
Sbjct: 160 SSLRLRLEGTIVSRPYINMTLALMRHFGAQAGWEAEDT----LIVAPAPYQSTARYRVEI 215 
 
Query: 253 DASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D SSA+ +    A+       + + G    + QGD +  +    +G K T+      +   
Sbjct: 216 DWSSAACWYETVALATDPAARLLLRGLREETWQGDARVQDYFLPLGVKTTFCAEGAVLEK 275 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
              +        AI  +++  PD+A +L V       P     + + R+KET+R+ A+   
Sbjct: 276 TEMQS------GAIVFDLSGQPDLAQSLVVACAALQRPFRFTGLQTLRIKETDRLAALAR 329 
 
Query: 370 ELTKLGASVEEGPDYCI-----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           EL KLG +V    D  I      + P  L   A  TY+DHRMA+AF+  A     + I + 
Sbjct: 330 ELDKLGITVAVENDESIRSVTYASAPAHLQPVA--TYEDHRMALAFAPCALRFPGLQIAE 387 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
           P    K++P +++ L + +K 
Sbjct: 388 PAVVNKSYPGFWEALQSLLK 407 
 
 
>ref|ZP_03678570.1| hypothetical protein BACCELL_02920 [Bacteroides cellulosilyticus 
           DSM 14838] 
 gb|EEF89483.1| hypothetical protein BACCELL_02920 [Bacteroides cellulosilyticus 
           DSM 14838] 
          Length = 417 
 
 Score =  192 bits (488), Expect = 9e-47,   Method: Compositional matrix adjust. 
 Identities = 141/436 (32%), Positives = 216/436 (49%), Gaps = 57/436 (13%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T++LP SKS+SNR L+L AL++G     NL + +D   M+ AL                  
Sbjct: 14  TIQLPASKSISNRALILHALAQGHIAPSNLSDCDDTRVMIKALD---------------- 57 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
             G  G   +             AG AMR LTA ++   G  T ++ G  RM++RPI  L 
Sbjct: 58  --GNPGHIDIL-----------AAGTAMRFLTAYLSVTPG--TRIITGTERMQQRPIRIL 102 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L++LGA ++       PP+R+ G   L G ++ L+G++SSQY+SALLM  P+    + 
Sbjct: 103 VDALRELGAQIEYAGKEGFPPLRITGTE-LTGEEISLAGNVSSQYISALLMIGPILKNGL 161 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
            + +  ++IS PY+ +TL+LM+ FG  A  S S     ++ G+    P    VE D S A 
Sbjct: 162 RLNLTGEIISRPYINLTLQLMKEFGADAAWS-SESSITVRPGKYRDIPFT--VESDWSGA 218 
 
Query: 258 SYFLAGAAI---------TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           SY+    A+         T   + + G    S QGD + AE+   +G   T+T+  V +T 
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Sbjct: 219 SYWYQMVALIQDNEKKESTKTEIKLPGLLPHSYQGDSRGAEIFAKLGVHTTYTDQGVVLT 278 
 
Query: 309 --GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
             G P        +  +  ++  +PD+A T  V     + P     + S ++KET+R+ A 
Sbjct: 279 KMGTP--------VTCLKEDLVDIPDLAQTFVVTCCLMNIPFRFTGLQSLKIKETDRIQA 330 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + TEL KLG  V+   D  +I   E+    +   I TY+DHRMAMAF+ A      + I  
Sbjct: 331 LITELNKLGYVVKSEQDSILIWNGERCEPASHPVIATYEDHRMAMAFAPAILRTPSIRIA 390 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DP    K++P Y++ L 
Sbjct: 391 DPQVVSKSYPGYWEDL 406 
 
 
>ref|ZP_02639510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens CPE str. F4969] 
 gb|EDT26807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens CPE str. F4969] 
          Length = 424 
 
 Score =  192 bits (487), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 132/438 (30%), Positives = 237/438 (54%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LKGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNKVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEIKYSYEEEKLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKEDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA++  ++ 
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCIDLDLSSYQGDKECIEILERMGARLIESQ 283 
 
Query: 303 -TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 KSSLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   ++L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIIKGVKELIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I++P C +K++P +++ 
Sbjct: 395 VIIKEPDCVKKSYPGFWE 412 
 
 
>ref|YP_003387743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirosoma linguale 
           DSM 74] 
 gb|ADB38944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirosoma linguale 
           DSM 74] 
          Length = 405 
 
 Score =  192 bits (487), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 143/435 (32%), Positives = 214/435 (49%), Gaps = 56/435 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  T+ L  SKS SNR L++ AL+     + NL  + D   M+  L++             
Sbjct: 2   VRTTIPLASSKSESNRALIIDALTGFRCDLQNLSTARDTQTMIRLLKS------------ 49 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
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                        EDA  +V     +AG  MR LTA  +  G   T  + G PRM ERPI 
Sbjct: 50  -------------EDATADVL----DAGTTMRFLTAYFSVTGQQKT--MTGTPRMCERPI 90 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLMAAPL 192 
           G LV  L+ LGAD+        PP+++NG         +LS  G +SSQY+SAL+M APL 
Sbjct: 91  GILVDALRSLGADITYLRNEGYPPLQINGFSPSAESTNRLSIRGDVSSQYISALVMIAPL 150 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G + +E+   + S PY+EMTL  M  FG  A+    W+   I        PK   +E  
Sbjct: 151 LPGGLTLELTGAIGSRPYIEMTLEQMRYFG--ADVRADWETKTITVASSPYVPKPYAIES 208 
 
Query: 253 DASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S ASY+ + AA+       + + G    SLQGD    E++  +G + T+T++ V +T  
Sbjct: 209 DWSGASYWYSVAALAMDETAEINLLGLKARSLQGDSAIVEIMRSLGVESTFTDSGVRLTK 268 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
            P +       +++  +    PD+A T+AV A        +  + S ++KET+R+ A++  
Sbjct: 269 IPTQ-------QSLTWDFTDCPDLAQTVAVCAAVKGVVLRMTGIESLKIKETDRVAALQA 321 
 
Query: 370 ELTKLGA---SVEEGPDYCI----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           EL K+GA    +E    Y +    I PP       IDTYDDHRMAMAF+  A  +  + I 
Sbjct: 322 ELQKIGAELVELETNHLYEVHQLAIAPP---GPATIDTYDDHRMAMAFAPVAMQK-EIII 377 
 
Query: 423 RDPGCTRKTFPDYFD 437 
            +PG   K++P +++ 
Sbjct: 378 DEPGVVAKSYPSFWE 392 
 
 
>ref|ZP_07934447.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides eggerthii 
           1_2_48FAA] 
 gb|EFV30320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides eggerthii 
           1_2_48FAA] 
          Length = 424 
 
 Score =  192 bits (487), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 142/452 (31%), Positives = 220/452 (48%), Gaps = 67/452 (14%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   +   ++LP SKS+SNR L+L AL+ G   + NL + +D   M+ AL           
Sbjct: 8   PDAPLHAGIQLPASKSISNRALILHALAHGKQTLHNLSDCDDTRVMVRAL---------- 57 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                            + + E + +    AG AMR LTA ++   G    V+ G  RM+ 
Sbjct: 58  -----------------QGSPEHIDIM--AAGTAMRFLTAYLSVTPG--ARVITGTQRMQ 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPI  LV  L+QLGAD+        PP+ + G   L G ++ L+G++SSQY+SALLM   
Sbjct: 97  QRPIRILVDALRQLGADIKYTANEGFPPLHITG-SELQGNEISLAGNVSSQYISALLMIG 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            +    + + +   +IS PY+ +TL+L+  FG  A+ S S +   +  G     P    V 
Sbjct: 156 AVLPKGLHLHLTGNIISRPYINLTLQLIHDFGGDAQWS-SENTITVHPGGYQDVPFT--V 212 
 
Query: 251 EGDASSASYFLAGAAITGG-----------------TVTVEGCGTTSLQGDVKFAEVLEM 293 
           E D S+ASY+    A+ G                  T+ + G    S QGD + AE+    
Sbjct: 213 ESDWSAASYWYQILALRGNEKRRMKNEESLKSYKEETIELSGLFPHSYQGDSRGAEIFSR 272 
 
Query: 294 MGAKVTWTETSV--TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
           +G    +TE  V  T+TG P        +  ++ +M  +PD+A T  V     + P     
Sbjct: 273 LGVHTEYTERGVRLTLTGTP--------VTRLEEDMVDIPDLAQTFVVTCCLMNIPFRFT 324 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAM 408 
            + S ++KET+R+ A+ TEL KLG +V    D  ++   E+    +   I TY+DHRMAM 
Sbjct: 325 GLQSLKIKETDRITALITELHKLGYAVRSEQDSILLWNGERCPAESTPLIATYEDHRMAM 384 
 
Query: 409 AFSLAACAEVP-VTIRDPGCTRKTFPDYFDVL 439 
           AF+  AC  +P + I +P    K++P Y++ L 
Sbjct: 385 AFA-PACITLPQLMIDEPQVVSKSYPGYWEDL 415 
 
 
>ref|ZP_02642799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
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           perfringens NCTC 8239] 
 gb|EDT78174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens NCTC 8239] 
          Length = 424 
 
 Score =  192 bits (487), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 132/438 (30%), Positives = 236/438 (53%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LKGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNKVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEIKYSYEEEKLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKEDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA++  ++ 
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCIDLDLSSYQGDKECIEILERMGARLIESQ 283 
 
Query: 303 -TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 KSSLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   + L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIINGVKDLIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I++P C +K++P +++ 
Sbjct: 395 VIIKEPDCVKKSYPGFWE 412 
 
 
>ref|ZP_06005871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella bergensis 
           DSM 17361] 
 gb|EFA44799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella bergensis 
           DSM 17361] 
          Length = 418 
 
 Score =  191 bits (486), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 138/440 (31%), Positives = 224/440 (50%), Gaps = 48/440 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   ++ ++ LP SKS+SNR L++ AL+    + +NL + +D   ++ AL         
Sbjct: 8   IMPPSMLNASIALPSSKSISNRALIINALAGARFMPENLSDCDDTEVVVKALT------- 60 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                          + PV D K         AG AMR +TA +    G   +V+ G  R 
Sbjct: 61  --------------NRPPVIDVKA--------AGTAMRFMTAYLAVTQGE--HVITGTKR 96 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M+ RPIG LV  L++LGAD+D       PP+R+ G   LPGG++ + G +SSQY SAL+M 
Sbjct: 97  MQHRPIGVLVDALRKLGADIDYEGKQGFPPLRIKG-KALPGGRLVIPGDVSSQYTSALMM 155 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             P+    +E+ +   ++S PY+++TL +M+++G  A+ +   D   I+  Q Y S +   
Sbjct: 156 IGPVLQNGLELHLAGNIVSRPYIDLTLYMMKQYGADADWTGG-DTITIR-PQNYTS-RPY 212 
 
Query: 249 YVEGDASSASYFLAGAAITGG---TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW----T 301 
            +E D +SASY+    A+      T+ + G    S QGD     +  ++G K  +    + 
Sbjct: 213 VIENDWTSASYWYEMMALYDNHEDTLVLNGLADGSKQGDSAVKYIYSLLGIKTAFENVES 272 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
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           E    VT   R   GR  ++ +D +    PD+A T+       D P     ++S ++KET 
Sbjct: 273 EHPTAVTLAHR--MGR--VQRLDFDFVNCPDLAQTVVTSCCALDIPFHFTGLSSLKIKET 328 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVP 419 
           +R+ A++TEL KLG  +    D  +I    + + +   IDTY+DHRMAMAF+  A      
Sbjct: 329 DRIEALKTELRKLGYLIRSENDSELIWEHGRCDPSFEPIDTYEDHRMAMAFAPLAIRFPG 388 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           + I +P    K++P ++D L 
Sbjct: 389 LQINNPQVVSKSYPKFWDDL 408 
 
 
>ref|YP_003805618.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirochaeta 
           smaragdinae DSM 11293] 
 gb|ADK83024.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirochaeta 
           smaragdinae DSM 11293] 
          Length = 430 
 
 Score =  191 bits (486), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 153/435 (35%), Positives = 233/435 (53%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISG++K+PGSKS + R LL+A+ ++G +++ + L+S D    L   R+LG  V  ++    
Sbjct: 17  ISGSLKIPGSKSHTIRALLIASAAQGRSIIQDPLDSSDTRAALSLCRSLGARVTEEQG-- 74 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R +V G GG      A  +  + +GN+G ++    AA  AA  +     DG  ++R R   
Sbjct: 75  RWIVEGTGG------AMNQAHIDVGNSGTSL--FLAAAVAAASDKAVSFDGDEQIRRRSA 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+ LGA++       C P  V G   L GGKV ++   +SQYLSALL+AAPL   
Sbjct: 127 APLLDALRGLGAEIIESGEAGCAPFTVKGP--LQGGKVSIA-CPTSQYLSALLLAAPLTP 183 
 
Query: 195 GDVEIEI-IDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSPKNAYVEG 252 
                EI +  L   PYVEMTL+ ++  G++ +     W  F + GGQ YK P +A V   
Sbjct: 184 SGSSTEIEVSLLYERPYVEMTLKWLDDQGIEYQRRGLEW--FLVPGGQHYK-PFSAAVPA 240 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D SSA++F   AAITG  + ++G   T +QGD     +LE MG +V+  +  + + GP   
Sbjct: 241 DFSSATFFFCAAAITGDKLFLKGLDPTDIQGDKMVLPILEKMGCRVSPKDGGIEIQGP-- 298 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                + L     ++N +PD    LA  A FA G T + +V   R+KET+R+  +  ELT 
Sbjct: 299 ----EEGLSGGTFDLNSIPDALPALAATACFAKGETQLTNVPQARIKETDRIAVMAQELT 354 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTR 429 
            +GA + E  D  +I+   P+ L+   +  + DHR+ MA ++AA  A   V I D G    
Sbjct: 355 GIGAEIRELEDGLLISGRGPKGLSGGNVRGHGDHRVIMAEAIAALGAREEVIIDDDGAVA 414 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            TFP++F +L +  K 
Sbjct: 415 VTFPNFFSLLDSIRK 429 
 
 
>ref|YP_003399282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidaminococcus 
           fermentans DSM 20731] 
 gb|ADB47967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidaminococcus 
           fermentans DSM 20731] 
          Length = 430 
 
 Score =  191 bits (486), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 134/432 (31%), Positives = 222/432 (51%), Gaps = 21/432 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++GT+++P SKS+ +R L+ AAL++G++ V+ +  S D+      LR LG  + + +  
Sbjct: 9   RSLTGTLRVPSSKSMGHRALVCAALAQGSSQVEGVSVSRDILATCDCLRQLGAVITSREE 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                     G  P +   E   +  G +G  +R L   + A  G+A +   G  ++  R 
Sbjct: 69  TGGRTAFTVEGTRPHQVGTE---MDCGESGSTLRFLIP-LAALTGDA-FTFQGSGKLGSR 123 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+    V  +Q G         D  P+ V G   L  G   L G +SSQ++S LL A PL 
Sbjct: 124 PLEPYEVIFRQQGLVFRKGSARDNFPLTVQGP--LRPGHFTLPGDVSSQFISGLLFALPL 181 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G+  +EI  KL S  Y+ +TL  ++++G+  EH +++ R+ I G Q+Y+ P+   VEG 
Sbjct: 182 LEGESTLEITGKLESQSYIALTLSALQKYGITIEH-ENYRRYRIPGNQQYQ-PREGAVEG 239 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A+++L  A + G T+++ G    SLQGD     +L+ MG +V +    +     P  
Sbjct: 240 DYSQAAFWLT-AGMLGRTISLLGMDPDSLQGDKAIIPILQKMGGQVVFEGDRLVSR--PG 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
            P G        ++    PD+   L V A  + G T I      R+KE +R+ A+ TEL  
Sbjct: 297 TPIG------TTIDAADCPDIIPVLTVAAALSQGHTEIIHAERLRLKECDRLKAMATELN 350 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRK 430 
           KLGA + E PD   I   E+L+   +D ++DHR+AM+ ++A+  C E P+T+    C  K 
Sbjct: 351 KLGARITEKPDGLSIDGVEELSGGTVDCWNDHRIAMSLAVASILCRE-PLTLMGAECVSK 409 
 
Query: 431 TFPDYFDVLSTF 442 
           ++P+++    T  
Sbjct: 410 SYPEFWQDFKTL 421 
 
 
>ref|ZP_07310854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           griseoflavus Tu4000] 
 gb|EFL39223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           griseoflavus Tu4000] 
          Length = 438 
 
 Score =  191 bits (486), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 147/449 (32%), Positives = 223/449 (49%), Gaps = 36/449 (8%) 
 
Query: 6   EIVLQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           +  L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M GALR 
Sbjct: 7   DTALWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAGALR 66 
 
Query: 62  TLGLSVE------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
            +G+ +E          A R +  G  G   V+         +GNAG  MR L    T A 
Sbjct: 67  AMGVEIEEGVGPDGTGEAWRVLPTGLHGPATVD---------VGNAGTVMRFLPPVATLA 117 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G   +  DG PR  ERP+  ++  L++LGA +D        P+ V+G G L GG V++  
Sbjct: 118 DGPVRF--DGDPRSYERPLNGVIDALRRLGARIDDEE-RGALPMTVHGGGALDGGTVEVD 174 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSW--- 231 
            S SSQ++SALL++AP     VE+      L S+P++ MT+ ++   G + +  +S     
Sbjct: 175 ASSSSQFVSALLLSAPRFNQGVEVRHTGATLPSMPHIRMTVDMLRAVGAQVDTPESGGEP 234 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
           + + +  G      ++  VE D S+A  FLA A +TGG V V      + Q   +  E+  
Sbjct: 235 NVWRVTPGALLG--RDLTVEPDLSNAQPFLAAALVTGGRVVVPDWPAHTTQPGDRLREIF 292 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
             MG     TE+ +  TG          +  +DV++ ++ ++   +A VA  AD P+ +R 
Sbjct: 293 TEMGGSCELTESGLVFTG-------SGSIHGVDVDLGEVGELTPGIAAVAALADSPSTLR 345 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
            VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TY+DHRMA A + 
Sbjct: 346 GVAHLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRRLHGGIFHTYEDHRMATAGA 404 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +   A   V I +   T KT PD+ D+ + 
Sbjct: 405 IIGLAVEGVQIENVATTAKTLPDFPDLWT 433 
 
 
>ref|ZP_02951936.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens D str. JGS1721] 
 gb|EDT73125.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens D str. JGS1721] 
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          Length = 424 
 
 Score =  191 bits (486), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 132/438 (30%), Positives = 236/438 (53%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LRGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNRVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEIKYSYEEEKLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKEDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK-VTWT 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA+ +    
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCLDLDLSSYQGDKECIEILEGMGARLIENQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA+ + G T + +    R+KE  
Sbjct: 284 EESLSII--------HGDLNGTIIDASQCPDIIPVLTVVAVLSKGETRVINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   ++L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIIKGVKELIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I++P C +K++P +++ 
Sbjct: 395 VIIKEPDCVKKSYPGFWE 412 
 
 
>ref|ZP_02630606.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens E str. JGS1987] 
 gb|EDT16474.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens E str. JGS1987] 
          Length = 424 
 
 Score =  191 bits (485), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 133/438 (30%), Positives = 235/438 (53%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LKGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNKVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEVKYSYEEENLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKKDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT- 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA++  +  
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCLDLDLSSYQGDKECIEILEGMGARLIESQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 ERSLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
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Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   + L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIINGVKDLIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I++P C +K++P +++ 
Sbjct: 395 VIIKEPDCVKKSYPGFWE 412 
 
 
>ref|ZP_02865398.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens C str. JGS1495] 
 gb|EDS79458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens C str. JGS1495] 
          Length = 424 
 
 Score =  191 bits (485), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 133/438 (30%), Positives = 235/438 (53%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LKGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNKVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFDEQEIKYSYEEEKLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKKDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT- 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA++  +  
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCLDLDLSSYQGDKECIEILEGMGARLIESQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 ERSLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   + L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIINGVKDLIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I++P C +K++P +++ 
Sbjct: 395 VIIKEPDCVKKSYPGFWE 412 
 
 
>ref|YP_695141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens ATCC 13124] 
 sp|Q0TT99.1|AROA_CLOP1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG82786.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens ATCC 13124] 
          Length = 424 
 
 Score =  191 bits (485), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 133/438 (30%), Positives = 235/438 (53%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LKGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNRVNFI 112 
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Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEVKYSYEEENLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKEDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK-VTWT 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA+ +    
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCLDLDLSSYQGDKECIEILEGMGARLIENQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 EESLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   ++L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIIKGVKELIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I++P C +K++P +++ 
Sbjct: 395 VIIKEPDCVKKSYPGFWE 412 
 
 
>ref|ZP_06709873.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. e14] 
 gb|EFF92995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. e14] 
          Length = 442 
 
 Score =  191 bits (484), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 150/445 (33%), Positives = 221/445 (49%), Gaps = 40/445 (8%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M GALRT+G 
Sbjct: 10  LWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAGALRTMG 69 
 
Query: 65  LSVE----------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           + +E          A   A R +  G  G   V+         +GNAG  MR L       
Sbjct: 70  VGIEETVSSASGAGASGEAWRVIPAGLHGPATVD---------VGNAGTVMRFLPPVAAL 120 
 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           A G   +  DG PR  ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V++ 
Sbjct: 121 ADGPVRF--DGDPRSYERPLHGVIDALRALGARIDDD-GRGALPLTVHGSGALDGGAVEI 177 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSW-- 231 
             S SSQ++SALL++ P     VE+  +   L S+P++ MT+ ++   G + +  +S    
Sbjct: 178 DASSSSQFVSALLLSGPRFNQGVEVRHVGATLPSLPHIRMTVDMLRAVGAQVDTPESGGE 237 
 
Query: 232 -DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
            + + +  G      ++  VE D S+A  FLA A +TGG V V      + Q   +  E+ 
Sbjct: 238 PNVWRVTPGALLG--RDLTVEPDLSNAQPFLAAALVTGGKVVVPDWPARTTQPGDRLREI 295 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
              MG     T+  +  TG      G  H   IDV+++++ ++   +A VA  AD P+ + 
Sbjct: 296 FTEMGGSCELTDYGLVFTG-----SGAVH--GIDVDLSEVGELTPGIAAVAALADSPSTL 348 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           R VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TYDDHRMA A  
Sbjct: 349 RGVAHLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRRLHGGIFHTYDDHRMATAG 407 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDY 435 
           ++   A   V I +   T KT PD+ 
Sbjct: 408 AIIGLAVEGVQIENVATTAKTLPDF 432 
 
 
>ref|ZP_03458009.1| hypothetical protein BACEGG_00780 [Bacteroides eggerthii DSM 20697] 
 gb|EEC54903.1| hypothetical protein BACEGG_00780 [Bacteroides eggerthii DSM 20697] 
          Length = 424 
 
 Score =  190 bits (483), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 141/452 (31%), Positives = 219/452 (48%), Gaps = 67/452 (14%) 
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Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   +   ++LP SKS+SNR L+L AL+ G   + NL + +D   M+ AL           
Sbjct: 8   PDAPLHAGIQLPASKSISNRALILHALAHGKQTLHNLSDCDDTRVMVRAL---------- 57 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                            + + E + +    AG AMR LTA ++   G    V+ G  RM+ 
Sbjct: 58  -----------------QGSPEHIDIM--AAGTAMRFLTAYLSVTPG--ARVITGTQRMQ 96 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RPI  LV  L+QLGAD+        PP+ + G   L G ++ L+G++SSQY+SALLM   
Sbjct: 97  QRPIRILVDALRQLGADIKYTANEGFPPLHITG-SELQGNEISLAGNVSSQYISALLMIG 155 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            +    + + +   +IS PY+ +TL+L+  FG  A+ S   +   +  G     P    V 
Sbjct: 156 AVLPKGLHLHLTGNIISRPYINLTLQLIHDFGGDAQWSAE-NTITVHPGGYQDVPFT--V 212 
 
Query: 251 EGDASSASYFLAGAAITGG-----------------TVTVEGCGTTSLQGDVKFAEVLEM 293 
           E D S+ASY+    A+ G                  T+ + G    S QGD + AE+    
Sbjct: 213 ESDWSAASYWYQILALRGNEKRRMKNEESLKSYEEETIELSGLFPHSYQGDSRGAEIFSR 272 
 
Query: 294 MGAKVTWTETSV--TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
           +G    +TE  V  T+TG P        +  ++ +M  +PD+A T  V     + P     
Sbjct: 273 LGVHTEYTERGVRLTLTGTP--------VTRLEEDMVDIPDLAQTFVVTCCLMNIPFRFT 324 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAM 408 
            + S ++KET+R+ A+ TEL KLG +V    D  ++   E+    +   I TY+DHRMAM 
Sbjct: 325 GLQSLKIKETDRITALITELHKLGYAVRSEQDSILLWNGERCPAESAPLIATYEDHRMAM 384 
 
Query: 409 AFSLAACAEVP-VTIRDPGCTRKTFPDYFDVL 439 
           AF+  AC  +P + I +P    K++P Y++ L 
Sbjct: 385 AFA-PACITLPQLMIDEPQVVSKSYPGYWEDL 415 
 
 
>ref|YP_001295176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacterium 
           psychrophilum JIP02/86] 
 emb|CAC82655.1| 5-enolpyruvylshikimate 3-phosphate synthase [Flavobacterium 
           psychrophilum] 
 emb|CAL42356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacterium 
           psychrophilum JIP02/86] 
          Length = 409 
 
 Score =  190 bits (483), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 132/433 (30%), Positives = 216/433 (49%), Gaps = 53/433 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
            T+K+ GSKS +NR+LLL AL    T+ DN+ +S+D   M+ AL                 
Sbjct: 14  STIKISGSKSETNRLLLLQALYPNITL-DNISSSDDSQVMIKAL---------------- 56 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
                        A +  ++ + +AG AMR LTA      G    +L G  RM+ERPI   
Sbjct: 57  -------------ASKTQEIDIHHAGTAMRFLTAYFAQKEGKEV-ILTGSSRMKERPIKI 102 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           LV  L+QLGA+++        P+++ G   +   K+ L  ++SSQY+SALL+ AP      
Sbjct: 103 LVEALQQLGAEIEYVENEGFAPIKIAG-KKIVQHKISLLANVSSQYISALLLIAPKLENG 161 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS----WDRFYIKGGQKYKSPKNAYVEG 252 
           +E+ ++ ++ S PY++MTL L+   G++    D+      +F I   Q         +E  
Sbjct: 162 LELTLVGEIASTPYIKMTLALLNDLGIETSFIDNKISVLPQFIIHNSQ-------FTIES 214 
 
Query: 253 DASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTG 309 
           D SSASYF +  A++  G  +T+      SLQGD   AE+ +  G +  +    ++++T  
Sbjct: 215 DWSSASYFYSIIALSEIGTRITLSSYKQNSLQGDCVLAEIYKDFGVETVFNLNKTISIT- 273 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                     L  I+  +N  PD+A T+AV          +  + + ++KET+R+ A++  
Sbjct: 274 ----KINNCQLSTINYQLNNAPDIAQTIAVTCFGLRVGCHLTGLHTLKIKETDRLEALKV 329 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           ELTKLGA++    +   +     ++    I TY DHRMAMAF+  A     + I D G   
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Sbjct: 330 ELTKLGATISVTNNSLTLEGSSNIHSDIKIKTYQDHRMAMAFAPLAL-RTSIIIEDAGVV 388 
 
Query: 429 RKTFPDYFDVLST 441 
            K++P++++ L + 
Sbjct: 389 SKSYPNFWNDLQS 401 
 
 
>ref|YP_003383038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kribbella flavida DSM 
           17836] 
 gb|ADB34239.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kribbella flavida DSM 
           17836] 
          Length = 423 
 
 Score =  190 bits (483), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 149/436 (34%), Positives = 229/436 (52%), Gaps = 26/436 (5%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-E 68 
           +P   + G V +PGSKS+SNR L+LAAL++G + +  LL + D   M  AL  LG+ + E 
Sbjct: 11  RPTGAVDGRVTVPGSKSISNRALVLAALADGPSTLSGLLAARDTALMRAALAALGVGITE 70 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D      +V    G       K    +  G AG  MR +      A G   +  DG P  
Sbjct: 71  HD-----GLVTVTPGSL-----KGPADVDCGLAGTVMRFVPPVAALADGVVAF--DGDPY 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            RERP+  ++  L+ LG  +D   GT   P  VNG G + GGKV L  S SSQ++SALL+ 
Sbjct: 119 ARERPMHVILGALRTLGVTIDDH-GTGRMPYAVNGSGAVRGGKVTLDASGSSQFVSALLL 177 
 
Query: 189 AAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           A       V+I    K + S P+++M++ ++   GV+ + S+  +R+ +  G       + 
Sbjct: 178 AGARYDEGVDIRHDGKPVPSQPHLDMSVAMLRERGVQVDDSEP-NRWIVAPGPIQA--LD 234 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           A +E D S+A+ FLA A +TGG+VTV G    + Q   +  E+    GA+V+     +TV 
Sbjct: 235 AAIEPDLSNAAPFLAAAVVTGGSVTVTGWPAVTTQPGGQLPEIFSRFGAEVSLDGGDLTV 294 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G  R       +  +D++++++ ++   LA VA+ ADGP+ +R +A  R  ET+R+ A+ 
Sbjct: 295 RGTGR-------IAGVDLDLSEVGELTPVLAAVAVLADGPSYLRGIAHLRNHETDRLAAL 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TELT LG  V +  D   I  P+ L+     TY DHRMA A ++   A   + I +    
Sbjct: 348 ETELTALGGDVNQTADGLEIR-PKPLHGGLFGTYHDHRMAHAAAVVGLAVDGIAIENIAT 406 
 
Query: 428 TRKTFPDYFDVLSTFV 443 
           T KT P++ ++ ST V 
Sbjct: 407 TAKTLPEFPELWSTLV 422 
 
 
>ref|YP_001823822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces griseus 
           subsp. griseus NBRC 13350] 
 dbj|BAG19139.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Streptomyces 
           griseus subsp. griseus NBRC 13350] 
          Length = 450 
 
 Score =  190 bits (482), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 149/453 (32%), Positives = 222/453 (49%), Gaps = 54/453 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ 68 
           +  TV +PGSKS++NR L+LA+L+     +   L S D   M  ALR +G+ +E       
Sbjct: 20  VDATVTVPGSKSVTNRALVLASLAAEPGWLRRPLRSRDTLLMADALRAMGVGIEETVSSS 79 
 
Query: 69  ------------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
                       +   A R +  G  G   V+         +GNAG  MR L    T A  
Sbjct: 80  SASSPSAAASPDSSGEAWRVIPAGLHGPAAVD---------VGNAGTVMRFLPPVATLAD 130 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G   +  DG PR  ERP+  ++ GL+ LGA +D   G    P+ V+G G L GG V +   
Sbjct: 131 GPVRF--DGDPRSYERPLTGVIEGLRALGARIDDD-GRGALPLTVHGGGALEGGPVSIDA 187 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
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           S SSQ++SALL++AP     VE+     ++ S+P++ MT+ ++   G + +  ++      
Sbjct: 188 SSSSQFVSALLLSAPRFNQGVEVRHTGAVLPSMPHIRMTVDMLRAVGAQVDEPET----- 242 
 
Query: 236 IKGGQK---YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 287 
             GG+      SP     ++  +E D S+A  FLA A +TGG VT+      + Q      
Sbjct: 243 --GGEPNVWRVSPSALLGRDLTIEPDLSNAQPFLAAALVTGGRVTIPDWPERTTQPGDAL 300 
 
Query: 288 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 347 
            E+   MG     TE  +T TG      GR H   IDV++ ++ ++   +A VA  AD P 
Sbjct: 301 REIFTAMGGSCELTEHGLTFTG-----TGRIH--GIDVDLGEVGELTPGIAAVAALADSP 353 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
           + +  VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+     TYDDHRMA 
Sbjct: 354 STLSGVAHLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRPLHGGVFHTYDDHRMA 412 
 
Query: 408 MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            A ++   A   V I + G T KT PD+ D+ + 
Sbjct: 413 TAGAVIGLAVKGVEIENVGTTAKTLPDFPDMWT 445 
 
 
>ref|YP_134905.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloarcula 
           marismortui ATCC 43049] 
 gb|AAV45199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloarcula 
           marismortui ATCC 43049] 
          Length = 429 
 
 Score =  190 bits (482), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 146/431 (33%), Positives = 217/431 (50%), Gaps = 20/431 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT + P SKS ++R +L A  ++G  V D L+ S D    + A+   G SV   +    
Sbjct: 10  VEGTAQAPPSKSYTHRAVLAAGYADGAVVHDPLV-SADTKATMRAVEAYGGSVSLAEDES 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G  G+    D      +   N+G  MR +TA  TAA  +   VL G   +R RP  
Sbjct: 69  TVEVTGFDGRPETPDDV----IDCANSGTTMRLVTA--TAALQDDLAVLTGDESLRSRPQ 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  + QL  D +        P+ V G  G+ GG V++ G +SSQY++ALLMA  ++  
Sbjct: 123 GPLLDAIGQLNGDAESTRHNGQAPLVVGG--GIDGGAVEIPGDVSSQYITALLMAGAVSP 180 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
             ++I++  +L S PYV++TL +++ FGV AE +D+   F + GGQ Y      Y V GD 
Sbjct: 181 DGIDIDLTTELKSSPYVDITLEVLDAFGVDAEKTDAG--FTVDGGQTYVPDGGDYNVPGD 238 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SS SY LA  A+             S QGD    ++L+ MGA + W E    +T      
Sbjct: 239 FSSMSYLLAAGALAAEDGLQVTSAFPSAQGDAAIVDILDRMGADLDWDEEHGEIT----- 293 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              +  L  I+V +   PD+  T+A +   ADG T I D    R KET+R+ A+  ELTK 
Sbjct: 294 -VSQSELTGIEVGVEDTPDLLPTIATLGAAADGVTRITDAEHVRYKETDRVSAMAEELTK 352 
 
Query: 374 LGASVEEGPDYCIITPPEK-LNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKT 431 
           +GA VEE  D   +   +  L  T ++   DHR+ M+ ++A   A+   T+        + 
Sbjct: 353 MGAEVEEHQDELFVYGADSDLVGTTVEGRADHRIIMSLAVAGLVADGETTVTGAEHVDVS 412 
 
Query: 432 FPDYFDVLSTF 442 
           FPD+FDVL +  
Sbjct: 413 FPDFFDVLDSL 423 
 
 
>ref|YP_003091787.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pedobacter heparinus 
           DSM 2366] 
 gb|ACU03725.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pedobacter heparinus 
           DSM 2366] 
          Length = 419 
 
 Score =  190 bits (482), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 148/433 (34%), Positives = 223/433 (51%), Gaps = 46/433 (10%) 
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Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           IK+I+  + L GSKS SNR L+++ALSEG   VDNL ++ D   +   L+ +G   + D  
Sbjct: 12  IKDINAEIALTGSKSESNRALIISALSEGLVKVDNLSDAVDTVTLNNILKAIGKENDPDT 71 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                        F V+         +G+AG AMR LTA ++   G   + L G  RM+E 
Sbjct: 72  F------------FSVD---------VGHAGTAMRFLTAYLSITRG--MFYLTGSGRMKE 108 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           RPI  LV  L++LGA +  + G D  PP+ +N         VK+ G+ISSQYLSALLM A 
Sbjct: 109 RPIKLLVEALQKLGAGIK-YSGQDGFPPLEINKDFRQASRIVKIQGNISSQYLSALLMIA 167 
 
Query: 191 P-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P L LG + +EI  +L S PY+EMTL +++  G+  EH   WD   I   Q+         
Sbjct: 168 PSLPLG-LSLEIEGELTSRPYLEMTLSMLQDAGI--EH--RWDNNTIHIDQQPFKAAELI 222 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           VE D S+ASY+ + AA+     +T+      SLQGD K  +++   G + +     + +  
Sbjct: 223 VEPDWSAASYWYSIAALADHAEITLPNLKQKSLQGDSKIRDIMVAFGVRTSSIPNGIALK 282 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  G        +N+   PD+A T+ V A       +   + + ++KET R++A++ 
Sbjct: 283 S------GTSVAITEVLNLKDCPDLAQTIIVCAAAKGLNLSFTGLETLKIKETNRILALQ 336 
 
Query: 369 TELTKLGASV-EEGPDYCI----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            EL K+G  + EE   Y +    ++ PEK+      TYDDHRMAMAF+  +     + +  
Sbjct: 337 QELIKIGVVLKEENEVYTLNCDQLSFPEKVTFA---TYDDHRMAMAFAPLSFFIKEIEME 393 
 
Query: 424 DPGCTRKTFPDYF 436 
           D     K++PDY+ 
Sbjct: 394 DYQVVEKSYPDYW 406 
 
 
>ref|NP_629359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           coelicolor A3(2)] 
 ref|ZP_05523740.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces lividans 
           TK24] 
 ref|ZP_06528581.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces lividans 
           TK24] 
 sp|Q9K4A7.1|AROA2_STRCO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase 2; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase 2; Short=EPSP synthase 2; Short=EPSPS 2 
 emb|CAB94597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           coelicolor A3(2)] 
 gb|EFD66831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces lividans 
           TK24] 
          Length = 438 
 
 Score =  190 bits (482), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 147/446 (32%), Positives = 222/446 (49%), Gaps = 36/446 (8%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M  ALRTLG 
Sbjct: 10  LWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAEALRTLG 69 
 
Query: 65  LSVEADKAAK------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + +E     +      R +  G  G   V+         +GNAG  MR L    T A G  
Sbjct: 70  VEIEEGVGPEGTGEFWRVIPAGLRGPATVD---------VGNAGTVMRFLPPVATLADGA 120 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
             +  DG PR  ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V++  S  
Sbjct: 121 VRF--DGDPRSYERPLHGVIDALRVLGARIDDD-GRGALPLTVHGGGALEGGPVEIDASS 177 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSW---DRF 234 
           SSQ++SALL++ P     VE+      L S+P++ MT+ ++   G + +  +S    + + 
Sbjct: 178 SSQFVSALLLSGPRFNQGVEVRHTGSALPSMPHIRMTVDMLRAVGAQVDTPESGGEPNVW 237 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            +  G      ++  VE D S+A  FLA A +TGG V +    + + Q   +  E+   M 
Sbjct: 238 RVTPGALLG--RDLTVEPDLSNAQPFLAAALVTGGKVVIPDWPSRTTQPGDRLREIFTDM 295 
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Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G     T+  +  TG          +  IDV+++++ ++   +A VA  AD P+ +R VA 
Sbjct: 296 GGSCELTDFGLVFTG-------SGAIHGIDVDLSEVGELTPGIAAVAALADSPSTLRGVA 348 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TYDDHRMA A ++   
Sbjct: 349 HLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRRLHGGVFHTYDDHRMATAGAVLG 407 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            A   V I +   T KT PD+ D+ + 
Sbjct: 408 LAVEGVQIENVATTAKTLPDFPDLWT 433 
 
 
>ref|YP_003575186.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella ruminicola 
           23] 
 gb|ADE82596.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella ruminicola 
           23] 
          Length = 416 
 
 Score =  190 bits (482), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 130/436 (29%), Positives = 226/436 (51%), Gaps = 47/436 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ T++LP SKS+SNR L++ ALS G  +  NL + +D   ++ ALR +          
Sbjct: 10  ERLAQTIQLPASKSISNRALIIYALSGGRNLPQNLSDCDDTEVIIEALRYM--------- 60 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                        P E       + +  AG AMR +TA ++   G  T+V+ G  RM+ R 
Sbjct: 61  -------------PDE-------INIKAAGTAMRFMTAYLSVMRG--THVITGTERMQHR 98 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L++LGA ++       PP+++ G   L GG++ + G++SSQY+SALLM  P+ 
Sbjct: 99  PIAILVDALRKLGAQIEYVGQEGFPPLKITGYK-LQGGELSIPGNVSSQYISALLMIGPM 157 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               + +++   +IS PY+++TL +M  FG +A+ S + D   +   + YK  ++ ++E  
Sbjct: 158 LEDGLTLQLTGDIISRPYIDLTLWMMGEFGAEAKWSSA-DTITV-AHKPYKG-RDYFIES 214 
 
Query: 253 DASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S ASY+    A++      V + G    S+QGD     +  ++G K T+        G 
Sbjct: 215 DWSGASYWYEMVALSKDRDAEVKLTGLMDGSMQGDSTSRYIFSLLGVKTTF---ETQKKG 271 
 
Query: 310 PPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            P+    +K+ + +   + +    PD+A T  V     D P   + +++ ++KET+R+ A 
Sbjct: 272 VPQMVTLKKNGRGVGKLEYDFVNAPDLAQTFVVTCAALDIPFHFKGLSTLKIKETDRIAA 331 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           ++ E+ KLG  + +  D  +    E+        IDTY+DHRMA+AF+  A  +  + I  
Sbjct: 332 LKKEMLKLGYVIHDANDSELYWDGERCEPDLQAGIDTYEDHRMALAFAPYALRQDGLIIN 391 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           +P    K++P ++D L 
Sbjct: 392 NPQVVTKSYPKFWDDL 407 
 
 
>ref|ZP_08085077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella oralis 
           ATCC 33269] 
 gb|EFZ36700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella oralis 
           ATCC 33269] 
          Length = 414 
 
 Score =  189 bits (481), Expect = 5e-46,   Method: Compositional matrix adjust. 
 Identities = 136/428 (31%), Positives = 214/428 (50%), Gaps = 41/428 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I   +KLP SKS+SNR L++ AL+ G+ + +N+ + +D   ++ ALR +   ++       
Sbjct: 11  IDTIIKLPASKSISNRALIIYALTGGSLLPENISDCDDTSVIVHALRYMPEVID------ 64 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                                  +  AG AMR LTA + A  G+  +++ G  RM++RPI 
Sbjct: 65  -----------------------IKAAGTAMRFLTAYLAATDGH--HIITGTDRMQQRPI 99 
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Query: 135 GDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             LV  L+ LGAD+  +LG +  PP+ + G   L GG ++++G +SSQY+SALLM  P   
Sbjct: 100 KILVEALRYLGADI-TYLGKEGYPPLEIKG-RQLDGGHLEIAGDVSSQYISALLMIGPAL 157 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              +E+++  ++ S PY+E+TL +M+ FG  AE SD  D   I        P    +E D 
Sbjct: 158 KNGLELKLNGEIASRPYIELTLWMMKEFGADAEWSDI-DTITIMPKSYQSRPYT--IESD 214 
 
Query: 254 ASSASYFLAGAAI--TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            S ASY+    A+      + + G    S QGD     +  ++G K T+            
Sbjct: 215 WSGASYWYEIMALGNKDAKIRLRGLTDGSKQGDSVVKYLFSLLGVKTTFENRKENRASDV 274 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                   +  +D +    PD+A T  V     + P     +AS R+KET+R+ A+R EL 
Sbjct: 275 ILTRHEGAVPRLDYDFINSPDLAQTFVVCCALMEIPFHFTGLASLRIKETDRIEALRKEL 334 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            KLG  V+E     +I   E    T  +IDTY+DHRMA++F+ AA     +TI  P     
Sbjct: 335 KKLGYLVKESNGSELIWAGEHCTPTPESIDTYEDHRMALSFAPAAYRFPGITINHPQVVT 394 
 
Query: 430 KTFPDYFD 437 
           K++P +++ 
Sbjct: 395 KSYPAFWN 402 
 
 
>ref|ZP_02180832.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Flavobacteriales bacterium ALC-1] 
 gb|EDP72300.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Flavobacteriales bacterium ALC-1] 
          Length = 407 
 
 Score =  189 bits (481), Expect = 6e-46,   Method: Compositional matrix adjust. 
 Identities = 142/441 (32%), Positives = 223/441 (50%), Gaps = 44/441 (9%) 
 
Query: 6   EIVLQPIKEIS-GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +I +Q  K I+   VK+ GSKS SNR+LLL AL     +++NL NS+D   M  AL+    
Sbjct: 2   DISIQKSKLINFENVKITGSKSESNRLLLLQALYP-EILIENLSNSDDSVLMQKALK--- 57 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                   +K ++V                   + +AG AMR LTA ++    +   V+  
Sbjct: 58  --------SKESIVD------------------IHHAGTAMRFLTAYLSIQE-DEEVVIT 90 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  RM+ERPI  LV  L+ LGAD+        PP+++ G   L   KV L  ++SSQY+S 
Sbjct: 91  GSSRMKERPIKILVEALRVLGADISYLENEGFPPLKIVG-KKLSKNKVTLEANVSSQYIS 149 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+ A      +E+ +  K+ S+PY++MTL L+   GV+    D  ++  +K        
Sbjct: 150 ALLLIASKLEDGLELTLNGKITSVPYIKMTLSLLNEIGVETSFVD--NKIEVKPNILELK 207 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           P+   VE D SSASYF +  A++  G  +T+      SLQGD   A++ +  G    +   
Sbjct: 208 PQTLVVESDWSSASYFFSIIALSEVGTEITISSYKKESLQGDSVLAKIYQNFGVDTHFNS 267 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            S+ +        G   +  +  +++  PD+A T+AV A        +  + + ++KET+ 
Sbjct: 268 LSIRLVKT-----GDVKVSGLVFHLSDAPDIAQTIAVTAFGLGVECYMTGLHTLKIKETD 322 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVT 421 
           R+VA++TEL KLGA V    D   +     +    +IDTY DHRMAMAF+     +  +T 
Sbjct: 323 RLVALKTELEKLGAEVIITEDSLRVKASNTIKTNISIDTYKDHRMAMAFAPLGL-KTDLT 381 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I+      K++P ++  L+T  
Sbjct: 382 IKKADVVSKSYPQFWGDLTTI 402 
 
 
>ref|YP_003129415.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halorhabdus utahensis 
           DSM 12940] 
 gb|ACV10682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halorhabdus utahensis 
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           DSM 12940] 
          Length = 428 
 
 Score =  189 bits (480), Expect = 7e-46,   Method: Compositional matrix adjust. 
 Identities = 148/432 (34%), Positives = 218/432 (50%), Gaps = 24/432 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V+ P SKS ++R +L A  +EG TV D L  S D    +GA+   G SVE  +    
Sbjct: 10  VTGQVQAPPSKSYTHRAILAAGYAEGATVRDPL-ESADTEATMGAVEAYGGSVE--RGVD 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G  G+  V       +    N+G  MR +TA  TAA  +   VL G   +R RP  
Sbjct: 67  ALEVTGFDGRPAVPSDIVNCE----NSGTTMRLVTA--TAALADGITVLTGDDSLRSRPQ 120 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  + QL    +        P+ V G   + GG V + G +SSQY++ALLMA  +   
Sbjct: 121 GPLLDAIGQLDGRAESTRANGQAPLVVKGP--VDGGTVSIPGDVSSQYITALLMAGAITE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
             +EI +  +L S PYV++T+ +++ FGV  E + +   F + GGQ Y      Y V GD 
Sbjct: 179 EGIEIALETELKSAPYVDITIEVLDAFGVDVESTAAG--FDVAGGQTYDPAGGEYAVPGD 236 
 
Query: 254 ASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SS SY LA GA      +TV G    S QGD    ++LE MGA ++W   +  +T     
Sbjct: 237 FSSISYLLATGALAAPDGLTVTGA-RPSAQGDSAIVDILERMGADISWDRDAGEIT---- 291 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
               R  L  ++V++   PD+  T++V+   ADG T I D    R KET+R+ A+  ELT 
Sbjct: 292 --VSRSSLSGVEVSVADTPDLLPTISVLGAVADGDTRIVDCEHVRYKETDRVAAMAEELT 349 
 
Query: 373 KLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG-CTRK 430 
            +GASV E  +   I   +  L+   +D   DHR+ M+ ++A       TI   G      
Sbjct: 350 AMGASVTEEQEVLTIHGDDTDLSGAVVDGRADHRIVMSLAVAGLVADGETIVQGGEHVDV 409 
 
Query: 431 TFPDYFDVLSTF 442 
           +FP++FDV+ +  
Sbjct: 410 SFPNFFDVIESI 421 
 
 
>ref|ZP_04704720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces albus 
           J1074] 
 ref|ZP_06593432.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces albus 
           J1074] 
 gb|EFE83893.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces albus 
           J1074] 
          Length = 450 
 
 Score =  189 bits (480), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 149/436 (34%), Positives = 226/436 (51%), Gaps = 23/436 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE----AD 70 
           +  TV++PGSKS++NR L+LAAL+     +   L S D   M  ALRTLG+ +E    +D 
Sbjct: 20  VEATVQVPGSKSVTNRALVLAALAAEPGWLRRPLRSRDTVLMAEALRTLGVGIEETVSSD 79 
 
Query: 71  KAAKRAVVVGCGGKFPV--EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            AA  + +   G  + +     +    + +GNAG  MR L    T A G+  +  DG PR 
Sbjct: 80  SAAPGSTLAKGGEAWRIIPSGLRGPATVDVGNAGTVMRFLPPLATLADGDIRF--DGDPR 137 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             ERP+  ++  L+ LGA +D        P+ V+G G L GG V++  S SSQ++SALL+ 
Sbjct: 138 SYERPLHGVIDALRALGARIDDD-DRGSLPMTVHGTGSLDGGTVEIDASSSSQFVSALLL 196 
 
Query: 189 AAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQKYKS 244 
           +AP     VE+  I  +L S+P++ MT+ ++ R G + +  +S    + + +  G      
Sbjct: 197 SAPRFNQGVEVRHIGPRLPSMPHIRMTVDMLRRVGAQVDEPESGGEPNVWRVTPGALLG- 255 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            ++  VE D S+A  FLA A +TGG V V      + Q   +  E+   MG     TE   
Sbjct: 256 -RDLTVEPDLSNAQPFLAAALVTGGRVVVPDWPAHTTQPGDRLREIFTTMGGSCELTEAG 314 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
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           +  TG      GR H   IDV++ ++ ++   +A VA  ADG + +R VA  R+ ET+R+ 
Sbjct: 315 LVFTG-----SGRVH--GIDVDLGEVGELTPGIAAVAALADGESVLRGVAHLRLHETDRL 367 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+  E+ +LG  V E  D   I  P  L+     TYDDHRMA A ++       V I + 
Sbjct: 368 AALTKEINELGGDVTETADGLRIR-PRPLHGGVFHTYDDHRMATAGAILGLVVKGVEIEN 426 
 
Query: 425 PGCTRKTFPDYFDVLS 440 
              T KT PD+ D+ + 
Sbjct: 427 VATTAKTLPDFPDLWT 442 
 
 
>gb|EGC87543.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella 
           denticola CRIS 18C-A] 
          Length = 417 
 
 Score =  189 bits (480), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 141/455 (30%), Positives = 224/455 (49%), Gaps = 71/455 (15%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + ++ P + +   + LP SKS+SNR L++ AL+ G  + +NL + +D   ++ AL      
Sbjct: 2   QYMITPPRHVDTRILLPASKSISNRALIIHALTGGNVMPENLSDCDDTKVIIRAL----- 56 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
                  + R  V+                  +  AG AMR +TA ++   G  T  + G 
Sbjct: 57  -------SHRPEVID-----------------IKAAGTAMRFMTAYLSVTEGEHT--ITG 90 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             RM+ RPIG LV  L+ LGA+++       PP+R+ G   L GG++++ G++SSQY+SA 
Sbjct: 91  TERMKHRPIGVLVDALRYLGAEIEYAGEKGFPPLRIRG-RQLEGGRLEIPGNVSSQYISA 149 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLM AP+    +E+++   ++S PY+++TL LM +FGV AE +D  D   +K     + P 
Sbjct: 150 LLMIAPVLSKGLEMKLTGGIVSRPYIDLTLHLMHQFGVSAEWTDI-DSITVKPQPYRQRP 208 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
               +E D ++ASY+    A+T   G  V + G    S QGD     +  ++G K  + + 
Sbjct: 209 YT--IENDWTAASYWYEVLALTDELGAKVVLPGMLDGSRQGDSAVRYIFSLLGIKTAFAD 266 
 
Query: 303 ------TSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
                 T  T+T         +H   L  +D +    PD+A TL         P     + 
Sbjct: 267 READRLTDATLT---------RHSCMLNRMDYDFTNQPDLAQTLIATCPVLGIPFHFTGL 317 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVE---------EGPDYCIITPPEKLNVTAIDTYDDH 404 
            S R+KET+R+ A++TE+ KLG  +          EG D C     E      IDTY+DH 
Sbjct: 318 GSLRIKETDRIEAMKTEMEKLGYILHADSGTELSWEG-DRC-----EPAAQPVIDTYEDH 371 
 
Query: 405 RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           RMAM+F+  A     + I  P    K++P Y++ L 
Sbjct: 372 RMAMSFAPLAIRLGRIGINHPEVVSKSYPHYWNDL 406 
 
 
>ref|YP_003357655.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocella 
           paludicola SANAE] 
 dbj|BAI62672.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocella 
           paludicola SANAE] 
          Length = 430 
 
 Score =  189 bits (479), Expect = 9e-46,   Method: Compositional matrix adjust. 
 Identities = 152/430 (35%), Positives = 214/430 (49%), Gaps = 36/430 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+ G V+ P SKS ++R +++ +L   + +   LL S D    +GA R +G   E D    
Sbjct: 18  EVYGEVEAPPSKSYTHRSIVIGSLGHYSKIEKPLL-SADTLATVGACRAMG--AEIDVKG 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               + G  G+  V D      +   N+G  +R  T+    A G    V  G   +R RP 
Sbjct: 75  DYLEIAGVIGRPKVPDD----VVNAANSGTTLRLCTSMAALADG--ATVFTGDSSLRSRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI------GGLPGGKVKLSGSISSQYLSALL 187 
            G L+  L  LGA         C   R NG+      G + GG++ + G ISSQ++S+LL 
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Sbjct: 129 NGPLIKALNDLGAI--------CFSTRHNGLAPIVVQGPMKGGEIFIEGGISSQFISSLL 180 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           ++ P A  D  I I  +L S PYVE+TL +ME+ G K   S  +  F+I+  Q Y+  K+ 
Sbjct: 181 ISCPFARRDTTININGELKSKPYVEVTLEMMEKAGGKV--STDFKEFHIESDQDYEL-KS 237 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD SSASY LA  A+ G  VTV      S QGD    E L  MGA V W     TV 
Sbjct: 238 YRVPGDFSSASYMLAAGALAG-KVTVANL-FESKQGDAAIMEYLLDMGANVYWDTEKGTV 295 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           T        +  L+ ID++    PD+  TLAV+A  A G T I + A  R KET+R+ A+ 
Sbjct: 296 T------VEQAGLRGIDIDAGATPDLVPTLAVLAACAKGTTRITNAAHVRYKETDRLHAM 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
            TEL K+GA + E PD  +I    +L    +D YDDHR+ MA ++A   A    +I     
Sbjct: 350 ATELKKMGADITEEPDGLVINGG-RLKGAKVDGYDDHRIVMALAVAGLMASGTTSIDTAE 408 
 
Query: 427 CTRKTFPDYF 436 
               ++P +F 
Sbjct: 409 SVDISYPGFF 418 
 
 
>ref|YP_685260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           methanogenic archaeon RC-I] 
 sp|Q0W6Q9.1|AROA_UNCMA RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 emb|CAJ35934.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           methanogenic archaeon RC-I] 
          Length = 422 
 
 Score =  189 bits (479), Expect = 9e-46,   Method: Compositional matrix adjust. 
 Identities = 154/429 (35%), Positives = 227/429 (52%), Gaps = 33/429 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKA 72 
           ++ G+V  P SKS ++R + + ++     +   LL S D    + A R  G  +  +    
Sbjct: 9   DVWGSVDAPPSKSYTHRAIAIGSMGHYAKITGPLL-SADTLATVSACRAFGADIRISGDT 67 
 
Query: 73  AKRAVVVGCGGKFP--VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + A V+G   + P  V DAK        N+G  +R L +++ A    AT V  G   +R 
Sbjct: 68  VEIAGVIG-KPRVPEDVIDAK--------NSGTTLR-LCSSIAALAEGAT-VFTGDSSLR 116 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP G L+  L  LGA      GT   P+ ++G+  + GG++ ++GSISSQ++S+LL++  
Sbjct: 117 KRPNGPLIKALNDLGAVCYSTRGTGTAPLIIHGV--MKGGRISINGSISSQFISSLLISC 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           P A  D  I I  +L S PYVE+TL ++E+ G + E   +++ F I+  Q Y   +   V 
Sbjct: 175 PFAKNDTTILIEGELKSKPYVEVTLEMLEKAGCRIE--TNFEEFRIQCCQDYNLGEY-RV 231 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET--SVTVT 308 
            GD SSASY LA AA+TG  VTV G    S QGD    E L  MGA V W E   +VTV  
Sbjct: 232 PGDFSSASYPLAAAAVTGSRVTV-GNLFPSKQGDAAILEHLLDMGANVFWDEEMGTVTVE 290 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G      GR H   ID++  + PD+  TLAV+A  A+G T I +    R KET+R+ A+  
Sbjct: 291 G------GRLH--GIDIDAGQTPDLVPTLAVLAACAEGTTHINNAEHVRYKETDRLRAMA 342 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGC 427 
           TEL K+G  +EE  D   I    +L    +D +DDHR+ MA ++A   A+   TI      
Sbjct: 343 TELRKMGVQIEERQDGLDIEGG-RLTGATVDGHDDHRIVMALAVAGLAADGQTTISTAES 401 
 
Query: 428 TRKTFPDYF 436 
              ++P +F 
Sbjct: 402 VDISYPAFF 410 
 
 
>ref|ZP_06587010.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces 
           roseosporus NRRL 15998] 
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 gb|EFE77471.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces 
           roseosporus NRRL 15998] 
          Length = 450 
 
 Score =  189 bits (479), Expect = 1e-45,   Method: Compositional matrix adjust. 
 Identities = 152/463 (32%), Positives = 224/463 (48%), Gaps = 58/463 (12%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LA+L+     +   L S D   M  ALR +G 
Sbjct: 10  LWPAPHASGAVDATVTVPGSKSVTNRALVLASLAAEPGWLRRPLRSRDTLLMAEALRAMG 69 
 
Query: 65  LSVE------------------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 106 
           + +E                  +   A R +  G  G   V+         +GNAG  MR 
Sbjct: 70  VGIEETVSSSSASSPSAAASPDSSGEAWRVIPAGLHGPATVD---------VGNAGTVMR 120 
 
Query: 107 SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 166 
            L    T A G   +  DG PR  ERP+  ++ GL+ LGA +D   G    P+ V+G G  
Sbjct: 121 FLPPVATLADGPIRF--DGDPRSYERPLTGVIEGLRTLGARIDDD-GRGALPLTVHGGGA 177 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKA 225 
           L GG V +  S SSQ++SALL++ P     VE+     ++ S+P++ MT+ ++   G +  
Sbjct: 178 LEGGPVSIDASSSSQFVSALLLSGPRFNQGVEVRHTGAVLPSMPHIRMTVDMLRAVGAQV 237 
 
Query: 226 EHSDSWDRFYIKGGQK---YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 277 
           +  ++       GG+      SP     ++  +E D S+A  FLA A +TGG VT+     
Sbjct: 238 DEPET-------GGEPNVWRVSPSALLGRDLTIEPDLSNAQPFLAAALVTGGRVTIPDWP 290 
 
Query: 278 TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 337 
             + Q      E+   MG     TE  +T TG      GR H   IDV++ ++ ++   + 
Sbjct: 291 ERTTQPGDALREIFTAMGGSCELTERGLTFTG-----TGRIH--GIDVDLGEVGELTPGI 343 
 
Query: 338 AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 397 
           A VA  AD P+ +  VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+    
Sbjct: 344 AAVAALADSPSTLSGVAHLRLHETDRLAALTKEINELGGDVAETADGLHIR-PRPLHGGV 402 
 
Query: 398 IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             TYDDHRMA A ++   A   V I + G T KT PD+ D+ + 
Sbjct: 403 FHTYDDHRMATAGAIIGLAVKGVEIENVGTTAKTLPDFPDMWT 445 
 
 
>ref|YP_002478927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           desulfuricans subsp. desulfuricans str. ATCC 27774] 
 gb|ACL48249.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           desulfuricans subsp. desulfuricans str. ATCC 27774] 
          Length = 484 
 
 Score =  189 bits (479), Expect = 1e-45,   Method: Compositional matrix adjust. 
 Identities = 157/471 (33%), Positives = 223/471 (47%), Gaps = 65/471 (13%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV----EADKAA 73 
           TV  P SKS+S+R L+ AAL+ GT++V + L S D+      L   G ++    E+  A+ 
Sbjct: 24  TVTAPASKSVSHRYLMGAALAGGTSIVRHTLESRDLERTRAILCAAGATMAELPESTPAS 83 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               V G  G      A   +   +  +G   R LTA + A  G   + + G  RM ERP 
Sbjct: 84  GAWQVTGMNGAPRGGTAAAPLSCDVEESGTTCRLLTAVLAA--GQGVFRIHGAARMHERP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAA 190 
           I +L   L  LG         DCPP  +   G  P   GG V+L   ISSQY S LL+AA 
Sbjct: 142 IAELTDALAALGTQTSFEEKPDCPPCVLTAHGLDPARCGGIVELGMDISSQYFSGLLLAA 201 
 
Query: 191 PLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAE--------------HSDSWDRF- 234 
           P+    + + +   K +S PYV +TL+ +  +G++ E                 +W R   
Sbjct: 202 PMGPAPLTLALGGRKAVSWPYVGLTLQCLTDYGIRFEVQTRRDIGAPWQPMGDGAWRRLD 261 
 
Query: 235 -YIKGGQK---YKSPKNA---YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 287 
             + G  +   Y  P  A    VEGD S ASY LA  AI    V VEG    SLQGD    
Sbjct: 262 EALPGCLRITVYPGPYRAGEYTVEGDWSGASYLLAAGAIGRRPVRVEGLRADSLQGDRAM 321 
 
Query: 288 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 347 
             +L+ MGA+V     +VTV  P R       L  +D++M   PD+  T+A VA FA G  
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Sbjct: 322 LNILQRMGARVDVQPLAVTVY-PSR-------LHGVDLDMGHCPDLVPTVATVAAFAQGS 373 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEE----------------GPDYCIITPPE 391 
           T IR+VA  R KE++R+ A  TEL K G  V+E                 PD+ I+  P+ 
Sbjct: 374 TRIRNVAHLRHKESDRIKAPATELGKAGVVVDELSDGMLVNGLGGRNNGKPDHPIL--PD 431 
 
Query: 392 KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR----DPGCTRKTFPDYFDV 438 
              ++A   ++DHR+AM+ +L         +R    DP    K+FP ++++ 
Sbjct: 432 GQTLSA---HNDHRIAMSLALLDLCRSEAVVRSRLDDPSVVGKSFPQFWNI 479 
 
 
>ref|ZP_04711269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           roseosporus NRRL 11379] 
          Length = 452 
 
 Score =  188 bits (478), Expect = 1e-45,   Method: Compositional matrix adjust. 
 Identities = 152/463 (32%), Positives = 224/463 (48%), Gaps = 58/463 (12%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LA+L+     +   L S D   M  ALR +G 
Sbjct: 12  LWPAPHASGVVDATVTVPGSKSVTNRALVLASLAAEPGWLRRPLRSRDTLLMAEALRAMG 71 
 
Query: 65  LSVE------------------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 106 
           + +E                  +   A R +  G  G   V+         +GNAG  MR 
Sbjct: 72  VGIEETVSSSSASSPSAAASPDSSGEAWRVIPAGLHGPATVD---------VGNAGTVMR 122 
 
Query: 107 SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 166 
            L    T A G   +  DG PR  ERP+  ++ GL+ LGA +D   G    P+ V+G G  
Sbjct: 123 FLPPVATLADGPIRF--DGDPRSYERPLTGVIEGLRTLGARIDDD-GRGALPLTVHGGGA 179 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKA 225 
           L GG V +  S SSQ++SALL++ P     VE+     ++ S+P++ MT+ ++   G +  
Sbjct: 180 LEGGPVSIDASSSSQFVSALLLSGPRFNQGVEVRHTGAVLPSMPHIRMTVDMLRAVGAQV 239 
 
Query: 226 EHSDSWDRFYIKGGQK---YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 277 
           +  ++       GG+      SP     ++  +E D S+A  FLA A +TGG VT+     
Sbjct: 240 DEPET-------GGEPNVWRVSPSALLGRDLTIEPDLSNAQPFLAAALVTGGRVTIPDWP 292 
 
Query: 278 TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 337 
             + Q      E+   MG     TE  +T TG      GR H   IDV++ ++ ++   + 
Sbjct: 293 ERTTQPGDALREIFTAMGGSCELTERGLTFTG-----TGRIH--GIDVDLGEVGELTPGI 345 
 
Query: 338 AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 397 
           A VA  AD P+ +  VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+    
Sbjct: 346 AAVAALADSPSTLSGVAHLRLHETDRLAALTKEINELGGDVAETADGLHIR-PRPLHGGV 404 
 
Query: 398 IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             TYDDHRMA A ++   A   V I + G T KT PD+ D+ + 
Sbjct: 405 FHTYDDHRMATAGAIIGLAVKGVEIENVGTTAKTLPDFPDMWT 447 
 
 
>ref|ZP_04696087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           roseosporus NRRL 15998] 
          Length = 452 
 
 Score =  188 bits (478), Expect = 1e-45,   Method: Compositional matrix adjust. 
 Identities = 152/463 (32%), Positives = 224/463 (48%), Gaps = 58/463 (12%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LA+L+     +   L S D   M  ALR +G 
Sbjct: 12  LWPAPHASGAVDATVTVPGSKSVTNRALVLASLAAEPGWLRRPLRSRDTLLMAEALRAMG 71 
 
Query: 65  LSVE------------------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 106 
           + +E                  +   A R +  G  G   V+         +GNAG  MR 
Sbjct: 72  VGIEETVSSSSASSPSAAASPDSSGEAWRVIPAGLHGPATVD---------VGNAGTVMR 122 
 
Query: 107 SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 166 
            L    T A G   +  DG PR  ERP+  ++ GL+ LGA +D   G    P+ V+G G  
Sbjct: 123 FLPPVATLADGPIRF--DGDPRSYERPLTGVIEGLRTLGARIDDD-GRGALPLTVHGGGA 179 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKA 225 
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           L GG V +  S SSQ++SALL++ P     VE+     ++ S+P++ MT+ ++   G +  
Sbjct: 180 LEGGPVSIDASSSSQFVSALLLSGPRFNQGVEVRHTGAVLPSMPHIRMTVDMLRAVGAQV 239 
 
Query: 226 EHSDSWDRFYIKGGQK---YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 277 
           +  ++       GG+      SP     ++  +E D S+A  FLA A +TGG VT+     
Sbjct: 240 DEPET-------GGEPNVWRVSPSALLGRDLTIEPDLSNAQPFLAAALVTGGRVTIPDWP 292 
 
Query: 278 TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 337 
             + Q      E+   MG     TE  +T TG      GR H   IDV++ ++ ++   + 
Sbjct: 293 ERTTQPGDALREIFTAMGGSCELTERGLTFTG-----TGRIH--GIDVDLGEVGELTPGI 345 
 
Query: 338 AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 397 
           A VA  AD P+ +  VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+    
Sbjct: 346 AAVAALADSPSTLSGVAHLRLHETDRLAALTKEINELGGDVAETADGLHIR-PRPLHGGV 404 
 
Query: 398 IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             TYDDHRMA A ++   A   V I + G T KT PD+ D+ + 
Sbjct: 405 FHTYDDHRMATAGAIIGLAVKGVEIENVGTTAKTLPDFPDMWT 447 
 
 
>ref|XP_001449723.1| hypothetical protein [Paramecium tetraurelia strain d4-2] 
 emb|CAK82326.1| unnamed protein product [Paramecium tetraurelia] 
          Length = 1118 
 
 Score =  188 bits (477), Expect = 1e-45,   Method: Compositional matrix adjust. 
 Identities = 138/439 (31%), Positives = 227/439 (51%), Gaps = 42/439 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           + GSKS++NR+LLL++LSEG + ++N  +S+D   ML +L+ L L      +    ++ G 
Sbjct: 25  IHGSKSITNRVLLLSSLSEGISSLNNFYDSDDTKAMLNSLQELRLCEVQTHSKHNLILEG 84 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
           C G+F     K+E  + +  +G   R L   + A  GN T +  G  R+ ERPI ++V   
Sbjct: 85  CQGQF----YKKEYTINVKESGTCARFL-LPIAALIGNVTII--GAQRIYERPIQEMV-- 135 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD-VEI 199 
            + L  +V         P +V  I G     +K+   +SSQ++S +LM+AP    D   I 
Sbjct: 136 -EALDLNVIYLQKEGQLPFKV--IDGKFAKHIKIKSQLSSQFVSGILMSAPYFPNDETLI 192 
 
Query: 200 EIID-----KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           EIID      ++S  Y+EMT++LM  +GV+ E   S  +F +K G  YK+ +   +E DA 
Sbjct: 193 EIIDCNENETIVSESYIEMTIQLMNIYGVRVERL-SKTKFLVKKG-VYKA-QTYDIEPDA 249 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           ++ SY L    + GG  ++E    + LQGD +F +V+E MG +V   +    +        
Sbjct: 250 TALSYDLLHIGLNGG--SIETKKISKLQGDAQFLDVIEQMGMQVVREQGFYKII------ 301 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
              + LK  DVN     D  ++LA++    +G   I+ + + RVKE +R+ A+   L K+ 
Sbjct: 302 -KNQDLKPQDVNCINFSDTFISLALLMSSIEGQCIIKGIENQRVKECDRIKAVTENLIKV 360 
 
Query: 375 GASVEEGPDYCII--TPPEKLN----VTAIDTYDDHRMAMAFSL------AACAEVPVTI 422 
           G    +  +  +I     +K N       I+TY+DHR+AMAFS+          +  + I 
Sbjct: 361 GVVCLQQNNEILIRGKRYQKYNGYRKDITINTYNDHRIAMAFSILGGHFEKVQYQYRIII 420 
 
Query: 423 RDPGCTRKTFPDYFDVLST 441 
            +  C RKTFPD+++ + + 
Sbjct: 421 DNKDCVRKTFPDFYNHIQS 439 
 
 
>gb|ADW03510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           flavogriseus ATCC 33331] 
          Length = 462 
 
 Score =  188 bits (477), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 149/436 (34%), Positives = 214/436 (49%), Gaps = 42/436 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ 68 
           +  TV +PGSKS++NR L+LA+LS     +   L S D   M  ALR LG+ +E       
Sbjct: 23  VDATVTVPGSKSVTNRALVLASLSSEPGWLRRPLRSRDTLLMAQALRALGVGIEEGVGPD 82 
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Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               A R +  G  G   V+         +GNAG  MR L      A G   +  DG PR 
Sbjct: 83  GSGEAWRVIPAGLHGPARVD---------VGNAGTVMRFLPPVACLADGPVHF--DGDPR 131 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             ERP+  ++  LK LGA +D   G    P+ V+G G L GG V +  S SSQ++SALL+ 
Sbjct: 132 SYERPLHGVIDALKSLGARIDDD-GRGTLPLTVHGAGALDGGPVSVDASSSSQFVSALLL 190 
 
Query: 189 AAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK---YKS 244 
           + P     VE+      L S+P++ MT+ ++   G + +  ++       GG+      S 
Sbjct: 191 SGPRFNQGVEVRHTGATLPSMPHIRMTVDMLRSVGAQVDEPET-------GGEPNVWRVS 243 
 
Query: 245 P-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           P     ++  VE D S+A  FLA A +TGG VT+      + Q      E+   MG     
Sbjct: 244 PSALLGRDLTVEPDLSNAQPFLAAALVTGGRVTIPDWPLRTTQPGDALREIFTAMGGVCE 303 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
            TE  +T TG      G  H   IDV+++++ ++   +A +A  AD P+ +R VA  R+  
Sbjct: 304 LTERGLTFTG-----TGSVH--GIDVDLSEVGELTPGIAALAALADSPSTLRGVAHLRLH 356 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           ET+R+ A+  E+  LG  V E  D   I  P  L+     TYDDHRMA A ++   A    
Sbjct: 357 ETDRLAALTKEINGLGGDVTETADGLRIV-PVPLHGGTFHTYDDHRMATAGAIIGLAVAG 415 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           V I + G T KT PD+ 
Sbjct: 416 VEIENVGTTAKTLPDF 431 
 
 
>ref|ZP_04685981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           ghanaensis ATCC 14672] 
          Length = 438 
 
 Score =  188 bits (477), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 146/441 (33%), Positives = 216/441 (48%), Gaps = 36/441 (8%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M G LR LG 
Sbjct: 10  LWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAGGLRALG 69 
 
Query: 65  LSVE------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + +E          A R +  G  G   V+         +GNAG  MR L    T A G  
Sbjct: 70  VEIEEGVGPDGTGEAWRVLPTGLHGPATVD---------VGNAGTVMRFLPPVATLADGP 120 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
             +  DG PR  ERP+  ++  L++LGA +D        P+ V+G G L GG V +  S  
Sbjct: 121 VRF--DGDPRSYERPLNGVIDALRRLGARIDDD-DRGALPMTVHGGGALDGGTVSVDASS 177 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSW---DRF 234 
           SSQ++SALL++AP     VE+      L S+P++ MT+ ++   G + +  +S    + + 
Sbjct: 178 SSQFVSALLLSAPRFNQGVEVRHTGSTLPSLPHIRMTVDMLRAVGAQVDTPESGGEPNVW 237 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            +  G      ++  +E D S+A  FLA A +TGG V V      + Q   +  E+   M 
Sbjct: 238 RVTPGALLG--RDLTIEPDLSNAQPFLAAALVTGGKVVVPDWPARTTQPGDRLREIFTEM 295 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G     TE  +  TG          +  IDV++ ++ ++   +A VA  AD P+ +R VA 
Sbjct: 296 GGSCELTEYGLVFTG-------SGSIHGIDVDLGEVGELTPGIAAVAALADSPSTLRGVA 348 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TY+DHRMA A ++   
Sbjct: 349 HLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRRLHGGVFHTYEDHRMATAGAVIG 407 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY 435 
            A   V I +   T KT PD+ 
Sbjct: 408 LAVEGVQIENVATTAKTLPDF 428 
 
 
>ref|YP_860405.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gramella forsetii 
           KT0803] 
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 emb|CAL65337.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gramella forsetii 
           KT0803] 
          Length = 405 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 144/427 (33%), Positives = 218/427 (51%), Gaps = 45/427 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +   +++ GSKS SNR+L+L AL     + +NL NS+D   +  AL             
Sbjct: 10  KNLISELQITGSKSESNRLLILQALYPDIQI-ENLSNSDDTTVLKNALEK---------- 58 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                  G G    V D        + +AG AMR LTA   +  G     + G  RM ER 
Sbjct: 59  -------GSG----VID--------IHHAGTAMRFLTAYFASKEG-CDVEITGSKRMTER 98 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL-LMAAP 191 
           PI  LV  L+++GA+++       PP+ + G   L    VKL  ++SSQY+SAL L+ A  
Sbjct: 99  PIRLLVDALQRMGANIEYKNEVGYPPLLIKG-KKLHVDSVKLHANVSSQYVSALMLIGAS 157 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L  G +EI +  ++ S PY+ MTL +M+  G+K    D  DR YI+   K  +P    VE 
Sbjct: 158 LPKG-LEIILEGQITSTPYILMTLEIMQHAGIKGTFKD--DRIYIEPA-KSIAPATIAVE 213 
 
Query: 252 GDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSASYF + AAIT    + +     TS QGD   AE+ +  G +  + E S+ +    
Sbjct: 214 SDWSSASYFYSIAAITDTAEIKLSNYRKTSRQGDSCLAEIYKHFGVETEFQENSIVLKKQ 273 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                 R     I  ++   PD+A T+AV  L       +  + + ++KET+R+ A++ E 
Sbjct: 274 EGTRSSR-----ICEDLRNSPDIAQTIAVTCLALGLECKLEGLHTLKIKETDRLQALKNE 328 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           + K  A VE   D+  + P + LN    ++TY+DHRMAMAF+  A  +VP++I+D      
Sbjct: 329 MEKFSAKVEITNDHLHLLPCKSLNENVEVETYNDHRMAMAFAPLA-QKVPLSIKDADVVS 387 
 
Query: 430 KTFPDYF 436 
           K++PD++ 
Sbjct: 388 KSYPDFW 394 
 
 
>gb|ADY13184.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Spirochaeta sp. 
           Buddy] 
          Length = 430 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 144/433 (33%), Positives = 222/433 (51%), Gaps = 30/433 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PGSKS + R +LLA L++G T ++N L S D    L A R  G  V  D++ + 
Sbjct: 10  LKGKIQVPGSKSHTIRSVLLATLAQGQTCIENPLASGDGLSALRAARAFGAIV--DQSQQ 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV G GG   V     + +    N+G      T+      G    V+ G  ++R RPI 
Sbjct: 68  RWVVQGRGGNLLVPQDVVDTK----NSGTTTCLFTSVAALVDGYT--VITGDEQIRRRPI 121 
 
Query: 135 GDLVVGLKQLGADVDCFL---GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
             LV  L  LGA    FL      CPPV V G+  L GG+V + G  +SQY+S+LL++AP 
Sbjct: 122 LGLVEALNTLGAT--AFLTRPKQGCPPVVVKGL--LQGGEVSIEGK-NSQYVSSLLLSAP 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA     I + + L   PYV++TL  M+R GV+ E+ + + RF I+GGQ+Y    N  +  
Sbjct: 177 LAKRTTVIHVHNAL-EKPYVQLTLDWMKRLGVEVENPEQYTRFTIEGGQRYHG-GNFLIP 234 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTGP 310 
            D S+ ++ L  AAIT   + + G   +  QGD +  E+L    A +    E  + + G  
Sbjct: 235 ADWSAVAFPLVAAAITNSDLVLTGLDFSDSQGDKRIVEILTSFRANIQRQGEGELRIMGN 294 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G      + ++++ +PD    LAV+A  A+G T   ++   R KET+R+  +  + 
Sbjct: 295 APLQGG------LTIDLSDIPDALPALAVLATQAEGQTVFINLEHVRQKETDRVEEMTLK 348 
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Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF---SLAACAEVPVTIRDPGC 427 
           L  LG ++    D  ++  P ++    + + DDHR+AMA     LAA  E+ VT  D  C 
Sbjct: 349 LNALGCNLRMENDCLVVEGPTRIQSGIVSSSDDHRIAMALVVAGLAAQGEIVVT--DAQC 406 
 
Query: 428 TRKTFPDYFDVLS 440 
              +FP +F  L+ 
Sbjct: 407 ADVSFPGFFSKLA 419 
 
 
>ref|NP_561612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens str. 13] 
 sp|Q8XMJ2.1|AROA_CLOPE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAB80402.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens str. 13] 
          Length = 424 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 130/437 (29%), Positives = 232/437 (53%), Gaps = 30/437 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LRGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     +   D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKFIDCNE--------SGSTLRFLVPISLIKDNRVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEIKYSYEEENLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKDDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK-VTWT 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE MGA+ +    
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCLDLDLSSYQGDKECIEILEGMGARLIESQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 ERSLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+ AI TEL KLGA ++E  D  II   + L    + ++ DHR+AM+ ++A+   +  V 
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIINGVKDLIGGEVYSHKDHRIAMSLAIASTRCKKEV 395 
 
Query: 421 TIRDPGCTRKTFPDYFD 437 
            I++P C +K++P +++ 
Sbjct: 396 IIKEPDCVKKSYPGFWE 412 
 
 
>ref|ZP_06576756.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces 
           ghanaensis ATCC 14672] 
 gb|EFE67217.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 [Streptomyces 
           ghanaensis ATCC 14672] 
          Length = 441 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 146/446 (32%), Positives = 219/446 (49%), Gaps = 36/446 (8%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M G LR LG 
Sbjct: 13  LWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAGGLRALG 72 
 
Query: 65  LSVE------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + +E          A R +  G  G   V+         +GNAG  MR L    T A G  
Sbjct: 73  VEIEEGVGPDGTGEAWRVLPTGLHGPATVD---------VGNAGTVMRFLPPVATLADGP 123 
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Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
             +  DG PR  ERP+  ++  L++LGA +D        P+ V+G G L GG V +  S  
Sbjct: 124 VRF--DGDPRSYERPLNGVIDALRRLGARIDDD-DRGALPMTVHGGGALDGGTVSVDASS 180 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSW---DRF 234 
           SSQ++SALL++AP     VE+      L S+P++ MT+ ++   G + +  +S    + + 
Sbjct: 181 SSQFVSALLLSAPRFNQGVEVRHTGSTLPSLPHIRMTVDMLRAVGAQVDTPESGGEPNVW 240 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            +  G      ++  +E D S+A  FLA A +TGG V V      + Q   +  E+   M 
Sbjct: 241 RVTPGALLG--RDLTIEPDLSNAQPFLAAALVTGGKVVVPDWPARTTQPGDRLREIFTEM 298 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G     TE  +  TG          +  IDV++ ++ ++   +A VA  AD P+ +R VA 
Sbjct: 299 GGSCELTEYGLVFTG-------SGSIHGIDVDLGEVGELTPGIAAVAALADSPSTLRGVA 351 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TY+DHRMA A ++   
Sbjct: 352 HLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRRLHGGVFHTYEDHRMATAGAVIG 410 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            A   V I +   T KT PD+ ++ + 
Sbjct: 411 LAVEGVQIENVATTAKTLPDFPELWT 436 
 
 
>ref|ZP_02635555.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens B str. ATCC 3626] 
 gb|EDT24150.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           perfringens B str. ATCC 3626] 
          Length = 424 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 132/438 (30%), Positives = 232/438 (52%), Gaps = 32/438 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++ P K + G+VK+P SKS+++R ++ A+LS+G +V+ N+  SED+   +  +++LG 
Sbjct: 2   KKVIITPSK-LKGSVKIPPSKSMAHRAIICASLSKGESVISNIDFSEDIIATMEGMKSLG 60 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             + VE DK       +     + V D  E        +G  +R L            ++ 
Sbjct: 61  ANIKVEKDKLIINGENILKDSNYKVIDCNE--------SGSTLRFLVPISLIKDNRVNFI 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+        ++  + +     +   + +N  G L GG+ K+ G+ISSQ+ 
Sbjct: 113 --GRGNLGKRPLKTYY----EIFEEQEVKYSYEEENLDLNIEGSLKGGEFKVKGNISSQF 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL   PL   D +I I  +L S  Y+++TL ++E+FGV  ++++ +  F IKG Q Y 
Sbjct: 167 ISGLLFTLPLLKEDSKIIITTELESKGYIDLTLDMIEKFGVTIKNNN-YREFLIKGNQSY 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK-VTWT 301 
           K P N  VEGD S A+++ +  A+ G  +       +S QGD +  E+LE M A  +    
Sbjct: 226 K-PMNYKVEGDYSQAAFYFSAGAL-GSEINCIDLDLSSYQGDKECIEILERMSASLIKNQ 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E S+++            L    ++ ++ PD+   L VVA  + G T I +    R+KE  
Sbjct: 284 EESLSII--------HGDLNGTIIDASQCPDIIPVLTVVAALSKGETRIINGERLRIKEC 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ AI TEL KLGA ++E  D  II   ++L    + ++ DHR+AM+ ++A+  C E   
Sbjct: 336 DRLNAICTELNKLGADIKELKDGLIINGVKELIGGEVYSHKDHRIAMSLAIASTRCKE-E 394 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I +P C +K++P +++ 
Sbjct: 395 VIISEPDCVKKSYPGFWE 412 
 
 
>ref|YP_003488703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces scabiei 
           87.22] 
 emb|CBG70146.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces scabiei 
           87.22] 
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          Length = 443 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 148/451 (32%), Positives = 220/451 (48%), Gaps = 41/451 (9%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M GALR +G 
Sbjct: 9   LWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAGALRAMG 68 
 
Query: 65  LSVE-----------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 113 
           + +E               A R +  G  G   V+         +GNAG  MR L      
Sbjct: 69  VGIEETVSSSSSGAGGSGEAWRVLPTGLHGPATVD---------VGNAGTVMRFLPPVAA 119 
 
Query: 114 AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 173 
            A G   +  DG PR  ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V  
Sbjct: 120 LADGPIRF--DGDPRSYERPLHGVIDALRALGARIDDD-GRGALPLTVHGSGALDGGPVA 176 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSW- 231 
           +  S SSQ++SALL++AP     VE+      L S+P++ MT+ ++   G + +  +S   
Sbjct: 177 IDASSSSQFVSALLLSAPRFNQGVEVRHTGSTLPSLPHIRMTVDMLRSVGAQVDTPESGG 236 
 
Query: 232 --DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
             + + +  G      ++  +E D S+A  FLA A +TGG + +      + Q   +  E 
Sbjct: 237 EPNVWRVTPGALLG--RDLTIEPDLSNAQPFLAAALVTGGKIVIPDWPARTTQPGDQLRE 294 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 349 
           +   MG     TE  +  TG      G  H   IDV+++++ ++   +A VA  AD P+  
Sbjct: 295 IFTEMGGICELTEYGLVFTG-----SGAVH--GIDVDLSEVGELTPGIAAVAALADSPST 347 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           +R VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+     TYDDHRMA A 
Sbjct: 348 LRGVAHLRLHETDRLAALTKEINELGGDVTETADGLHIR-PRPLHGGVFHTYDDHRMATA 406 
 
Query: 410 FSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            ++   A   V I +   T KT PD+ D+ + 
Sbjct: 407 GAIIGLAVEGVRIENVATTAKTLPDFPDLWT 437 
 
 
>ref|YP_001512899.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alkaliphilus 
           oremlandii OhILAs] 
 sp|A8MH16.1|AROA_ALKOO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABW18903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alkaliphilus 
           oremlandii OhILAs] 
          Length = 427 
 
 Score =  187 bits (476), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 147/447 (32%), Positives = 238/447 (53%), Gaps = 29/447 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + V+  I+ ISG+VK+PG KS+S+R ++L ++S+GTT V ++L SEDV   +G  + LG+ 
Sbjct: 2   DFVVNKIEAISGSVKVPGDKSISHRSIILGSISKGTTYVRDILLSEDVQRTIGFFKKLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           S+E     ++  V+   G   +ED +   Q L +GN+G + R L   ++  G    YVL+ 
Sbjct: 62  SIE-----QKNKVIALKG-MAIEDFRPYTQELDMGNSGTSARLLLGLIS--GSPHAYVLN 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G P +++RP+  +   L+Q+GA ++     D  P+++ G G L G   KL  + S+Q  S 
Sbjct: 114 GDPFLKKRPMKRVTKPLEQMGAHIEYLEREDLLPIKIKG-GNLRGIHYKLPVA-SAQIKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AL++A     G   IE  + + +  + E+   +++ FG   E ++ +    IKG Q+  + 
Sbjct: 172 ALILAGLHCSGKTVIE--EPVATRDHTEI---MIQHFGGTVEKNNHF--IQIKGNQRLLA 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                V GD SSA++ L  +AI     + +E  G    +  +    VLE MGA++   E  
Sbjct: 225 -NEVLVPGDISSAAFLLVLSAIVPKAELMIEDVGLNPTRSGI--LHVLESMGARMEILEE 281 
 
Query: 304 SVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
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            V V G        +H  LKA+ +  + +P   D    LAV A  A+G T IRD    +V 
Sbjct: 282 RV-VNGERVGNILIRHSCLKAVTIEGDIIPTLIDEIPILAVAATQAEGITVIRDAQELKV 340 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KE+ R+  + ++L K+GA++E   D  II  P KL    ID+  DHR+AMAF++A   AE 
Sbjct: 341 KESNRIDTVVSQLKKMGANIEASHDGMIIQGPTKLKGATIDSEFDHRIAMAFAVAGMVAE 400 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
               I    C   +FP++ ++L    K 
Sbjct: 401 GETKILKSECIAVSFPEFTEILKKISK 427 
 
 
>ref|NP_347531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           acetobutylicum ATCC 824] 
 sp|Q97KM2.1|AROA_CLOAB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAK78871.1|AE007605_4 5-enolpyruvylshikimate-3-phosphate synthase [Clostridium 
           acetobutylicum ATCC 824] 
 gb|ADZ19946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           acetobutylicum EA 2018] 
          Length = 428 
 
 Score =  187 bits (475), Expect = 3e-45,   Method: Compositional matrix adjust. 
 Identities = 136/438 (31%), Positives = 223/438 (50%), Gaps = 41/438 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD---- 70 
           + G +K+P SKSL +R ++ AALSE  + ++N+  S+D+      +  LG  +  D     
Sbjct: 11  LKGDIKIPPSKSLGHRAIICAALSEEESTIENISYSKDIKATCIGMSKLGALIIEDAKDN 70 
 
Query: 71  ---KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
              K  K+ +V           +KE+V +    +G  +R L         N   V DG   
Sbjct: 71  STLKIKKQKLV-----------SKEKVYIDCSESGSTVRFLIPISLIEERNV--VFDGQG 117 
 
Query: 128 RMRERPIGDL--VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           ++  RP+     +   K++             P+++ G   L  G   L G+ISSQ++S  
Sbjct: 118 KLSYRPLDSYFNIFDEKEIAYS---HPEGKVLPLQIKG--RLKAGMFNLPGNISSQFISG 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+ + P   GD  I I   L S+ YV+MT+ ++++FG++ E+  ++  F+IKG QK K   
Sbjct: 173 LMFSLPFLEGDSIINITTNLESVGYVDMTIDMLKKFGIEIENK-AYKSFFIKGNQKCKGT 231 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K   VEGD S A+++L+ A I  G +  +    +SLQGD    ++L+ MG  +   E S  
Sbjct: 232 KYK-VEGDFSQAAFWLS-AGILNGNINCKDLNISSLQGDKVILDILKKMGGAID--EKSF 287 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           +          + H   I ++ ++ PD+   L+VVA  ++G T I + A  R+KE++R+  
Sbjct: 288 SSK--------KSHTHGIVIDASQCPDLVPILSVVAALSEGTTKIVNAARLRIKESDRLK 339 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
           A+ TEL KLGA V E  D  +I   EKL    +++++DHR+AMA  +AA   E  VTI   
Sbjct: 340 AMATELNKLGAEVVELEDGLLIEGKEKLKGGEVESWNDHRIAMALGIAALRCEESVTING 399 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
             C  K++P ++  L    
Sbjct: 400 SECVSKSYPQFWSDLKQL 417 
 
 
>ref|ZP_08160034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus albus 8] 
 gb|EGC02053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus albus 8] 
          Length = 409 
 
 Score =  187 bits (474), Expect = 3e-45,   Method: Compositional matrix adjust. 
 Identities = 146/428 (34%), Positives = 223/428 (52%), Gaps = 39/428 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++SG V  P SKS ++R+L+ AAL+EG +V+D L  S D+   + A+R LG  +  +   
Sbjct: 8   KKLSGEVTPPPSKSAAHRMLIAAALAEGNSVIDRLYPSVDILTTVDAMRQLGAEITVE-- 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 654



 

 

            +RAVV G      +  A E+  +    +G  +R L     A G  AT++  G  ++ ER 
Sbjct: 66  GERAVVKG------IVKAPEKAVIDCCESGSTLRFLIPVAAALGVEATFL--GRGKLPER 117 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI   +    + G + D + GT   P  + G   L GG  ++ G ISSQ+++ LL+A PL 
Sbjct: 118 PITPYLQEFPKHGVEFD-YSGT--MPFTIKG--RLTGGVFEIDGGISSQFITGLLLAMPL 172 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                 I++  KL S PYV+MT  +ME  GV+AE SDS   F +  GQKY+ P +  VEG 
Sbjct: 173 TKEGGAIKLTSKLESRPYVDMTRGVMEELGVRAEVSDSG--FEVAAGQKYQ-PFSGAVEG 229 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S  ++F    A+ G  V + G    S QGD K  E+   M     + +           
Sbjct: 230 DHSQGAFFEVADAL-GSKVEISGLNVNSFQGDKKIIEICREM----VYNKDGA------- 277 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L+  +V+++ +PD+   LAV+A F DG + I   A  R+KE++R+ A+   L  
Sbjct: 278 -------LRPFEVDVSDIPDLVPILAVLASFCDGESRITGAARLRIKESDRLAAMEETLN 330 
 
Query: 373 KLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRK 430 
            LG  V    D  II   + L     +  ++DHR+AMA ++AA   E P+ I    C RK 
Sbjct: 331 ALGGDVTATEDSLIIRGRDTLAGGVTVSAHNDHRIAMAMAIAATRCEKPIIIEGAECVRK 390 
 
Query: 431 TFPDYFDV 438 
           ++PD+++V 
Sbjct: 391 SYPDFWEV 398 
 
 
>ref|YP_003196823.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Robiginitalea 
           biformata HTCC2501] 
 gb|EAR14361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Robiginitalea 
           biformata HTCC2501] 
          Length = 409 
 
 Score =  187 bits (474), Expect = 4e-45,   Method: Compositional matrix adjust. 
 Identities = 141/436 (32%), Positives = 210/436 (48%), Gaps = 50/436 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +   + + GSKS SNR+LLL AL  G  +  NL NS+D   M       GL+  AD   
Sbjct: 11  QRLQQDITITGSKSESNRLLLLRALYPGIEI-RNLSNSDDARVMQN-----GLASGADTV 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    + +AG AMR LTA   +  G     L G  RM+ER 
Sbjct: 65  D------------------------IHHAGTAMRFLTAYFASREGREV-TLTGSQRMKER 99 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ LGA++D      CPP+R+ G   L   +V L   +SSQY+SALL+ AP  
Sbjct: 100 PIEILVEALRDLGAEIDYLENPGCPPLRIRG-KRLEKSEVTLPAHVSSQYISALLLIAPS 158 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVE 251 
               + + +   + S+PY+ MTL L++R GVK E  D      I+       P++   VE 
Sbjct: 159 LPNGLTLHLEGTITSVPYIRMTLGLLDRLGVKTEFRDQ----TIRVEHAASLPESICTVE 214 
 
Query: 252 GDASSASYFLAGAAI--TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT- 308 
            D SSASYF +  A+  TG  + +      SLQGD    E+   +G +  + +  + +T  
Sbjct: 215 SDWSSASYFYSLVALSPTGSQIGLRSFRGDSLQGDSVLPEIFGQLGVESHFEDDRLEITR 274 
 
Query: 309 -GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G P   F R        ++ + PD+A TLA           +  + + ++KET+R+VA+ 
Sbjct: 275 SGDPDSDFFR-------CDLIRSPDLAQTLAACCFGLGIGCELTGLHTLKIKETDRLVAL 327 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             EL KLGA +        + P  ++  +  I TY+DHRMAMAF+     +  + I D G 
Sbjct: 328 ENELKKLGAEIRVTDKSLHLEPSRRIVAMQRIRTYNDHRMAMAFAPLGL-KTDLVIEDAG 386 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
              K++PD+++ L    
Sbjct: 387 VVSKSYPDFWEDLEAL 402 
 
 
>ref|ZP_01119134.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polaribacter irgensii 
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           23-P] 
 gb|EAR11801.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Polaribacter irgensii 
           23-P] 
          Length = 409 
 
 Score =  187 bits (474), Expect = 4e-45,   Method: Compositional matrix adjust. 
 Identities = 133/429 (31%), Positives = 224/429 (52%), Gaps = 46/429 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  + + GSKS SNR+L+L  L    T+ DNL +S+D  +M  AL +   +++     
Sbjct: 11  QKINEEITISGSKSESNRLLILQNLFSEITI-DNLSDSDDAVHMQHALSSNTETID---- 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +G+AG AMR LT+      G    VL G  RM+ R 
Sbjct: 66  -------------------------IGHAGTAMRFLTSYFAVKSGREV-VLTGSERMQNR 99 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  LK LGA++        PP+R+ G   +    V+++G++SSQY+S+LL+ A   
Sbjct: 100 PIEILVNALKDLGAEISYEEKVGYPPIRIKG-KKVTKETVQINGNVSSQYISSLLLIAAK 158 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +EIE++ ++ SIPY++MTL L+ + G++A    +  +   K   K    +   VE  
Sbjct: 159 LEKGLEIELLGEITSIPYIQMTLSLLNQLGIEASFVGNKIKVLSK---KIIKKQTVIVES 215 
 
Query: 253 DASSASYF--LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D SSASYF  +  ++  G ++ +      SLQGD   AE+    G    + +  + +    
Sbjct: 216 DWSSASYFYSIVASSEIGTSIQLSAYKKESLQGDSCLAEIYTHFGVTTVFGQNFIIL--- 272 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA-IRDVASWRVKETERMVAIRT 369 
            +E   R  L+ +++++   PD+A T+AV   FA+G +  +  + + ++KET+R+ A++  
Sbjct: 273 KKEQKSR--LETLEIDLKNAPDIAQTIAVTC-FAEGISCNLSGLHTLKIKETDRLEALKD 329 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           ELTKLGA +E       +     ++   AI TY+DHRMAMAF+  A  +VP+ I +     
Sbjct: 330 ELTKLGAVIEVTNKSLHLGRSFDMHANIAIKTYNDHRMAMAFAPLAL-KVPIKILNAEVV 388 
 
Query: 429 RKTFPDYFD 437 
            K++  +++ 
Sbjct: 389 TKSYQKFWE 397 
 
 
>ref|ZP_07289137.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. C] 
 gb|EFL17506.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. C] 
          Length = 448 
 
 Score =  187 bits (474), Expect = 4e-45,   Method: Compositional matrix adjust. 
 Identities = 153/442 (34%), Positives = 221/442 (50%), Gaps = 46/442 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---- 68 
           + +  TV +PGSKS++NR L+LAAL+     V   L S D   M  ALR LG+ +E     
Sbjct: 18  QAVHATVTVPGSKSVTNRALVLAALAAEPGWVRRPLRSRDSQLMSDALRALGVGIEETVS 77 
 
Query: 69  ------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
                     A R +     G   V+         +GNAG  MR L    T A G+  +  
Sbjct: 78  SSSADGDSGEAWRIIPAALHGPATVD---------VGNAGTVMRFLPPVATLADGDIRF- 127 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
            DG PR  ERP+G ++  L+ LGA +D   G    P+ V G G L GG V++  S SSQ+ 
Sbjct: 128 -DGDPRSYERPLGQVITALRALGARIDDD-GRGALPMTVQGGGALEGGTVEIDASNSSQF 185 
 
Query: 183 LSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +SALL++AP     VE+  +  KL S+P++ MT+ ++   G + +  ++       GG+K 
Sbjct: 186 VSALLLSAPRFNQGVEVRHVGGKLPSMPHIRMTVDMLRAAGAQVDTPEA-------GGEK 238 
 
Query: 242 ---YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
                +P     ++  VE D S+A  F+A A ITGGTVTV      + Q      E+    
Sbjct: 239 DVWRVAPGALLGRDMVVEPDLSNAQPFMAAALITGGTVTVPDWPLRTTQPGDALREIFTA 298 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MG     TE  +  TG      G+ H   IDV+++++ ++   +A VA  AD  + +R V 
Sbjct: 299 MGGSCELTEAGLVFTG-----TGKIH--GIDVDLSEVGELTPGIAAVAALADSESVLRGV 351 
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Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           A  R+ ET+R+ A+  E+  LG  V E  D   I  P KL+     TYDDHRMA A ++  
Sbjct: 352 AHLRLHETDRLAALTAEINGLGGDVTETEDGLRIR-PRKLHGGVFHTYDDHRMATAGAVI 410 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDY 435 
             A   V I +   T KT PD+ 
Sbjct: 411 GLAVPGVEIENVATTAKTLPDF 432 
 
 
>ref|ZP_05004205.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           clavuligerus ATCC 27064] 
 ref|ZP_06773553.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           clavuligerus ATCC 27064] 
 gb|EDY48504.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           clavuligerus ATCC 27064] 
 gb|EFG09152.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           clavuligerus ATCC 27064] 
          Length = 440 
 
 Score =  186 bits (473), Expect = 4e-45,   Method: Compositional matrix adjust. 
 Identities = 148/444 (33%), Positives = 224/444 (50%), Gaps = 42/444 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ 68 
           +  TV +PGSKS++NR L+LAAL+     +   L S D   M  ALR LG+ +E       
Sbjct: 20  VDATVTVPGSKSVTNRALVLAALAAEPGWLRRPLRSRDTLLMAQALRALGVGIEEGVGPD 79 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +  + R +  G  G   V+         +GNAG  MR L    T A G   +  DG PR 
Sbjct: 80  GEGESWRVIPAGLHGPATVD---------VGNAGTVMRFLPPVATLADGPVRF--DGDPR 128 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             ERP+  ++  L+ LGA +D   G    P+ V+G G L GG+V++  S SSQ++SALL+ 
Sbjct: 129 SHERPLHGVIDALRALGARIDDE-GRGALPLTVHGSGALDGGRVEIDASSSSQFVSALLL 187 
 
Query: 189 AAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK---YKS 244 
           + P     VE+  I  +L S+P++ MT+ ++   G + +  ++       GG+      S 
Sbjct: 188 SGPRFNQGVEVRHIGARLPSMPHIRMTVDMLRAVGAQVDEPET-------GGEPNVWRVS 240 
 
Query: 245 P-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           P     ++  +E D S+A  FLA A +TGG VTV     T+ Q       +   MG     
Sbjct: 241 PSAVLGRDITIEPDLSNAQPFLAAALVTGGRVTVPDWPFTTTQPGDALRTIFTGMGGSCE 300 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
            T+  +T TG  R       ++ IDV+++++ ++   +A VA  AD P+ +R VA  R+  
Sbjct: 301 LTDRGLTFTGSGR-------VRGIDVDLSEVGELTPGIAAVAALADSPSTLRGVAHLRLH 353 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           ET+R+ A+  E+  LG  V E  D   I  P  L+     TYDDHRMA A ++   A    
Sbjct: 354 ETDRLAALTKEINNLGGDVTETEDGLHIR-PRPLHGGVFHTYDDHRMATAGAIIGLAVEG 412 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V I +   T KT PD+  + +T + 
Sbjct: 413 VEIENVATTAKTLPDFPRMWTTML 436 
 
 
>ref|ZP_06823528.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SPB74] 
 gb|EDY44204.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SPB74] 
          Length = 446 
 
 Score =  186 bits (473), Expect = 4e-45,   Method: Compositional matrix adjust. 
 Identities = 142/437 (32%), Positives = 228/437 (52%), Gaps = 19/437 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV++PGSKS++NR L+LAAL+     +   L S D   M  ALRT+G+ +E   +++ 
Sbjct: 23  VRATVRVPGSKSITNRALVLAALAAEPGWLRRPLRSRDTLLMASALRTMGVGIEETVSSE 82 
 
Query: 75  RAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              + G G  + V  A  +    + +GNAG  MR L    T A G   +  DG PR  ER 
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Sbjct: 83  SCGLAGAGEAWRVIPAGLRGPATVDVGNAGTVMRFLPPVATLAEGAIRF--DGDPRSYER 140 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L+ LGA +D        P+ V G G L GGKV++  S SSQ++SALL++AP  
Sbjct: 141 PLHGVIDSLRALGARIDDG-DRGALPLTVFGSGALDGGKVEVDASSSSQFISALLLSAPS 199 
 
Query: 193 ALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQKYKSPKNA 248 
               VE+      L S+P++ MT+ ++   G + +  ++    + + +  G      ++  
Sbjct: 200 FNQGVELRHTGATLPSLPHIRMTVDMLRAVGAQVDEPETGGEPNVWRVTPGALLG--RDL 257 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A  FLA A +TGGTVT+      + Q   +  E+   MG     TE  + ++ 
Sbjct: 258 TIEPDLSNAQPFLAAALVTGGTVTIPDWPARTTQPGDRLREIFTEMGGACELTEAGLALS 317 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G  R       ++ +DV++ ++ ++   +A VA  AD P+ +R VA  R+ ET+R+ A+  
Sbjct: 318 GTGR-------VRGVDVDLGEVGELTPGIAAVAALADSPSTLRGVAHLRLHETDRLAALT 370 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            E+ +LG  V E  D   I  P  L+     TY+DHRMA A ++   A   V I +   T 
Sbjct: 371 KEINELGGDVTETADGLHIR-PRPLHGGVFHTYEDHRMATAGAILGLAVPGVEIENVATT 429 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
            KT PD+ ++ +  + N 
Sbjct: 430 AKTLPDFPELWTGMLGN 446 
 
 
>ref|ZP_07280355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. AA4] 
 gb|EFL08724.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. AA4] 
          Length = 431 
 
 Score =  186 bits (473), Expect = 5e-45,   Method: Compositional matrix adjust. 
 Identities = 154/432 (35%), Positives = 227/432 (52%), Gaps = 23/432 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   V++PGSKS++NR  +LAAL+   T V + L+S D   ML AL +LG   E       
Sbjct: 21  LDAAVRVPGSKSITNRAYVLAALAGAPTRVRHPLDSRDTRLMLAALASLGALSEETIDGF 80 
 
Query: 75  RAVVVGC-GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               +G  GG+       +E  + LGNAG   R   A  T   G A+ + DG   +R RP 
Sbjct: 81  LVHPLGTIGGR------GDETTVALGNAGTVARFTPALATL--GEASVLFDGDEAIRRRP 132 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG L+  L++LGA +D   G D PP  V+G GGL GG+V L  S SSQ+LSALL+A P   
Sbjct: 133 IGPLLAALRKLGARIDDG-GRDAPPFTVHGSGGLRGGRVDLDSSASSQFLSALLLAGPAF 191 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              V + ++     S P++ MTL ++ RFG   E S     F+++   K   P+   VE  
Sbjct: 192 ERGVTVRLVGGAPPSEPHIAMTLDMLRRFGATVERSGP--EFHVEP-AKLSCPEY-VVEP 247 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A+ F+A A + GGTV V G    + Q       ++  +GAK T  +  + VTG    
Sbjct: 248 DLSTAAPFVAAAVVGGGTVRVHGWPKQTTQPGDWLRGLVAELGAKATLDDDGLVVTGGGA 307 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
            P        ID++++++ ++   +A +  FA+GP++I  VA  R  ET+R+ A+ TEL+ 
Sbjct: 308 FP-------GIDLDLHEVGELTPVIAAMLCFAEGPSSITGVAHLRGHETDRLTALATELS 360 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
            LGA V E  D   IT P  ++     TY+DHR+ MA ++       V + +P    KTF 
Sbjct: 361 GLGARVTELEDGLEIT-PAPMHGGVFRTYEDHRLVMAAAVLGLRVPGVLVENPETVGKTF 419 
 
Query: 433 PDYFDVLSTFVK 444 
           P + +  S  V  
Sbjct: 420 PKFVETWSDAVS 431 
 
 
>ref|YP_003781065.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           ljungdahlii DSM 13528] 
 gb|ADK15963.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           ljungdahlii DSM 13528] 
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          Length = 426 
 
 Score =  186 bits (473), Expect = 5e-45,   Method: Compositional matrix adjust. 
 Identities = 131/431 (30%), Positives = 221/431 (51%), Gaps = 26/431 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + ++P K + G +++P SKS+ +R L+ +AL++G + + N+  SED+     AL  LG+  
Sbjct: 4   VSIKPTK-LKGQIQVPPSKSVCHRALICSALAQGESNIKNVDFSEDIEATCSALEALGVD 62 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++ DK       +   G   +      +  F   +G  +R L       G   T+   G  
Sbjct: 63  IKRDKHT-----LNVTGNSVIRMKNSNIHCF--KSGSTIRFLIPIAATLGEKVTFT--GE 113 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            ++ ERP+        +       F G    P+ +NG   L  G+ ++ G+ISSQ++S L 
Sbjct: 114 DKLIERPLDVYYDIFDKQKIFYRNFQGK--LPLTING--KLKPGEYRVKGNISSQFISGL 169 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A PL  GD +I +  +L S  YV++TL ++ERFGV  +  D +  F I G Q YK    
Sbjct: 170 LFALPLLDGDSKIVVTTELESKSYVDITLDMLERFGVYVDKKD-YREFLINGKQTYKK-N 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           N  +EGD S A++++   A+  G +        SLQGD     +L+ MG ++   E   T 
Sbjct: 228 NCSIEGDFSQAAFWMTAGALGDGII-CSSLNMNSLQGDKAVIRILKDMGVEIE--EKGDT 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +   P E  G        ++ ++ PD+   LA +A  + G T I + A  R+KE++R+ A 
Sbjct: 285 LKVNPSETHGTY------IDASQCPDLVPVLAALASVSSGTTEITNAARLRIKESDRLKA 338 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIRDP 425 
           I TEL K+GA V+E  D  II   E+L    + ++ DHR+AMA ++ +   V P+ +++  
Sbjct: 339 ISTELNKIGADVKEREDGLIINGKERLKGGKVTSWRDHRIAMALAVVSSKCVNPMIMKEA 398 
 
Query: 426 GCTRKTFPDYF 436 
              +K++P ++ 
Sbjct: 399 EYVKKSYPGFW 409 
 
 
>ref|YP_003480512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Natrialba magadii 
           ATCC 43099] 
 gb|ADD05950.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Natrialba magadii 
           ATCC 43099] 
          Length = 432 
 
 Score =  186 bits (473), Expect = 5e-45,   Method: Compositional matrix adjust. 
 Identities = 154/450 (34%), Positives = 224/450 (49%), Gaps = 49/450 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + + P + ++GT + P SKS ++R +L A  +E TTV D L +++                
Sbjct: 6   VTITPSR-VAGTARAPPSKSYTHRAILAAGYAEQTTVRDALWSADT-------------- 50 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG------------NAGIAMRSLTAAVTA 114 
               +A  RAV +  GG    +D+  E++ F G            N+G  MR +TAA    
Sbjct: 51  ----QATARAVDL-FGGNVERQDSTLEIEGFSGRPGVPADVIDCDNSGTTMRLVTAAAAL 105 
 
Query: 115 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
           A G  T VL G   +R RP G L+  +  LG +     G    P+ V G   L GG V + 
Sbjct: 106 ADG--TSVLTGDESLRSRPQGPLLEAVADLGGEALSTRGNGQAPLVVTGP--LSGGTVSI 161 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            G +SSQY++ALLMA  +    + IE+   L S PYV++TL ++E FGV+A  +D+   F 
Sbjct: 162 PGDVSSQYITALLMAGAVTDEGLVIELETALKSAPYVDITLEVLEAFGVEARKTDTG--F 219 
 
Query: 235 YIKGGQKYKSPKNAY-VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
            ++GGQ Y      Y V GD SS SY L AGA    G V +EG    S QGD    ++++ 
Sbjct: 220 SVEGGQTYDPADGEYAVPGDFSSISYPLAAGAIAGDGGVRIEGA-HPSAQGDTAIVDIVD 278 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            MGA V W  +  T+          K L+ I+V++   PD+  T+A +   ADG T I + 
Sbjct: 279 RMGATVDWDRSGGTI------DVQAKTLEGIEVSVEDTPDLLPTIATLGAVADGDTHITN 332 
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Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK-LNVTAIDTYDDHRMAMAFS 411 
               R KET+R+ A+  EL KLG    E  D   +   E  L    ++   DHR+ MA + 
Sbjct: 333 AEHVRYKETDRVSAMAEELGKLGVETTEEQDSLTVHGDESVLEGATVEGRGDHRIIMALA 392 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           LA   AE   TIR       +FP +F++L+ 
Sbjct: 393 LAGLVAEGETTIRGAEHVDVSFPGFFEMLA 422 
 
 
>ref|ZP_01733382.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium BAL38] 
 gb|EAZ96451.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium BAL38] 
          Length = 422 
 
 Score =  186 bits (473), Expect = 5e-45,   Method: Compositional matrix adjust. 
 Identities = 136/432 (31%), Positives = 215/432 (49%), Gaps = 40/432 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
            ++K+ GSKS +NR+LLL AL     V++N  NS+D   ML AL                 
Sbjct: 14  ASIKITGSKSETNRLLLLQALYPNL-VLENTSNSDDSETMLKAL---------------- 56 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN-----ATYVLDGVPRMRE 131 
                   +P    K    + + +AG AMR LTA             A  VL G  RM++ 
Sbjct: 57  ----TNTHYPSPITK---TIDVHHAGTAMRFLTAFFAIQERKDLSDLAEVVLTGSERMKQ 109 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI  LV  L QLGA++        PP+R+ G   L   KV L  ++SSQY+SALL+ AP 
Sbjct: 110 RPIKILVDALNQLGAEISYEENEGFPPLRIKG-KKLTESKVSLPANVSSQYISALLLIAP 168 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
                +E+ +  ++ SIPY++MTL L+   GV+    +  +   +K  +   + K   VE 
Sbjct: 169 KLENGLELTLEGEITSIPYIKMTLALLNEIGVETSFEN--NLITVKSSEVEINSKLITVE 226 
 
Query: 252 GDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVT 308 
            D SSASY+ +  A++  G  +++      SLQGD    E+ +  G +  + ++ S+T++ 
Sbjct: 227 SDWSSASYWFSIVALSEIGTQISLSSYKQNSLQGDSALIEIYKDFGVETVFNSDNSITIS 286 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
              ++      L   +  +N  PD+A T+ V          +  + + ++KET+R+ A++ 
Sbjct: 287 ---KKQVHNSQLATCNSQLNNCPDIAQTIVVTCFGLGIGCDLFGLHTLKIKETDRLEALK 343 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            EL KLGA +    +   + P   +N    I TY DHRMAMAF+  A  +VP+ I D    
Sbjct: 344 VELIKLGADISVTNESLHLNPSAIINKDIVIKTYQDHRMAMAFAPLAL-KVPIIIEDAEV 402 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P +++ L 
Sbjct: 403 VSKSYPTFWEDL 414 
 
 
>gb|AAS77246.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           bacterium] 
          Length = 272 
 
 Score =  186 bits (473), Expect = 5e-45,   Method: Compositional matrix adjust. 
 Identities = 118/272 (43%), Positives = 166/272 (61%), Gaps = 12/272 (4%) 
 
Query: 169 GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 228 
           GG+  L  S+SSQ++SALLM APL    +++ ++    + P+++MTL LM+R+G  ++   
Sbjct: 10  GGETTLDASLSSQFVSALLMPAPLWPRGLKLNVVGD-TARPFIDMTLTLMDRWGATSDVK 68 
 
Query: 229 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 288 
              +   + GGQ+Y++  +  VE DAS ASYF A AA+ GGTVT+      S+QGD+    
Sbjct: 69  G--NVIVVPGGQRYRA-IDFMVEPDASGASYFAAAAALIGGTVTLARLNAGSVQGDLGLL 125 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
            VLE MGA+  W   S+ V G  R       L  +DV+MN MPD+  TLA +A FA  PT 
Sbjct: 126 RVLERMGARTQWNRDSIEVIGTGR-------LAGVDVDMNAMPDMVPTLAAIAPFASSPT 178 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
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            IR+VA  R  E++R+ A+ TEL +LGA+V E  D   I  P  L    I+TYDDHR+AM 
Sbjct: 179 RIRNVAFIRHHESDRLRALATELRRLGATVNEFEDGLGIE-PSVLKPATIETYDDHRIAM 237 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           AFS+       V I++PGC  KT+P +FD L+ 
Sbjct: 238 AFSVVGLKLAGVRIKNPGCVSKTYPGFFDDLA 269 
 
 
>ref|YP_003327067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylanimonas 
           cellulosilytica DSM 15894] 
 gb|ACZ31509.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylanimonas 
           cellulosilytica DSM 15894] 
          Length = 444 
 
 Score =  186 bits (472), Expect = 6e-45,   Method: Compositional matrix adjust. 
 Identities = 152/434 (35%), Positives = 226/434 (52%), Gaps = 34/434 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           +  +V++PGSKSL+NR+L+LAAL++G  V+   L S D   M+GALR+LG+ + E D  + 
Sbjct: 24  LDASVEIPGSKSLTNRLLVLAALADGPGVLRGALRSRDADLMIGALRSLGVRIEEGDAPS 83 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V  G     P+     +V +  G AG  MR L      A G   +  DG P  R RP 
Sbjct: 84  TLHVTPG-----PL---TGDVDIDCGLAGTVMRFLPPVAALAAGPVRF--DGDPHARVRP 133 
 
Query: 134 IGDLVVGLKQLGADVDCF-------LGTDCPPVR----VNGIGGLPGGKVKLSGSISSQY 182 
           +  ++  L  LG ++           G   PP      V G GGL GG+V +  S SSQ+ 
Sbjct: 134 MRPVLAALAALGVEITRTDDAGPDDAGRAGPPSHLPFTVGGRGGLRGGQVDVDASASSQF 193 
 
Query: 183 LSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +S LL+AA      + +  I   L S+P++EMT+  +   GV  +  DS D  ++      
Sbjct: 194 VSGLLLAAARFDEGLSLRHIGTTLPSVPHIEMTVATLREVGVVVD--DSRDGIWVVEPGP 251 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             + ++  VE D S+A+ FLA A + GG+V+V G  TT+ Q       +LE MG   + + 
Sbjct: 252 IAA-RDVRVEPDLSNAAPFLAAALVAGGSVSVPGWPTTTTQPGALVPGLLERMGGTASLS 310 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +  +TVT       G   +  IDV+++   ++A T A +A  AD P+ +R +A  R  ET 
Sbjct: 311 DGVLTVT-------GDGTIHGIDVDLHAAGELAPTFAALAALADSPSRLRGIAHLRGHET 363 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+ TE+T+LG   EE  D  +IT P  L+     TY DHRMA + +L A A   V  
Sbjct: 364 DRLAALATEITRLGGQAEETRDGLVIT-PRPLHGGLWHTYADHRMATSGALLALATPDVL 422 
 
Query: 422 IRDPGCTRKTFPDY 435 
           + D   T KT PD+ 
Sbjct: 423 VEDVETTAKTLPDF 436 
 
 
>ref|YP_001394188.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium kluyveri 
           DSM 555] 
 ref|YP_002471169.1| hypothetical protein CKR_0704 [Clostridium kluyveri NBRC 12016] 
 sp|A5N6A9.1|AROA_CLOK5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B9DZT0.1|AROA_CLOK1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EDK32840.1| AroA [Clostridium kluyveri DSM 555] 
 dbj|BAH05755.1| hypothetical protein [Clostridium kluyveri NBRC 12016] 
          Length = 426 
 
 Score =  186 bits (472), Expect = 7e-45,   Method: Compositional matrix adjust. 
 Identities = 137/433 (31%), Positives = 223/433 (51%), Gaps = 28/433 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + + P K + G VK+P SKS+ +R L+ A+LS G + + N+  SED+     AL++LG+  
Sbjct: 4   VSINPTK-LEGQVKIPPSKSVCHRALICASLSSGVSNITNVDFSEDIEATCEALKSLGVI 62 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
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           +E    +     +   G   +   K  V  F   +G  +R L       G   T+  +G  
Sbjct: 63  IEKGNNS-----LSIKGNSNLYVKKPNVHCF--QSGSTLRFLIPLAATLGEEITFTGEG- 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            ++ ERP+       K          G    P+ +NG   L  G  ++ G +SSQ+++ L 
Sbjct: 115 -KLVERPLNVYYDIFKSQKIYYKTESGK--LPLTING--KLKSGDYRVRGDVSSQFVTGL 169 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A PL  GD +IEI  +L S  YV++T+ ++ +FGV  + S S+  F IKG Q YK    
Sbjct: 170 LFALPLLSGDSKIEITTELESKSYVDITIDMLGKFGVCVDGS-SYREFIIKGNQTYKEV- 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  +EGD S  +++L   A+  G +T  G  T SLQGD     +L+ MG ++   E  +  
Sbjct: 228 DCNIEGDFSQVAFWLVMGALGKG-ITCMGLDTDSLQGDRIIVHILKDMGVEIEEKENCIE 286 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V   P +  G      + +++++ PD+   LA +A  + G T I + A  R+KE++R+ A 
Sbjct: 287 VN--PSKTTG------VVIDVSQCPDLVPVLAALASVSHGTTEIINAARLRIKESDRLKA 338 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           I +EL K+GA V E  D  II   E L    + ++ DHR+AMA +  +  C E P+ I   
Sbjct: 339 ITSELNKIGAEVIEKEDSLIIHGKENLKGGNVTSWKDHRIAMALAAVSSKCTE-PLVIEG 397 
 
Query: 425 PGCTRKTFPDYFD 437 
             C +K++P +++ 
Sbjct: 398 AECVKKSYPGFWE 410 
 
 
>ref|ZP_07385752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus 
           curdlanolyticus YK9] 
 gb|EFM12900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus 
           curdlanolyticus YK9] 
          Length = 430 
 
 Score =  186 bits (471), Expect = 8e-45,   Method: Compositional matrix adjust. 
 Identities = 148/440 (33%), Positives = 231/440 (52%), Gaps = 22/440 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++++ P   + G ++   SK+ + R LL+AAL+EGT+ +    +SED   M   +R LG  
Sbjct: 2   DVIVTPTPRLQGDIQALSSKNYTTRYLLVAALAEGTSTIYYPAHSEDSDAMRRCIRDLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE D+  ++  + G G +    D KE   L +GNAG  +R L A + +     T+V    
Sbjct: 62  VVEEDE--EKITITGFGSR--PSDVKE---LNVGNAGAVLRFLMA-IASLSPEVTFVNTY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP  DL+V L+QLGA ++   G    P+ + G G L GGK+ +SG+ISSQ+LSA 
Sbjct: 114 PDSLGKRPHDDLIVSLEQLGASIEHNEGK--LPITIRG-GQLKGGKITVSGNISSQFLSA 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   P+   D EIE++  L S   +  TL ++E+ G+    S+    + I G QKY++  
Sbjct: 171 LLFLTPMLEEDSEIEVLHDLKSKIVIGQTLEVIEQAGIVIHASEDLMHYRIPGRQKYEA- 229 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K   V+GD   ++  LA AA+T   VT+ G    S QG+    +VL MM   +T     V 
Sbjct: 230 KTYRVQGDYPGSAAVLAAAAVTESDVTLRGLEEKSKQGERAIVDVLRMMNVPLTHDNAVV 289 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G  +       LKA++ + +   D  + +   A+FA+G +   +V + R KE +R+  
Sbjct: 290 RVQGNGK-------LKALEFDGDVATDAVLAMVAAAVFAEGTSRFYNVENLRYKECDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
               EL K GA+VEE     I+   PE +     ID + DHR+ MA ++    ++ P+ I 
Sbjct: 343 DYLNELRKAGANVEERQSEIIVHGRPEGVEGGVEIDAHYDHRVIMALTVVGLRSKQPIRI 402 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
           RD     K++P YFD L    
Sbjct: 403 RDAHHVAKSYPIYFDHLKAL 422 
 
 
>ref|YP_004160822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
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           helcogenes P 36-108] 
 gb|ADV43236.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides 
           helcogenes P 36-108] 
          Length = 422 
 
 Score =  186 bits (471), Expect = 8e-45,   Method: Compositional matrix adjust. 
 Identities = 146/441 (33%), Positives = 214/441 (48%), Gaps = 63/441 (14%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           ++LP SKS+SNR L+L AL+ G     NL + +D   M+ AL                   
Sbjct: 15  IQLPASKSISNRALILHALAHGNITPCNLSDCDDTRVMIRAL------------------ 56 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                        E + +    AG AMR LTA  +   G  T V+ G  RMR+RPI  LV 
Sbjct: 57  ---------NGNPEHIDILA--AGTAMRFLTAYFSVIPG--TRVITGTERMRQRPIHILV 103 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L++LGA ++       PP+R+ G   L G ++ L+G++SSQY+SALLM   +    +  
Sbjct: 104 DALRKLGAQIEYEGNEGFPPLRITGTE-LRGEEISLAGNVSSQYISALLMTGAILPKGLH 162 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           + +   +IS PY+ +TL+LM  FG KA+  +S +   +  G     P    VE D S+AS 
Sbjct: 163 LHLTGNIISRPYINLTLQLMRDFGAKAD-WNSENSITVSPGGYQDVPFT--VESDWSAAS 219 
 
Query: 259 YFLAGAAITGG-------------TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           Y+    A++G              TV + G    S QGD + AE+   +G    +    V 
Sbjct: 220 YWYQTVALSGNRHMNAGSAEISSPTVDLLGLFPHSHQGDSRGAEIFSRLGVHTEYIGHGV 279 
 
Query: 306 --TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             T TG P E     HL     +M  +PD+A T AV     + P     + S ++KET+R 
Sbjct: 280 RLTQTGTPVE-----HLTE---DMVDIPDLAQTFAVTCCLMNIPFRFTGLQSLKIKETDR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVP- 419 
           + A+ TEL KLG  V    D  +    ++    A   I TY+DHRMAMAF+  AC  +P  
Sbjct: 332 INALITELHKLGYIVRSEQDSILSWNGDRCPAEAAPTISTYEDHRMAMAFA-PACFMLPR 390 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLS 440 
           + I +P    K++P Y++ L  
Sbjct: 391 LKIDEPQVVSKSYPAYWEDLQ 411 
 
 
>ref|ZP_01252676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychroflexus torquis 
           ATCC 700755] 
 gb|EAS72545.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychroflexus torquis 
           ATCC 700755] 
          Length = 409 
 
 Score =  186 bits (471), Expect = 8e-45,   Method: Compositional matrix adjust. 
 Identities = 137/423 (32%), Positives = 223/423 (52%), Gaps = 43/423 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + + GSKS+SNR L+L A      +   L + +D   +  AL TL                
Sbjct: 15  LHITGSKSISNRYLILKAQFPNIEL-SGLSDCDDTRVLHKALTTL--------------- 58 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                    ++  +E+ +   +AG AMR LTA +++   N   VL G  RM ERPIG LV 
Sbjct: 59  ---------KEKGDEIDIH--HAGTAMRFLTAYLSSLP-NLEVVLKGSKRMHERPIGILV 106 
 
Query: 139 VGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
             +++LG  +  +LG++  PP++++G   L   K+ +  S+SSQY++AL++ AP     + 
Sbjct: 107 EAMRELGGHIK-YLGSEGFPPLKIHG-KSLQKDKISIPASVSSQYITALMLIAPSFKNGL 164 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEGDASS 256 
            I +  K+ S PY+ MT   ++  GV+ +  +S    +I+   K K  PK   VE D SS 
Sbjct: 165 TIYLQSKVTSKPYLMMTAASLKSIGVEVDLQES----HIQVHPKTKIEPKTIAVESDWSS 220 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           ASYF +  A+   G   +      SLQGD K AE  ++ G +  +   S+ ++        
Sbjct: 221 ASYFYSCLALMDQGEFELSTFQKNSLQGDSKVAEFYKLFGIETRFKGDSILISKKAGVLL 280 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
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             K    I++++N  PD+A T+AV  L  +    +  + + +VKET+R+VA++TE+ K G 
Sbjct: 281 PEK----IELDLNDTPDLAQTIAVTCLGLNIACNLTGLHTLKVKETDRLVALKTEIEKFG 336 
 
Query: 376 ASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           A VE   +   ++P   L  + ++ TY DHRMAMAF+  A  +V +TI +P    K+FPD 
Sbjct: 337 AEVEISNESLQLSPKANLKESVSVQTYQDHRMAMAFAPLAI-KVDLTILNPEVVSKSFPD 395 
 
Query: 435 YFD 437 
           +++ 
Sbjct: 396 FWE 398 
 
 
>ref|YP_009687.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris str. Hildenborough] 
 gb|AAS94946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris str. Hildenborough] 
 gb|ADP85595.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris RCH1] 
          Length = 439 
 
 Score =  186 bits (471), Expect = 9e-45,   Method: Compositional matrix adjust. 
 Identities = 157/448 (35%), Positives = 226/448 (50%), Gaps = 48/448 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V  P SKSLS+R L+ AAL+ G + V+++L S D+      LR  G  +E  +A    +V 
Sbjct: 6   VTAPPSKSLSHRALIGAALAAGESTVEHVLESRDLTCTADILRAAGAHIE-RRAPGSYLV 64 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G  G  P    +  V   +  +G   R LTA + A  G   + + G PRM ERPIG+L  
Sbjct: 65  RGVAGT-PAGGFEAPVSCDVHESGTTCRLLTAVLAA--GMGRFRIHGAPRMHERPIGELT 121 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LG  +        PP+ ++   G+ GG+V +    SSQYLS LL+AAPL  G +  
Sbjct: 122 DALASLGVQIAFEARAGFPPLVIDA-AGMRGGEVSIGMDESSQYLSGLLLAAPLTQG-MT 179 
 
Query: 199 IEIIDK-LISIPYVEMTLRLMERFGVK--AEHSDSWD-------------------RFYI 236 
           + +  K ++S PYV +TL+ +E FG+    E  D+ D                   RF + 
Sbjct: 180 VNVAGKSVVSWPYVGLTLQTLEDFGIDFTVETRDAVDAPWGAVDWRSLHEAVPGLVRFRV 239 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           + G  Y++  +  VEGD S ASYFLA  A+    V VEG    SLQGD    ++L  MGA 
Sbjct: 240 RPGM-YRA-GSYRVEGDWSGASYFLAAGAVGPRPVRVEGLRVDSLQGDRALLDILTAMGA 297 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +   E  V V   P        L  ++V+M   PD+  T+A VA FA G T +R+VA   
Sbjct: 298 DIRPGEGHVVVHPAP--------LHGVEVDMGHCPDLVPTVAAVAAFATGRTVVRNVAHL 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII------TPPEKLNVTAIDTYDDHRMAMAF 410 
           R+KE++R+ A   EL + G + EE  D  ++      T P  L       + DHRMAM+  
Sbjct: 350 RIKESDRIAAPVGELRRAGVNAEERADGLVVQGGALATEPGTL----FSAHGDHRMAMSL 405 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
           +L     V V + DP C  K+FP ++++ 
Sbjct: 406 ALLGLGGVDVRLDDPSCVSKSFPHFWEL 433 
 
 
>ref|NP_824218.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           avermitilis MA-4680] 
 sp|Q82IU1.1|AROA_STRAW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC70753.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           avermitilis MA-4680] 
          Length = 446 
 
 Score =  186 bits (471), Expect = 9e-45,   Method: Compositional matrix adjust. 
 Identities = 149/459 (32%), Positives = 221/459 (48%), Gaps = 44/459 (9%) 
 
Query: 9   LQPIKEISG----TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           L P    SG    TV +PGSKS++NR L+LAAL+     +   L S D   M  ALR +G 
Sbjct: 10  LWPAPHASGAVDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAAALREMG 69 
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Query: 65  LSVEADKA--------------AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 110 
           + +E   +              A R +     G   V+         +GNAG  MR L   
Sbjct: 70  VGIEETVSSSSSVGGGSDGSGEAWRVIPAALHGPATVD---------VGNAGTVMRFLPP 120 
 
Query: 111 AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 170 
               A G   +  DG PR  ERP+  ++  L+ LGA +D   G    P+ V+G G L GG 
Sbjct: 121 VAALADGPIRF--DGDPRSYERPLNGVIDALRALGARIDDD-GRGALPLTVHGGGALDGG 177 
 
Query: 171 KVKLSGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSD 229 
            V +  S SSQ++SALL++ P     VE+      L S+P++ MT+ ++   G + +  + 
Sbjct: 178 PVAIDASSSSQFVSALLLSGPRFNQGVEVRHTGSTLPSMPHIRMTVDMLRAVGAQVDTPE 237 
 
Query: 230 SW---DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
           S    + + +  G      ++  VE D S+A  FLA A +TGG V +      + Q   K 
Sbjct: 238 SGGEANVWRVTPGALLG--RDLTVEPDLSNAQPFLAAALVTGGKVVIPDWPERTTQPGDK 295 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
             E+   MG     TE  +  TG      G  H   IDV+++++ ++   +A VA  AD  
Sbjct: 296 LREIFTEMGGSCELTEQGLEFTG-----SGAVH--GIDVDLSEVGELTPGIAAVAALADS 348 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
           P+ +R VA  R+ ET+R+ A+  E+ +LG  V E  D   I  P +L+     TYDDHRM 
Sbjct: 349 PSTLRGVAHLRLHETDRLAALTKEINELGGDVTETADGLSIR-PRRLHGGIFHTYDDHRM 407 
 
Query: 407 AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A A ++   A   V I +   T KT PD+ D+ +  + N 
Sbjct: 408 ATAGAIIGLAVDGVQIENVATTAKTLPDFPDLWTGMLGN 446 
 
 
>ref|YP_004003933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermus 
           fervidus DSM 2088] 
 gb|ADP77171.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanothermus 
           fervidus DSM 2088] 
          Length = 423 
 
 Score =  185 bits (470), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 135/436 (30%), Positives = 225/436 (51%), Gaps = 27/436 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++  + I G VK P SKS ++R +++A+L++  + + N L ++D    + A    G  
Sbjct: 2   DLIVKKTEGIEGNVKAPPSKSYTHRAVIIASLADNISHLKNPLVAKDTCSSVEACEAFGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY--VL 123 
            ++  + A   +V G  GK        E  + +GN+G  +R +TA      G A Y  +L 
Sbjct: 62  KIDIKRNA--WIVKGVNGKV----ITPENVIDVGNSGTTLRIMTAV----AGLAKYYTIL 111 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +R RP+  L+  L+ LG            P+ V G  G  GG  ++ G+ISSQ++ 
Sbjct: 112 TGDKSIRSRPMQPLLNSLRDLGVVAFSSRNNGRAPIIVKG--GYEGGYTEIPGNISSQFI 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL+  P     ++++II +LIS PYV+MT+ +M++F  K E     + +Y++    YK 
Sbjct: 170 SALLIIGPYGSKPLKLKIIGELISKPYVDMTVEVMKKFDAKIEREK--NTYYVE-PNGYK 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           S K + +EGD SSASY +   AI GG V+++     S Q D    +++  MG  +   +  
Sbjct: 227 SCKYS-IEGDFSSASYIVGATAIAGGKVSIKNLFKDSKQADKLILDIISEMGVDIKIKKN 285 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V            L  IDVN+   PD+  T+AV+   A G T I  +   R KET+R 
Sbjct: 286 EIIVCSDG-------ELHGIDVNLKNSPDLLPTVAVLGAAAKGRTKIYGIRHARFKETDR 338 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +     EL+KLG  V+E  D  II     +    +D+++DHR+ MA +L    +  + I+ 
Sbjct: 339 IAMCAKELSKLGIKVKELDDGLIINGGN-IKGGIVDSHNDHRLVMALTLLGLKK-GIKIK 396 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           +    + +FPD+  V+ 
Sbjct: 397 NAEAYKISFPDFVKVM 412 
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>ref|YP_003402990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloterrigena 
           turkmenica DSM 5511] 
 gb|ADB60317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloterrigena 
           turkmenica DSM 5511] 
          Length = 434 
 
 Score =  185 bits (470), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 150/445 (33%), Positives = 213/445 (47%), Gaps = 53/445 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G+ + P SKS ++R +L A  ++  TV D L +++                   +A   
Sbjct: 10  VAGSARAPPSKSYTHRAILAAGYADEATVRDALWSADT------------------QATA 51 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLG------------NAGIAMRSLTAAVTAAGGNATYV 122 
           RAV +  G      DA  E+  F G            N+G   R +TAA   A G  T V 
Sbjct: 52  RAVDLFGGDVTRAGDATLEIDGFDGRPEVPADVIDCANSGTTTRLVTAAAALADG--TTV 109 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +R RP G L+  L  LGA+     G    P+ V G   L GG V + G +SSQY 
Sbjct: 110 LTGDESLRSRPQGPLLEALTDLGAEAYSTRGNGLAPLVVTGP--LSGGTVSIPGDVSSQY 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           ++ALLMA  +    +EI++  +L S PYV++TL ++  FGV A  +D  + F + GGQ Y 
Sbjct: 168 ITALLMAGAVTDEGIEIDLETELKSAPYVDITLEVLADFGVDARETD--EGFAVDGGQSY 225 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           +     Y V GD SS SY LA  AI G     V +EG    S QGD    E++E MGA   
Sbjct: 226 RPAGGEYAVPGDFSSISYPLAAGAIAGNEGDGVRIEGA-NPSAQGDTAIVEIVERMGADA 284 
 
Query: 299 TWTETS--VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            W   S  + V+  P        L  I+V++   PD+  T+A +   ADG T I +     
Sbjct: 285 DWDRESGVIDVSSAP--------LTGIEVDVEDTPDLLPTIATLGAVADGDTRITNAEHV 336 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA- 414 
           R KET+R+ A+  EL KLG    E  D   +   + +L    +    DHR+ MA +LA   
Sbjct: 337 RYKETDRVSAMAEELGKLGVETTEERDSLTVHGSDSRLEGATVQGRADHRIIMALALAGL 396 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVL 439 
            AE   TI        +FP +F++L 
Sbjct: 397 VAEGETTIEGADHVDVSFPGFFELL 421 
 
 
>ref|ZP_06253467.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella copri DSM 
           18205] 
 gb|EFB34131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella copri DSM 
           18205] 
          Length = 414 
 
 Score =  185 bits (470), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 131/432 (30%), Positives = 214/432 (49%), Gaps = 41/432 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++++ ++ LP SKS+SNR L++ A++       NL + +D   ++ ALR +   +      
Sbjct: 9   RQLNASINLPASKSISNRALVINAMAGCKLQPRNLSDCDDTEVIIAALRDMPDVIN---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                                    +  AG AMR +TA ++A  G  T  + G  RM+ R 
Sbjct: 65  -------------------------IKAAGTAMRFMTAYLSATPGEHT--ITGTERMQNR 97 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  L+ LGAD+        PP+ + G   L GG +++ G+ISSQY+SALLM  P+ 
Sbjct: 98  PIAILVDALRYLGADIQYEKKEGYPPLHIVG-KPLEGGHLEVVGNISSQYISALLMIGPI 156 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               +E+++  ++ S PY+++TL  M+ FG  AE +D  D   +K  Q Y    +  +E  
Sbjct: 157 LKNGLELKLTGEIASRPYIDLTLWTMQNFGASAEWTDV-DTITVK-PQPYSCVADYTIEN 214 
 
Query: 253 DASSASYFLAGAAITGG---TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S++SY+    A+ G     V +EG   +S QGD     +  ++G K  +      V   
Sbjct: 215 DWSASSYWYEMMALNGNPDSEVRLEGLFDSSKQGDSVVKYIFSLLGVKSEFENRD--VLS 272 
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Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           P +    R  L   D + +  PD+A T+ V             +AS ++KET+R+ A++  
Sbjct: 273 PVKLKVQRCLLPRFDYDFSGSPDLAQTIVVACCALGVKFKFTGLASLKIKETDRIEALKK 332 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           EL K+G  + +  D  +I   E    +   IDTY+DHRMA+AF+  A     + I +P   
Sbjct: 333 ELKKVGYVIYDENDNTLIWDGETCEPSFEPIDTYEDHRMALAFAPLAFKFPQIEINNPEV 392 
 
Query: 428 TRKTFPDYFDVL 439 
             K++P Y++ L 
Sbjct: 393 VSKSYPHYWEDL 404 
 
 
>ref|YP_003200775.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nakamurella 
           multipartita DSM 44233] 
 gb|ACV77786.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nakamurella 
           multipartita DSM 44233] 
          Length = 428 
 
 Score =  185 bits (470), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 141/428 (32%), Positives = 222/428 (51%), Gaps = 26/428 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSL+NR L+LAA +   +++   L S D   M  ALR LG  +E+      
Sbjct: 17  VTATVPVPGSKSLTNRALVLAAQAVAPSLIPAPLRSRDTDLMAAALRALGTGIESAGPGG 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA-AVTAAGGNATYVLDGVPRMRERP 133 
           R  +V      P   A     +  G AG  MR L   A TA G     + DG    R RP 
Sbjct: 77  RDWLV-----TPAPLAGP-AHVDCGLAGTVMRFLPPLAATATG---PIIFDGDEAARRRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ LG  VD     D  P  V+  G +PGG V++  S SSQ++S LL++AP   
Sbjct: 128 MATVLDALRALGVRVDG----DRLPFTVHADGRVPGGTVRIDASASSQFVSGLLLSAPSF 183 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            G +E+      + S+P++EMT++ +   GV+ + +   DR+ ++ G     P  + +E  
Sbjct: 184 AGGIEVRHEGAAVPSLPHIEMTVQALRGVGVRVDDATP-DRWRVEPGPV--QPWTSTIEP 240 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A+ FLA AA+TGGTVTV      + Q       +L  MGA+V+     +TV+GP R 
Sbjct: 241 DLSNATPFLAAAAVTGGTVTVPHWPAATTQAGDAIRGLLTAMGARVSIGPDGLTVSGPDR 300 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L+ +  +++ + ++  T+A +ALFADGP+ +  +   R  ET+R+ A+  ++  
Sbjct: 301 -------LRGLTADLHDVGELTPTVAAIALFADGPSRLTGIGHLRGHETDRLAALAQDIQ 353 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
            +G  V+E PD   I  P+ L+      + DHRMA A ++       V + D   T KT  
Sbjct: 354 AVGGRVDEAPDGFTIH-PQPLHGGPWAAFADHRMATAGAIVGLRVPGVLVDDVATTAKTL 412 
 
Query: 433 PDYFDVLS 440 
           P + D+ + 
Sbjct: 413 PGFADMWT 420 
 
 
>ref|YP_003103946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinosynnema mirum 
           DSM 43827] 
 gb|ACU40100.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinosynnema mirum 
           DSM 43827] 
          Length = 420 
 
 Score =  185 bits (470), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 141/422 (33%), Positives = 211/422 (50%), Gaps = 27/422 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKS++NR L+LAA+++  +V+   L S D   M  ALR LG  +E       
Sbjct: 14  VNATVPVPGSKSITNRALVLAAIADAPSVLRAPLRSRDTLLMAEALRALGARIEDGPDGS 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V  G        + +   ++  G AG  MR L      A G    V DG  + R RP+ 
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Sbjct: 74  WLVRPG--------ELRGSARVDCGLAGTVMRFLPPVAALAAGE--VVFDGDEQARVRPM 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLA 193 
           G ++  L+ LGADVD     D  P  + G GGLPGG+V +  S SSQ++S LL++ A    
Sbjct: 124 GTVLGALRALGADVDG----DALPFTLRGAGGLPGGEVVIDASASSQFVSGLLLSGARYD 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G V     + + S+P++EMT+ ++   GV  + S   D + ++ G      +   VE D 
Sbjct: 180 KGVVVAHEGEPVPSLPHIEMTVAMLREAGVVVDDSGR-DTWRVEPGPVAG--REWDVEPD 236 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FLA AA+TGG V V G    + Q       +L  MG  V      + V G     
Sbjct: 237 LSNATPFLAAAAVTGGEVLVPGWPAATTQAGDAIRGILAEMGCSVELGADGLRVRG---- 292 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L+ +D++++ + ++  T+  +A+FA GPT +R +A  R  ET+R+ A+  E+   
Sbjct: 293 ----GELRGVDLDLHDVGELTPTVVALAVFASGPTVLRGIAHLRGHETDRLAALVAEVNG 348 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG   EE  D  +I  P  L       Y DHRMA A ++       V + D G T KT P 
Sbjct: 349 LGGDAEETEDGLLIR-PRALRGGTWRAYADHRMATAGAIVGLRVPGVEVDDIGTTSKTIP 407 
 
Query: 434 DY 435 
           D+ 
Sbjct: 408 DF 409 
 
 
>ref|YP_004103569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus albus 7] 
 gb|ADU20935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus albus 7] 
          Length = 409 
 
 Score =  185 bits (470), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 152/439 (34%), Positives = 222/439 (50%), Gaps = 40/439 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P K + GTV  P SKS ++R+L+ AAL+EGT+V+D L  S D+   + A+R LG  
Sbjct: 2   DIKITPTK-LHGTVTPPPSKSAAHRMLIAAALAEGTSVIDRLYPSVDIMTTVEAMRQLG- 59 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
             E D    RAVV G GG      A E   L    +G  +R L     A G    ++  G 
Sbjct: 60  -AEIDVNGDRAVVRGIGG------APESAVLDCCESGSTLRFLIPVAAALGVRTEFL--G 110 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             ++ ERPI   +      G + D     +  P  +NG   L GG+ ++ G ISSQ+++  
Sbjct: 111 RGKLPERPITPYLEEFPCHGVEFDY---NNTMPFTING--KLTGGRYEIDGGISSQFITG 165 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A PL     EI +   L S PYV+MT+ +M ++GV  E ++  + F I  GQK+ +  
Sbjct: 166 LLLALPLTGERSEIVLTSHLESRPYVDMTIDVMRKYGVNVEVTE--NSFIIPEGQKFVAC 223 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
             A VEGD S  ++F    ++ G  V + G    S QGD K  E+ E         E    
Sbjct: 224 DGA-VEGDHSQGAFFEVANSL-GSEVDIRGLNVNSFQGDKKIIEICE---------EMVY 272 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
              G P+ PF         V+   +PD+   LAV+  F  G + I D A  R+KE++R+  
Sbjct: 273 NKKGMPK-PF--------TVSAADIPDLVPILAVLGSFCGGESRITDAARLRLKESDRLA 323 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
           A+   L  LG  V    D  II   E L   A +  ++DHR+AMA ++AA   E PV IR 
Sbjct: 324 AMEETLNALGGDVTATADSLIIKGKESLAGGAEVSAHNDHRIAMAMAIAATRCEDPVIIR 383 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
              C RK++PD+++V  +  
Sbjct: 384 GAECVRKSYPDFWEVYRSL 402 
 
 
>ref|ZP_04853058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus sp. 
           oral taxon 786 str. D14] 
 gb|EES72779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus sp. 
           oral taxon 786 str. D14] 
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          Length = 430 
 
 Score =  185 bits (469), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 147/441 (33%), Positives = 232/441 (52%), Gaps = 24/441 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++P  E+ G +    SK+ + R LL+AAL+EGT+ V    +SED   M   +  LG  
Sbjct: 2   DVIVRPTPELKGEIGALSSKNYTTRYLLVAALAEGTSTVYYPAHSEDSDAMRRCIADLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E D+  ++ V+ G G +   +D KE   L +GNAG  +R L A + +     T+V    
Sbjct: 62  VLEEDE--EKIVITGFGRR--PKDVKE---LNVGNAGAVLRFLMA-IASLCPEVTFVNTY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP  DL+  L QLG +V    G    P+ + G G   GGK+++SGS+SSQYLSA 
Sbjct: 114 PDSLGKRPHDDLIDALGQLGVEVSHNEGK--LPITIRG-GAPKGGKIRVSGSVSSQYLSA 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   PL   D EIE+++ L S   V  TL ++E+ G+    SD +  F + G Q Y++  
Sbjct: 171 LLFLTPLLDEDSEIEVLNDLKSKVVVGQTLEVLEQAGIVIHASDDYMHFRVPGRQSYQA- 229 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K   V+GD   ++  LA AA+T   V V      S QG+    +VL+MM   +T  + +V 
Sbjct: 230 KTYTVQGDYPGSAAILAAAAVTKSDVKVHRLAEHSKQGERAVVDVLQMMDVPLTHQDGTV 289 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G  R       L+ ++ + +   D  + +   A+FADG +   +V + R KE +R+  
Sbjct: 290 HVQGNGR-------LRPVEFDGDAATDAVLAMVAAAVFADGTSRFYNVENLRYKECDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
              TEL K GA+VEE     I+   P        I+ + DHR+ MA ++    C E P+  
Sbjct: 343 DFLTELKKAGANVEERQSEIIVHGRPSGLEGGVTINAHYDHRVIMALTVVGLRCRE-PLV 401 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I+D     K++P +FD +++  
Sbjct: 402 IKDAHHVAKSYPQFFDHITSL 422 
 
 
>ref|YP_922900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nocardioides sp. 
           JS614] 
 gb|ABL81213.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nocardioides sp. 
           JS614] 
          Length = 430 
 
 Score =  185 bits (469), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 142/438 (32%), Positives = 223/438 (50%), Gaps = 31/438 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +   V LPGSKSL+NR L+LAA+++G +VV   L S D   M  AL  LG  V+   A 
Sbjct: 19  RPVDAVVTLPGSKSLTNRALVLAAMADGPSVVRRALRSRDSMLMAAALTALGSQVDTTGA 78 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                     G F       +  +  G AG  MR +      + G  ++  DG P MR+R 
Sbjct: 79  DWLVTP----GAF-----DRDAAVDCGLAGTVMRFVPPVAGLSTGAVSF--DGDPHMRKR 127 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG+++  L+ LG  V+     D  P  V+G G + GG V +  S SSQ++SALL+A    
Sbjct: 128 PIGEILGALRTLGVSVEG----DTLPFTVHGSGTVRGGTVVVDASASSQFISALLLAGAR 183 
 
Query: 193 ALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
               V++    K + S+P+++MT+ ++   GV+ + +D+ +R+ +  G       +  +E 
Sbjct: 184 YDHGVDVRHDGKPVPSLPHIDMTVAMLREHGVEVDGADA-NRWRVAPGPVRA--VDHLIE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----TSVTV 307 
            D S+A+ FLA AA++GGTV V     ++ Q      ++L  MG +V + +    T + V 
Sbjct: 241 PDLSNAAPFLALAAVSGGTVVVRDWPRSTTQAGDALRDILTAMGCEVGFVDGPDSTGLRV 300 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           T       G   L  IDV+++ + ++   +A +   A+ P+ +R +A  R  ET+R+ A+ 
Sbjct: 301 T-------GSGTLLGIDVDLHNVGELTPAVAALCALAEAPSHLRGIAHIRGHETDRLAAL 353 
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Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TEL+ LGA V E  D   I  P  L+     TY DHRMA A  +   A   V + +    
Sbjct: 354 ATELSGLGADVTEHADGLSIR-PAPLHGGVFHTYADHRMAHAGVIIGAAVEDVLVENVAT 412 
 
Query: 428 TRKTFPDYFDVLSTFVKN 445 
           T KTFPD+    S  ++  
Sbjct: 413 TGKTFPDFAGFWSGLIEE 430 
 
 
>ref|YP_003012523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus sp. 
           JDR-2] 
 gb|ACT02437.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus sp. 
           JDR-2] 
          Length = 430 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 146/443 (32%), Positives = 231/443 (52%), Gaps = 22/443 (4%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++++ P   + G ++   SK+ + R LL+AAL++GT+ +    +SED   M   +R LG  
Sbjct: 2   DVIVTPTPTLQGEIQALSSKNYTTRYLLVAALADGTSTIYYPAHSEDSDAMRRCIRDLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE D   ++ V+ G G     ++ K+  QL +GNAG  +R L A + +   + T++    
Sbjct: 62  IVEEDD--EKIVITGFG-----KNPKDVDQLDVGNAGAVLRFLMA-IASLCPDVTFINRY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP  DL+  L Q+G  ++   G    P+R+ G G   GGK+++SG++SSQ+LSA 
Sbjct: 114 PDSLGKRPHNDLIDALGQMGVKIEHNEGK--LPIRIQG-GAPKGGKIQVSGNVSSQFLSA 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   PL   D EIE++  L S   V  TL ++E+ G+    S+    + I G QKY++  
Sbjct: 171 LLFLTPLLEEDSEIEVLHDLKSKVVVGQTLEVLEQAGIVIHASEDLMHYRIPGNQKYEAK 230 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K   V+GD   ++  LA AA+T   V V      S QG+    +VL MM   +T     V 
Sbjct: 231 KYV-VQGDYPGSAAILAAAAVTNSDVIVHRLAENSKQGERAVVDVLRMMEVPLTHENGIV 289 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G  +       LKA++ + +K  D  + +   A+FA+G +   DV + R KE +R+  
Sbjct: 290 HVKGNGK-------LKAVEFDGDKATDAVLAMVAAAVFAEGTSRFYDVENLRYKECDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
               EL K GA+VEE     I+   PE +     I+ + DHR+ MA ++    A+ P+ I 
Sbjct: 343 DYLNELRKAGANVEERQAEIIVHGRPEGVEGGVEINAHYDHRVIMALTVVGLRAKNPIRI 402 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
           RD     K++P YFD L     N 
Sbjct: 403 RDAHHVAKSYPIYFDHLKALGAN 425 
 
 
>ref|ZP_05858117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella veroralis 
           F0319] 
 gb|EEX18046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella veroralis 
           F0319] 
          Length = 417 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 132/443 (29%), Positives = 222/443 (50%), Gaps = 53/443 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + ++ P + I   + LP SKS+SNR L++ AL++   + +NL + +D   +L A       
Sbjct: 2   QYIITPPQHIDTRITLPASKSVSNRALIVQALTKEGILPENLSDCDDTKVILQAF----- 56 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           S  +D    +A                        +G AMR LTA +  + G   +++ G 
Sbjct: 57  SQPSDVIDIKA------------------------SGTAMRFLTAYLCLSQGE--HIITG 90 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             RM+ RPI  LV  L+ LGAD+D       PP+R+ G   L GG++ + G++SSQY+SA 
Sbjct: 91  TERMKHRPIKILVDALRYLGADIDYIGNEGYPPLRIRGCE-LEGGQLVIPGNVSSQYVSA 149 
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Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLM AP+    +++++  +++S PY+++TL +M  FGV AE ++ +D   +K  Q  +   
Sbjct: 150 LLMIAPILTKGLDLKLTGEIVSRPYIDLTLHIMHEFGVAAEWTN-FDTISVKPQQYTR-- 206 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +   +E D ++ASY+    A+     G V + G    S QGD     +  ++G K  +   
Sbjct: 207 RTYTIENDWTAASYWYEILALQEDLDGEVVLSGLKDGSRQGDAAVRYIFSLLGIKTNFAR 266 
 
Query: 303 ------TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
                 T  T+T   R       L  +D +    PD+A TL         P     + S  
Sbjct: 267 KDAEGLTDATLTRHTR------MLNRMDYDFINHPDLAQTLIAACPVLGIPFHFTGLNSL 320 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK---LNVTAIDTYDDHRMAMAFSLA 413 
           R+KET+R+ A++TE+ KLG  ++   D  +    E+   +++  I+TY+DHRMAM+F+   
Sbjct: 321 RIKETDRIEAMKTEMAKLGYVLQSRNDGELSWEGERCEPVSLPVINTYEDHRMAMSFAPL 380 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYF 436 
           A     + I  P    K++P ++ 
Sbjct: 381 AIKLGEIRIDHPEVVTKSYPHFW 403 
 
 
>ref|YP_003118554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Catenulispora 
           acidiphila DSM 44928] 
 gb|ACU76713.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Catenulispora 
           acidiphila DSM 44928] 
          Length = 454 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 140/430 (32%), Positives = 213/430 (49%), Gaps = 26/430 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++  V++PGSKS +NR LLLAAL +  + +   L + D   M+GALR LG+ V+A +  
Sbjct: 16  RPVTADVRVPGSKSATNRALLLAALGDSPSTITGGLRARDSVLMIGALRALGVEVDAGED 75 
 
Query: 73  AKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               V  +    +    DA    ++ +G AG  MR L      A G   +  DG P  R  
Sbjct: 76  FDAPVWRITPPAQLRGGDAGAPAKVDVGLAGTVMRFLPPVAALAAGQVYF--DGDPYARA 133 
 
Query: 132 RPIGDLVVGLKQLGADVD-----CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           RP+G L+  L+ LG  +D      F      P  V G G + GG V+L  + SSQ++SAL 
Sbjct: 134 RPMGTLLQSLRDLGVRIDDGDRGTF------PFLVEGAGQVAGGLVELDATASSQFISAL 187 
 
Query: 187 LMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+A    L  VE+  +   I S P+++MT+  +   G   + S+   R+ +          
Sbjct: 188 LLAGSRYLKGVEVRHVGGPIPSQPHIDMTVEFVRAAGGTVDASEP-GRWVVT--PSVLRG 244 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +   +E D S+A+ FLA A +TGGTVT+      + Q       +L  MGA+V  T   + 
Sbjct: 245 REWSIEPDLSNAAPFLAAALVTGGTVTIPDWPAATTQAGDASRHLLREMGARVELTPAGL 304 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV+       G   +  ++ ++  + ++  TLA VA  AD P+    +   R  ET+R+  
Sbjct: 305 TVS-------GGAGVHGMEADLRDVGELTPTLAAVAALADSPSRFTGIGHLRGHETDRLA 357 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  E+  LG  V E PD  +I  P K++     TYDDHRMA A ++   A   V + D  
Sbjct: 358 ALAREINGLGGDVVEEPDGLLIR-PAKMHSGVFATYDDHRMATAGAVLGLAVPGVEVEDI 416 
 
Query: 426 GCTRKTFPDY 435 
             T KT PD+ 
Sbjct: 417 AATGKTLPDF 426 
 
 
>ref|YP_182676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermococcus 
           kodakarensis KOD1] 
 sp|Q5JFT3.1|AROA_PYRKO RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 dbj|BAD84452.1| 5-enolpyruvylshikimate-3-phosphate synthase [Thermococcus 
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           kodakarensis KOD1] 
          Length = 399 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 147/440 (33%), Positives = 220/440 (50%), Gaps = 43/440 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++P+ E+ G +  P SKS ++R   LA L+EG + ++N L  +D    + A+R+ G   
Sbjct: 1   MIIRPVDEVRGELNAPPSKSYTHRAYFLALLAEGESTIENPLVCDDTLATIEAIRSFGAG 60 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V+      + VV       P E+      ++   +G   R  TA     GG    ++DG  
Sbjct: 61  VDG-----KTVV-------PPEEPSPGF-VYARESGTTARFSTALAGGIGGKT--LIDGA 105 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            R+RERP+  LV  LK LGA+VD F      P+ V G   +  G+V +  S SSQ++S L 
Sbjct: 106 RRLRERPMDGLVKALKGLGAEVDGF----SLPLTVKGP--VKSGRVSVDASKSSQFVSGL 159 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSP 245 
           L+        VE       +S PY+EMTLR ME FGV+ E    S++ +    G +YK P 
Sbjct: 160 LLLGAEVGLKVEAR---NPVSKPYIEMTLRTMEAFGVEFEREGFSFEVYPGVKGTRYKVP 216 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
                 GD S+AS+FLA  A+  G V V       +Q D+ F + LE  GA+V      V 
Sbjct: 217 ------GDYSTASFFLAAGALY-GKVRVNNLLREDVQADMAFLDALEEFGARVKRGRDYV 269 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G          LKA+ ++ +  PD    LAVVA +A+G + IR     R KE++R+  
Sbjct: 270 KVEG--------GELKAVALDCSDFPDSFPILAVVAAYAEGRSVIR-ARQLRFKESDRVR 320 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
           A+   L+++G  V E  D   I          ++T++DHR+AMA S+AA  A  P  I D 
Sbjct: 321 AMAVNLSRMGVKVRELEDGLEIEGGRPRGAK-VETFNDHRIAMAMSIAALGATGPSIIED 379 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
                K+ P +FD L   ++ 
Sbjct: 380 TESVSKSHPGFFDDLRRLLE 399 
 
 
>ref|YP_304445.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosarcina 
           barkeri str. Fusaro] 
 gb|AAZ69865.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosarcina 
           barkeri str. Fusaro] 
          Length = 443 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 162/424 (38%), Positives = 223/424 (52%), Gaps = 21/424 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G V  P SKS ++R + LAALS+ +TV   L+ S D    + A    G  VE ++    
Sbjct: 23  IKGEVFAPPSKSYTHRAVTLAALSKESTVRHPLI-SADTLATVRASEMFGALVEREE--D 79 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R ++ G  GK  V D      +   N+G  +R +TA   AA  +   VL G   +R RP  
Sbjct: 80  RLIIHGINGKPNVPDD----VIDAANSGTTLRFMTAV--AALTDGITVLTGDASLRTRPN 133 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  L +LG       G +  P+ V G  GL G  V + GSISSQ++SALL+  PLA  
Sbjct: 134 GPLLEVLNRLGVKACSTRGNERAPLVVKG--GLKGQDVSIDGSISSQFISALLITCPLAE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQKYKSPKNAYVEGD 253 
               + I  K+ S PYV++TL ++E  GVK    DS   RF I G QKY   K+  V GD 
Sbjct: 192 NSTILSITGKIKSRPYVDITLEMLELAGVKVHIDDSNGTRFIIPGKQKYDF-KDYTVPGD 250 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSASY LA AA+T G+ VTV+     S QGD    E L+ MGA +TW + +  VT     
Sbjct: 251 FSSASYLLAAAAMTDGSEVTVKNL-FPSKQGDKVIIETLKQMGADITWDKEAGNVTVK-- 307 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + LKAI  +    PD+  T+AV+A  A G + I +    R KET+R+ A+ TEL  
Sbjct: 308 ---GGRQLKAITFDAGANPDLVPTVAVLAAVAKGTSRIENAEHVRYKETDRLRALATELP 364 
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Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           KLG  ++E  D   IT   KL+  ++  +DDHR+ MA S+A        I        ++ 
Sbjct: 365 KLGVDLKEERDSLTITGG-KLHGASVHGWDDHRIVMALSVAGIVAGNTKIDTTESASISY 423 
 
Query: 433 PDYF 436 
           P++F 
Sbjct: 424 PEFF 427 
 
 
>ref|YP_003646068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tsukamurella 
           paurometabola DSM 20162] 
 gb|ADG77729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tsukamurella 
           paurometabola DSM 20162] 
          Length = 430 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 140/422 (33%), Positives = 208/422 (49%), Gaps = 27/422 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV LPGSKS++NR  +LAA +   + + N L S D   M   L  LG+ V        
Sbjct: 19  VTGTVALPGSKSITNRAYILAAQASSASTLTNTLRSRDTDLMARGLTALGVDVNFLTDTT 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            AV  G         A     +  G AG  MR L     AAG   +   DG P+ R RP+ 
Sbjct: 79  VAVTGG---------ALHGAAVDCGLAGTVMRFLPP--LAAGARGSSRFDGDPQARIRPL 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G ++  L+ LGA +D     D  P  ++G G + GG V +  S SSQ++S LL++ P    
Sbjct: 128 GTVLDALRGLGARIDG----DGLPFTMHGEGPIRGGTVTIDASASSQFVSGLLLSGPSFA 183 
 
Query: 195 GDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             V +    K + S+P++EMT+ ++   G   + ++        GG       +  VE D 
Sbjct: 184 EGVTVHHDGKPVPSMPHIEMTVDMLRAAGADVDTAEPNTWRVAPGGLHAH---DWTVEPD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FLA AAITGG VTV      S Q  V+FA++L  MGA+VT  + ++T        
Sbjct: 241 LSNATVFLAAAAITGGAVTVPHWNPQSTQPGVQFADILAEMGAEVTHADGALTGR----- 295 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G   L  +D ++  + ++  T+A +A  AD P+ +R +A  R  ET+R+ A+  E++  
Sbjct: 296 --GTGGLHGVDWDLRDIGELTPTVAALAALADTPSHLRGIAHLRGHETDRLAALTAEISA 353 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG    E  D   I  P  L+     +Y DHRMA A ++       V + D   T KT P 
Sbjct: 354 LGGHCTETEDGLRIE-PATLHGGLWHSYADHRMATAGAILGLVTTGVQVEDIATTAKTMP 412 
 
Query: 434 DY 435 
           D+ 
Sbjct: 413 DF 414 
 
 
>ref|YP_002309425.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Azobacteroides pseudotrichonymphae genomovar. CFP2] 
 dbj|BAG84014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Azobacteroides pseudotrichonymphae genomovar. CFP2] 
          Length = 426 
 
 Score =  184 bits (468), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 135/444 (30%), Positives = 217/444 (48%), Gaps = 66/444 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG-TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           I+ +V+LP SKS+SNR+L+L ALS+     ++NL +S+D   +  AL++            
Sbjct: 13  INTSVQLPASKSISNRVLILNALSKNDIYFIENLSDSDDTQALQYALQS----------- 61 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                             ++V   +G AG +MR LTA ++   GN  + + G  RM+ RP 
Sbjct: 62  ------------------DDVDFDIGAAGTSMRFLTAYLSQRKGN--WSITGTERMKNRP 101 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  L   L QLGA++        PP+ + G   L GG + L G ISSQY+SAL+M AP+  
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Sbjct: 102 IWILTDALCQLGAEISFLEKKGFPPLYIVG-KKLRGGSISLDGGISSQYISALMMIAPVL 160 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS--WDRFYIKGGQKYKSPKNAYVE 251 
              + +++   +IS PY+ MT+RLME FG++ E  ++  W R      Q Y+   +  VE 
Sbjct: 161 EQGLTMQLEGIIISRPYIGMTIRLMEVFGIRVEWEENIIWIR-----PQLYRMHSSFKVE 215 
 
Query: 252 GDASSASYFLAGAAITGGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTW-------TE 302 
            D S+ASY+    A+      +E  G    S+QGD +   + E +G +  +          
Sbjct: 216 SDWSAASYWYEIIALASKDSLIELLGLEENSIQGDAQGRFLFEKLGVQTMFDVFTTLGER 275 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             ++ T  P  P  R   + +  N    PD+  T  V     + P   + + S R+KET+ 
Sbjct: 276 KEISTTLSPILP--RFTGEMLSYNFVNEPDLVQTFVVSCCLLNIPFCFKGLQSLRIKETD 333 
 
Query: 363 RMVAIRTELTKLGA----------SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           R+ A++ E+ KLG           ++E   + C     ++ +   I TY+DHRMAMAF+  
Sbjct: 334 RITALQKEMRKLGYLIRIKDCTGDTMEWKGERC-----KQEDNPVILTYEDHRMAMAFAP 388 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYF 436 
                  ++I  P    K++P+Y+ 
Sbjct: 389 VCLKLKKISIDTPEVVSKSYPNYW 412 
 
 
>ref|ZP_05130027.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. 
           7_2_43FAA] 
 gb|EEH96921.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. 
           7_2_43FAA] 
          Length = 431 
 
 Score =  184 bits (467), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 128/426 (30%), Positives = 226/426 (53%), Gaps = 22/426 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++GTVK+P SKS+S+R ++ AAL  GT+ ++N+  S+D++  + A+  LG  +  +K   
Sbjct: 10  KLNGTVKVPPSKSMSHRAIICAALGRGTSTIENIDYSDDINATIDAMVALGAVI--NKER 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            + ++ G   +  V++A   +      +G  +R +        G   ++  G   + +RP 
Sbjct: 68  DKVIISGIYREDAVKNAVRYIDC--NESGSTLRFIIPISLLFDGMTKFI--GKGNLGKRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +       K+ G   +         V+    G L  G+  L G+ISSQ+++ LL + PL  
Sbjct: 124 LDTYFDIFKEQGIKYNNVENELNMIVK----GMLKPGEFSLPGNISSQFITGLLFSLPLL 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD +I I   + S  Y+++TL  M+ FG++ E+ D +  F I+G QKY S +N  VEGD 
Sbjct: 180 DGDSKINISTNIESKGYIDLTLDCMKDFGIEIENRD-YKEFIIRGNQKYIS-RNYRVEGD 237 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A+++LA  A+ G  V +      SLQGD +  ++LE MGAK    + ++      +  
Sbjct: 238 YSQAAFYLAADAL-GSDVAITDLKKNSLQGDKEVIDILERMGAKFIVDKNNIKCNVEDK- 295 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L +  ++ ++ PD+   +++VA  A G T I +    R+KE +R+ A+ TEL K 
Sbjct: 296 ------LVSTVIDASQCPDIIPVISLVAALAKGRTEIINAGRLRIKECDRLKAVATELNK 349 
 
Query: 374 LGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAACAEV-PVTIRDPGCTRKT 431 
           LGA + E  D  II   ++L     + ++ DHR+AM  ++A+   + P+ + D  C  K+ 
Sbjct: 350 LGAKIVEKEDGLIIDGVDELQGGVEVWSWKDHRIAMTLAIASTRCINPIELTDYDCIAKS 409 
 
Query: 432 FPDYFD 437 
           +P +F+ 
Sbjct: 410 YPGFFE 415 
 
 
>ref|ZP_01059205.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leeuwenhoekiella 
           blandensis MED217] 
 gb|EAQ51037.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leeuwenhoekiella 
           blandensis MED217] 
          Length = 407 
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 Score =  184 bits (467), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 139/435 (31%), Positives = 216/435 (49%), Gaps = 57/435 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++G +K+ GSKS SNR+LLL AL  G  + +NL NS D   M  AL              
Sbjct: 11  QLAGEIKITGSKSESNRLLLLQALFGGFKI-ENLSNSHDSQVMQKAL------------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                           A +E  + + +AG AMR LTA   A  G  T +L G  RM+ERP 
Sbjct: 57  ----------------ASKEKTVDIHHAGTAMRFLTAYFAAFEGRET-ILTGSSRMQERP 99 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           IG LV  L+ LGAD+         P+ + G   L    V  + ++SSQY+SAL+M      
Sbjct: 100 IGLLVDALRDLGADISYMNNEGYAPLLIKG-KKLTKSTVSFAANVSSQYISALMMVGASL 158 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---- 249 
              +EI+++ ++ S+PY+EMT  L+ + G+++           +G Q    P  A      
Sbjct: 159 PNGIEIDLVGQITSVPYIEMTRSLLTQLGIESS---------FEGQQINIKPAGAINVSE 209 
 
Query: 250 --VEGDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             VE D SSASY+ +  A+     + +      SLQGD   AE+ + +G + T+   +VT 
Sbjct: 210 MVVESDWSSASYYYSLVALCDKAKLKISSYKENSLQGDSVLAELYQKLGVETTFEANAVT 269 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +     E   +   + ++ ++   PD+A T+AV          +  + + ++KET+R+ A 
Sbjct: 270 L-----EKVEKPKPRRVEFDLANSPDIAQTIAVTCYGLGVGCDLYGLHTLKIKETDRLEA 324 
 
Query: 367 IRTELTKLGA--SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           ++ ELTKLGA  SV +   +       + +VT I TY DHRMAMAF+  A    P+   D 
Sbjct: 325 LKAELTKLGAHISVTDKSLHLEGETNFQSDVT-IKTYQDHRMAMAFAPFAL-RAPILFED 382 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                K++PD+++ L 
Sbjct: 383 AEVVNKSYPDFWEDL 397 
 
 
>ref|YP_001620220.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acholeplasma 
           laidlawii PG-8A] 
 gb|ABX80844.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acholeplasma 
           laidlawii PG-8A] 
          Length = 418 
 
 Score =  184 bits (467), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 136/427 (31%), Positives = 225/427 (52%), Gaps = 34/427 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SG VK+  SKSLS+R +L AAL+ G + +DN+L+S+D+     AL++LG ++       
Sbjct: 13  NLSGEVKIVSSKSLSHRYVLAAALAHGQSKIDNILDSDDLIATQSALKSLGATIN----- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-LDGVPRMRER 132 
            + ++   GGK  V+   E +  F   +G  +R L           T+   + +P   +  
Sbjct: 68  -QGLI--TGGK--VQRVHETIDCF--ESGSTLRFLIPVAMLQDKPVTFTGKNQLPFRTQE 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
              +L     Q     D +L     P+ V+G   L GG   L G +SSQ+++ LL A PL 
Sbjct: 121 MYENLFKETYQFEHPKDKWL-----PLTVSG--PLKGGTYHLRGDVSSQFITGLLYALPL 173 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D EI +   L S+ YV+MTL ++++FG+K     + + + I G Q Y +P N  VEG 
Sbjct: 174 APNDSEIILTSHLESVGYVDMTLDVLDKFGIKI--IKTVNGYKIPGNQHY-NPGNYSVEG 230 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A++F+A A +  G + +      SLQGD +  ++   MG  +T T     V  P + 
Sbjct: 231 DFSGAAFFVA-AGLLAGPIHLTNLNHHSLQGDKEIIDLAVKMGGDITPTSEGYLVK-PSK 288 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  LK I +++ ++PD+   L V+   A+G T I + +  R+KE++R+ A+ T L  
Sbjct: 289 -------LKGISIDVGQIPDLGPILMVLGALAEGTTIIHNASRLRIKESDRLNAMVTNLK 341 
 
Query: 373 KLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRK 430 
            LGA+++E  D   I    KL     + +Y DHR+AM+ ++A+   E P+T+ D     K 
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Sbjct: 342 ALGANIKEIGDTVEIKGVSKLKGGVLVSSYKDHRIAMSMAVASIMCEQPITLDDETVVSK 401 
 
Query: 431 TFPDYFD 437 
           ++P++F+ 
Sbjct: 402 SYPNFFE 408 
 
 
>ref|ZP_08043247.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haladaptatus 
           paucihalophilus DX253] 
 gb|EFW93058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haladaptatus 
           paucihalophilus DX253] 
          Length = 429 
 
 Score =  184 bits (467), Expect = 3e-44,   Method: Compositional matrix adjust. 
 Identities = 149/433 (34%), Positives = 213/433 (49%), Gaps = 26/433 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            E+SGT + P SKS ++R +L A  S G  V D L+ S D    + A+   G  V      
Sbjct: 8   SELSGTARAPPSKSYTHRAILAAGYSGGALVFDPLI-SADTKATMRAVDAFGGDVT--DT 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   + G GG+  +        L   N+G   R ++   TAA  +   V  G   +R R 
Sbjct: 65  GEAIEIDGFGGEPTIPGDV----LDCANSGTTTRLVSG--TAALVDGITVFTGDASLRSR 118 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P G ++  + QLG   +   G    P+ + G   + GG V + G +SSQY+SALLMA  L 
Sbjct: 119 PQGPMLSAIDQLGGRGESTRGNGKAPLVLKGP--ISGGTVSIPGDVSSQYVSALLMAGAL 176 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VE 251 
               V I++  +L S PYV++TL L++ FGV AE  D    + + GGQ Y+     Y V  
Sbjct: 177 TDEGVTIDLETELKSAPYVDITLELLDDFGVTAEKRDGG--YRVDGGQFYEPSDGEYHVP 234 
 
Query: 252 GDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           GD SS SY LA  A+       V +EG    S QGD    +VL+ MGA + W      +T 
Sbjct: 235 GDFSSISYLLAAGAVAADDDERVRIEGA-YPSAQGDTFIVDVLDRMGADIEWNRNDGVLT 293 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   +  L  + V++   PD+  T+A +   ADG T I +    R KET+R+  +  
Sbjct: 294 ------VRQSSLSGVTVDVGDTPDLLPTIAALGAIADGETRIENCEHVRYKETDRVAVMA 347 
 
Query: 369 TELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRDPG 426 
            EL+ LGASVEE  D   I   E  L  + +D + DHR+ MA ++A  A    T + D   
Sbjct: 348 KELSNLGASVEEEDDALTIYGDESNLVGSVVDGHGDHRIVMALAVAGLAADGTTMVADAE 407 
 
Query: 427 CTRKTFPDYFDVL 439 
               +FPD+FDVL 
Sbjct: 408 HVDVSFPDFFDVL 420 
 
 
>ref|ZP_02076942.1| hypothetical protein EUBDOL_00735 [Eubacterium dolichum DSM 3991] 
 gb|EDP11557.1| hypothetical protein EUBDOL_00735 [Eubacterium dolichum DSM 3991] 
          Length = 421 
 
 Score =  183 bits (465), Expect = 4e-44,   Method: Compositional matrix adjust. 
 Identities = 124/426 (29%), Positives = 216/426 (50%), Gaps = 31/426 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +G++ +P SKS+S+R ++ AAL+ G +++ N+  S+D+   +  ++ LG S+  D +    
Sbjct: 11  TGSIHIPPSKSMSHRAIICAALAHGESIIQNVAYSKDILATIEGMKQLGASIRKDGST-- 68 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            + +     F    AKE   +F   +G  +R      +    + T+   G  R+ +RP   
Sbjct: 69  -LYIRGVQSFQQLAAKE---IFCNESGSTLRFFIPIFSLCNQDITFTGQG--RLLDRP-- 120 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
                 +++ AD+    G D    P  ++    L  G   L G +SSQ++S LL A PL  
Sbjct: 121 ------QKVYADIFHKQGLDFTHTPSGIHIHQSLQAGGYTLKGDVSSQFISGLLFALPLL 174 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  I I     S  Y+++TL +MERFGVKA + D +   YI G Q+Y++  N  +EGD 
Sbjct: 175 TEDSTIHIEPPFESRSYIDLTLEMMERFGVKAYYRDEF-TLYIPGNQQYQAC-NYTIEGD 232 
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Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++F    AI+ G +T+ G   +S QGD +  ++L+  GA +   +    +   P + 
Sbjct: 233 YSQLAFFAVLGAISNG-ITLHGVTPSSKQGDKQIIDILKQFGALIDTLKDGYRIH--PAK 289 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G+       +N+   PD+   + V+ ++ +G T I + +  R+KE++R+ A+  EL K 
Sbjct: 290 LIGQA------INLENCPDLGPIVCVLGMYGEGTTHIYNASRLRIKESDRIAAMEEELRK 343 
 
Query: 374 LGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKT 431 
            G ++   PD   I   P  +  T++  ++DHR+ MA S+AA A      I D     K+ 
Sbjct: 344 FGTNITSTPDTITIQHNPNPICQTSLYGHNDHRIVMALSVAAMASRQEAIIEDAQAIEKS 403 
 
Query: 432 FPDYFD 437 
           +P +F+ 
Sbjct: 404 YPTFFE 409 
 
 
>ref|ZP_02437127.1| hypothetical protein BACSTE_03400 [Bacteroides stercoris ATCC 
           43183] 
 gb|EDS14254.1| hypothetical protein BACSTE_03400 [Bacteroides stercoris ATCC 
           43183] 
          Length = 424 
 
 Score =  183 bits (464), Expect = 5e-44,   Method: Compositional matrix adjust. 
 Identities = 137/447 (30%), Positives = 215/447 (48%), Gaps = 65/447 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   ++LP SKS+SNR L+L AL+ G   + NL + +D   M+ AL               
Sbjct: 12  MHAAIRLPASKSISNRALILHALAHGRQTLCNLSDCDDTRVMVRAL-------------- 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                        +   E + +    AG AMR LTA ++   G    ++ G  RM++RPI 
Sbjct: 58  -------------QGNPEHIDIM--AAGTAMRFLTAYLSVTPG--VRIITGTQRMQQRPI 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L   L+QLGA+++       PP+R+ G   L G ++ L+G++SSQY+SALLM   +   
Sbjct: 101 RILTDALRQLGANIEYAGNEGFPPLRITG-SELQGCEISLAGNVSSQYISALLMIGAVLP 159 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + + +   +IS PY+++TL+L+  FG  AE S         GG +   P    VE D  
Sbjct: 160 QGLHLHLTGCIISRPYIDLTLKLIRDFGGHAEWSSENSITVYPGGYR-DVPFT--VESDW 216 
 
Query: 255 SSASYFLAGAAITGG-----------------TVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           S+ASY+    A+ G                  TV + G    S QGD + AE+   +G   
Sbjct: 217 SAASYWYQILALRGNEERKTGSGELPKGNEEETVELLGLFPHSYQGDSRGAEIFSRLGVH 276 
 
Query: 298 VTWTETSV--TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
             +T+  V  T+ G P        +  ++ +M  +PD+A T  V     + P     + S 
Sbjct: 277 TEYTDKGVRLTLAGTP--------VDRLEEDMVDIPDLAQTFVVTCCLMNIPFRFTGLQS 328 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSL 412 
            ++KET+R+ A+  EL KLG +V    D  ++   E+    +   I TY+DHRMAMAF+  
Sbjct: 329 LKIKETDRITALIAELRKLGYAVRSEQDSILLWEGERCPAESAPVIATYEDHRMAMAFAP 388 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           A  A   + I +P    K++P Y++ L 
Sbjct: 389 ACIALPQIRIDEPQVVSKSYPGYWEDL 415 
 
 
>ref|ZP_04820906.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           E1 str. 'BoNT E Beluga'] 
 gb|EES48191.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           E1 str. 'BoNT E Beluga'] 
          Length = 433 
 
 Score =  183 bits (464), Expect = 5e-44,   Method: Compositional matrix adjust. 
 Identities = 130/431 (30%), Positives = 226/431 (52%), Gaps = 30/431 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G VK+P SKS+++R ++ AAL +G + + N+  S+D+   + A+R+LG  +  +    
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Sbjct: 10  KLKGEVKIPPSKSMAHRGVICAALGDGISKIRNINYSDDIRATINAMRSLGAIITKEDGY 69 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF----LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              + +        E  K+ ++L        +G  +R L        G++ ++  G   + 
Sbjct: 70  LHIIGI------KSEKCKKNIELNRTIDCNESGSTLRFLVPISCIFEGSSRFI--GKGNL 121 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+          G       G     +R+ GI  L  G+ KL G ISSQ++S +L   
Sbjct: 122 GKRPLDTYYEIFDNQGIKYSYKKGK--LDLRIQGI--LKYGEFKLRGDISSQFISGMLFT 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            PL  GD +I I  +L S  Y+++TL  M  FG++   ++++  F IKG Q YKS ++   
Sbjct: 178 LPLLEGDSKIIITTELESKGYIDLTLSAMSDFGIEV-INNNYREFIIKGNQTYKS-RDYR 235 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +EGD S A++FL   A+    V +      SLQGD +  E+LE M  K+   + S  + G 
Sbjct: 236 IEGDYSQAAFFLVADALK-SEVFINDLKLESLQGDKEVIEILERMNMKIKNIDNS--LLG 292 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
            PRE     +L+A  ++ ++ PD+   +++ +   +G T I +V   R+KE +R+ A+ + 
Sbjct: 293 IPRE-----NLEATIIDGSQCPDIIPVISLASSLCNGRTEIINVGRLRIKECDRLSAVAS 347 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           EL KLGA++ E  D  II   + L     + ++ DHR+AM  ++A+  C E P+ + D   
Sbjct: 348 ELNKLGANIIEKEDSLIIDGVKTLKGGVKVWSHKDHRIAMMLAIASTVCME-PIILEDYE 406 
 
Query: 427 CTRKTFPDYFD 437 
           C  K++P++FD 
Sbjct: 407 CISKSYPEFFD 417 
 
 
>ref|YP_967917.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris DP4] 
 gb|ABM29490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio 
           vulgaris DP4] 
          Length = 439 
 
 Score =  182 bits (463), Expect = 6e-44,   Method: Compositional matrix adjust. 
 Identities = 156/447 (34%), Positives = 221/447 (49%), Gaps = 46/447 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V  P SKSLS+R L+ AAL+ G + V+++L S D+      LR  G  +E   A    +V 
Sbjct: 6   VTAPPSKSLSHRALIGAALAAGESTVEHVLESRDLTCTADILRAAGAHIE-RCAPGSYLV 64 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G  G  P    +  V   +  +G   R LTA + A  G   + + G PRM ERPIG+L  
Sbjct: 65  RGVAGT-PAGGFEAPVSCDVHESGTTCRLLTAVLAA--GMGRFRIHGAPRMHERPIGELT 121 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LG  +        PP+ ++   G+ GG+V +    SSQYLS LL+AAPL  G    
Sbjct: 122 DALASLGVQIAFEARAGFPPLVIDA-AGMRGGEVSIGMDESSQYLSGLLLAAPLTQGMTV 180 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWD-------------------RFYIK 237 
                 ++S PYV +TL+ +E FG+    E  D+ D                   RF ++ 
Sbjct: 181 NVAGTSVVSWPYVGLTLQTLEDFGIDFTVETRDAVDAPWGAVDWRSLHEAVPGLVRFRVR 240 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G  Y++  +  VEGD S ASYFLA  A+    V VEG    SLQGD    ++L  MGA  
Sbjct: 241 PGM-YRA-GSYRVEGDWSGASYFLAAGAVGPRPVRVEGLRVDSLQGDRALLDILTAMGAD 298 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           +   E  V V   P        L  ++V+M   PD+  T+A VA FA G T +R+VA  R 
Sbjct: 299 IRPGEGHVVVHPAP--------LHGVEVDMGHCPDLVPTVAAVAAFATGRTVVRNVAHLR 350 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII------TPPEKLNVTAIDTYDDHRMAMAFS 411 
           +KE++R+ A   EL + G + EE  D  ++      T P  L       + DHRMAM+ + 
Sbjct: 351 IKESDRIAAPVGELRRAGVNAEERADGLVVQGGALATEPGTL----FSAHGDHRMAMSLA 406 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDV 438 
           L     V V + DP C  K+FP ++++ 
Sbjct: 407 LLGLGGVDVRLDDPSCVSKSFPHFWEL 433 
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>ref|YP_001922269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           E3 str. Alaska E43] 
 sp|B2UYK7.1|AROA_CLOBA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD52475.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           E3 str. Alaska E43] 
          Length = 433 
 
 Score =  182 bits (463), Expect = 6e-44,   Method: Compositional matrix adjust. 
 Identities = 133/431 (30%), Positives = 227/431 (52%), Gaps = 30/431 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G VK+P SKS+++R ++ AAL +G + + N+  S+D+   + A+R+LG  +   K   
Sbjct: 10  KLKGEVKIPPSKSMAHRGVICAALGDGISKIRNINYSDDIRATINAMRSLGAIIT--KED 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF----LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +   ++G       E  K+ ++L        +G  +R L        G++ ++  G   + 
Sbjct: 68  EYLHIIG----IKSEKCKKNIELNRTIDCNESGSTLRFLVPISCIFEGSSRFI--GKGNL 121 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+          G       G     +R+ GI  L  G+ KL G ISSQ++S +L   
Sbjct: 122 GKRPLDTYYEIFDNQGIKYSYKKGK--LDLRIQGI--LKYGEFKLRGDISSQFISGMLFT 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            PL  GD +I I  +L S  Y+++TL  M  FG++   ++++  F IKG Q YKS  +   
Sbjct: 178 LPLLEGDSKIIITTELESKGYIDLTLSAMSDFGIEI-INNNYREFIIKGNQTYKSI-DYR 235 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +EGD S A++FL   A+    V +      SLQGD +  E+LE M  K+   + S+   G 
Sbjct: 236 IEGDYSQAAFFLVADALKS-EVFINDLKLESLQGDKEVIEILERMNMKIKNIDNSLL--G 292 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
            PRE     +L+A  ++ ++ PD+   +++ A   +G T I +V   R+KE +R+ A+ + 
Sbjct: 293 IPRE-----NLEATIIDGSQCPDIIPVISLAASLCNGRTEIINVGRLRIKECDRLSAVAS 347 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           EL KLGA++ E  D  II   + L     + ++ DHR+AM  ++A+  C E P+ + D   
Sbjct: 348 ELNKLGANIIEKEDSLIIDGVKTLKGGVKVWSHKDHRIAMMLAIASTVCME-PIILEDYE 406 
 
Query: 427 CTRKTFPDYFD 437 
           C  K++P++FD 
Sbjct: 407 CISKSYPEFFD 417 
 
 
>ref|ZP_07085696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chryseobacterium 
           gleum ATCC 35910] 
 gb|EFK36524.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chryseobacterium 
           gleum ATCC 35910] 
          Length = 408 
 
 Score =  182 bits (463), Expect = 7e-44,   Method: Compositional matrix adjust. 
 Identities = 138/436 (31%), Positives = 222/436 (50%), Gaps = 49/436 (11%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV++ GSKS+SNR+L+L +L     +  NL NS+D   +  AL            ++    
Sbjct: 14  TVQISGSKSISNRLLILESLFSNIKI-GNLSNSQDTQLLKKAL------------SENTD 60 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           VV                  + +AG AMR LT+  +   G  T +L G  RM+ERPI +L 
Sbjct: 61  VVD-----------------IHHAGTAMRFLTSYYSIQEGKTT-ILTGSGRMKERPIKNL 102 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+ LG +++       PP+++ G   +    V +  +ISSQ++++LL+ A      + 
Sbjct: 103 VSALRDLGVEIEYMENEGFPPLKIRG-RKITQTSVNVPANISSQFITSLLLIAGKLENGL 161 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV-----EG 252 
           +I ++ ++ S  Y+EMTL ++ +FG+++    S++   IK  + +   KNA V     E  
Sbjct: 162 QINLVGEVTSRSYIEMTLDILTKFGIQS----SFEGNSIKV-EPFTPDKNAEVVHYEVES 216 
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Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE-MMGAKVTWTETSVTVTGPP 311 
           D SSASYF +  A+   T+ ++     S QGD   A + E   G K T++E    +T  P 
Sbjct: 217 DWSSASYFYSICALGRKTIHLKSFYKESTQGDSAIAGIYEKFFGIKTTFSEDEHQLTLEP 276 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
           +  F     + I ++MN  PD+A TL V A     P  I  + + RVKET+R++A+  EL 
Sbjct: 277 QPDFSFP--EKIVLDMNNCPDIAQTLCVTAAALKIPFEISGLGTLRVKETDRLLALYNEL 334 
 
Query: 372 TKLGASVEEGPDYCI--ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            KLG    E  D  I  I+  E     ++ TY DHRMAM+F+   C    +TI D      
Sbjct: 335 QKLGTET-EITDLTIQSISFKEPQEHISVKTYQDHRMAMSFA-PFCLIQELTIEDEDVVE 392 
 
Query: 430 KTFPDYFDVLSTFVKN 445 
           K++P +++ L + + + 
Sbjct: 393 KSYPMFWEDLESILTH 408 
 
 
>gb|EFP93820.1| pentafunctional AROM polypeptide [Puccinia graminis f. sp. tritici 
           CRL 75-36-700-3] 
          Length = 1560 
 
 Score =  182 bits (462), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 139/387 (35%), Positives = 211/387 (54%), Gaps = 41/387 (10%) 
 
Query: 86  PVEDAKEEVQLFLGNAGIAMRSLTAAVT----AAGGNATYVLDGVPRMRERPIGDLVVGL 141 
           P  D K    ++LGNAG A R LT   +         ++ V+ G  RM+ERPIG LV  L 
Sbjct: 400 PAPDGK---HVYLGNAGTAARFLTTVCSLVKSQVSNQSSTVITGNARMQERPIGPLVDTL 456 
 
Query: 142 KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 201 
           +  G  +D      C P+R++   G PGG ++L+ S+SSQY+S++L++AP A   V + + 
Sbjct: 457 RTNGVQIDYLRNEGCLPLRISPEDGFPGGMIELAASVSSQYVSSVLLSAPFAQAPVTLSL 516 
 
Query: 202 I-DKLISIPYVEMTLRLMERFGVKAEHSDS------WDRFYIKGGQKYKSPKNAYVEGDA 254 
           +   +IS PY+++T+ +M  FG++ E           + + I  G  YK+P    +E DA 
Sbjct: 517 VGGAVISQPYIDITISMMSTFGIQVERVKDPATGLPSNTYRIPNG-TYKNPPVYEIESDA 575 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+Y LA AA+ G ++T+E  G+ SLQGD +FA +VLE MG +V  TE    V GP    
Sbjct: 576 SSATYPLAMAALNGLSITLETIGSGSLQGDAQFAKKVLEPMGCQVIQTERETKVIGPS-- 633 
 
Query: 314 PFGRKHLKAI-DVNMNKMPDVAMT----LAVVALFADG----PTAIRDVASWRVKETERM 364 
                 L+ + +++M +M D  +T    L V A  ++      T I  +A+ RVKE  R+ 
Sbjct: 634 --AVSELRQLGEIDMEEMTDAFLTACVVLGVAAQHSEKEQRMSTRIIGIANQRVKECNRI 691 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEKL----NVTAIDTYDDHRMAMAFSLAACAEV 418 
            A+  EL K+G   +E  D   +  TP + L    +   I+ YDDHR+AMAFS+     V 
Sbjct: 692 AAMVAELGKMGIHAQELEDGIEVFGTPVDALAKRGDQVRINCYDDHRIAMAFSV--LGTV 749 
 
Query: 419 P----VTIRDPGCTRKTFPDYFDVLST 441 
           P    + + +  C  KT+P ++D LST 
Sbjct: 750 PGGKGLILNEKRCVEKTWPSWWDDLST 776 
 
 
>ref|ZP_01890962.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [unidentified 
           eubacterium SCB49] 
 gb|EDM43733.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [unidentified 
           eubacterium SCB49] 
          Length = 409 
 
 Score =  182 bits (462), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 134/426 (31%), Positives = 209/426 (49%), Gaps = 48/426 (11%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +KL GSKS +NR+L+L AL  G  +  N   S+D   M+ AL + G  ++           
Sbjct: 17  IKLGGSKSEANRLLVLQALFSGIEIT-NCSTSDDSQTMMNALSSDGNLID---------- 65 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                              + +AG AMR LTA      G     L G  RM +RPIG LV 
Sbjct: 66  -------------------VSHAGTAMRFLTAYFATQDGREV-TLTGSKRMLQRPIGLLV 105 
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Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             LK LGAD+        PP+ + G   L   +V ++ ++SSQY+SAL++ AP     ++ 
Sbjct: 106 DALKALGADISYVKNIGYPPLLIRG-KQLKANEVTIAANVSSQYISALMLIAPSLPEGLK 164 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPKNAYVEGDAS 255 
           I +   + S+PY+ MTL+L+++ G +    D+  R     I G +K +      VE D S 
Sbjct: 165 IRLDGNVTSVPYINMTLQLLKQLGFEGGFEDNVVRVLPGAITGVKKIR------VESDWS 218 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S SY     A+T  G +T       SLQGD   +++ + +G +  + E   +VT       
Sbjct: 219 SVSYLYGLIALTQSGKLTTSTFKKESLQGDAALSDIYQELGVETIFNEDD-SVTLQKISE 277 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
             + HL   + N+   PD+A T+AV          +  + + ++KET+R+ A++ EL KL 
Sbjct: 278 VTKAHL---EFNLINTPDIAQTIAVTCFGLGVSCTLTGLHTLKIKETDRLFALKVELEKL 334 
 
Query: 375 GASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           GA V    +  ++     +    AIDTY DHRMAMAF+     +  +TI +     K+FP 
Sbjct: 335 GAQVHITENSLMLEKSTAIKAGVAIDTYQDHRMAMAFA-PLVLKTSLTINEADVVSKSFP 393 
 
Query: 434 DYFDVL 439 
           ++++VL 
Sbjct: 394 EFWEVL 399 
 
 
>gb|AAT74841.1| AROM polypeptide [Tetrahymena thermophila] 
          Length = 1577 
 
 Score =  182 bits (462), Expect = 1e-43,   Method: Composition-based stats. 
 Identities = 133/444 (29%), Positives = 223/444 (50%), Gaps = 33/444 (7%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           ++L GSKS++NR+L+L+AL +    + N+L +ED   M+ +L+TLG        A    V 
Sbjct: 382 IQLAGSKSITNRVLILSALLDKEIQLQNVLFAEDTEVMMKSLQTLGACSIQQLDANTVKV 441 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G GG F  +D KE   +++ N+G + R + + +     N + V+    RM+ERPI DL+ 
Sbjct: 442 KGNGGAFNFQDEKE---IYVNNSGTSARFICSMLLLLKPNQSVVIRCCERMKERPIKDLI 498 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L     + +        P RV       GG + ++  ISSQY++ +LMAAP AL  V  
Sbjct: 499 EALSDF-LNFEYLEKEFYLPFRVTKKYEFKGGDIHINSKISSQYVTGILMAAPYALEPVR 557 
 
Query: 199 IEI--IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEGDAS 255 
           + +   +++ S P+++MT  +M++FG    + +  + F I    KY  PK + Y+E DA+ 
Sbjct: 558 VILSQTEQITSEPFIQMTFDMMKQFGSNI-YREKQNIFNIS-NTKYLYPKESYYIEPDAA 615 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           +ASY +A A +    + ++G    SLQGD+KF E L  +G  V + +  V + G       
Sbjct: 616 TASYDMAWAVLNQKKIIIKGFQIHSLQGDLKFTEKLVGLGYCVEYNDVGVIIRG----DL 671 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVV--ALFADGPTA--IRDVASWRVKETERMVAIRTEL 371 
            +K       + N   D  +T  ++  AL  +   +  I ++A+ RVKE +R+ A+   L 
Sbjct: 672 PQKECTQTTFDFNDCTDTFITFGIILAALENNNNQSYKIVNIANQRVKECDRIHALSLNL 731 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDT--------YDDHRMAMAFSLAAC-------- 415 
            K G    E  D   I P +K  +   D+        ++DHR+ MAFS             
Sbjct: 732 KKFGIKTIEYDDGIEIFPNKKQLLEQCDSKQSIIIECFNDHRLGMAFSQLGNFIKNKNGQ 791 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVL 439 
             + + + +  C +KTFP +++ L 
Sbjct: 792 NSLDIILDEGDCVKKTFPSFYNHL 815 
 
 
>ref|YP_003871327.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) 
           [Paenibacillus polymyxa E681] 
 gb|ADM70789.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) 
           [Paenibacillus polymyxa E681] 
          Length = 430 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 681



 

 

 
 Score =  182 bits (461), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 145/440 (32%), Positives = 226/440 (51%), Gaps = 22/440 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++P   + G +    SK+ + R LL AAL+EG + +    +SED   M   +  LG  
Sbjct: 2   DVIVRPTPSLQGEIGALSSKNYTTRYLLTAALAEGQSTIYYPAHSEDSDAMRRCIADLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E D   ++ V+ G G     +  KE   L +GNAG  +R L   + +   + T+V    
Sbjct: 62  VLEEDD--EKIVITGFGSH--PQAVKE---LNVGNAGAVLRFLMG-IASLCADVTFVNTY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP  DL+  L QLG  VD   G    P+R+ G G   GGK+++SGS+SSQYLSA 
Sbjct: 114 PDSLGKRPHDDLIDALGQLGVKVDHREGK--LPIRIQG-GQAKGGKIQVSGSVSSQYLSA 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   PL   D EIE++  L S   +  TL +++  G+    SD +  F + G Q Y+ P 
Sbjct: 171 LLFLTPLLEEDSEIEVLHDLKSKVVIGQTLEVLQEAGIIIHASDDYMSFRVPGRQSYQ-P 229 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +   V+GD   ++  LA AA+T   VT+      S QG+    +VL MM   +T    +V 
Sbjct: 230 RTYTVQGDYPGSAAVLAAAAVTNSDVTIHRLKEQSKQGERAIVDVLRMMEVPLTHENDTV 289 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G  R       LKA++ + +   D  + +   A+FA+G +   +V + R KE +R+  
Sbjct: 290 VVKGNGR-------LKAVEFDGDAATDAVLAMVAAAVFAEGTSRFYNVENLRYKECDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
               ELTK GA VEE     I+   PE +     I+ + DHR+ MA ++    ++ P+ I 
Sbjct: 343 DYLNELTKAGARVEERQAEIIVHGRPEGVEGGVEINAHFDHRVIMALTIVGLRSQKPLVI 402 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
           +D     K++P YFD L+T  
Sbjct: 403 KDAHHVAKSYPQYFDHLTTL 422 
 
 
>ref|ZP_06475046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia symbiont of 
           Datisca glomerata] 
 gb|EFD28258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia symbiont of 
           Datisca glomerata] 
          Length = 440 
 
 Score =  182 bits (461), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 151/430 (35%), Positives = 221/430 (51%), Gaps = 29/430 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV +PGSKS +NR L+LAA+S GT+ +   L S D   M  AL  LG++V  D   
Sbjct: 19  RPVDATVTMPGSKSATNRALILAAISAGTSRLTRPLRSRDSLLMAAALGELGVAVVDDHD 78 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                     G++P++ A    ++  GNAG   R   A  T A G+   V DG PRMRER 
Sbjct: 79  DWL-----VHGRYPLQ-AAPAARVDCGNAGTVARFTPALATLAHGD--VVFDGDPRMRER 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  L+  L+ LGA +D     D  P+ V+G G LPGG V +  S SSQ +S LL+AAP  
Sbjct: 131 PLTPLLDALRTLGAAIDG----DRMPLTVHGRGHLPGGAVTVDASTSSQLVSGLLLAAPR 186 
 
Query: 193 ALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAE-----HSDSWDRFYIKGGQKYKSPK 246 
               V +  +  +L S PY+EMT+  +   G   E           R+ +  G  +     
Sbjct: 187 YDQGVTVRHVGTRLPSWPYLEMTVADLRVAGAAVEVDVDRRPGGEARWSVAAGPLHA--H 244 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  +E D +SAS FLA AA TGG V +    + ++Q      ++L  MG   T T   +  
Sbjct: 245 DRVIEPDINSASAFLAAAAATGGRVVLADWPSGTVQPGRMLPDLLTAMGCVCTLTTAGLE 304 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V GP R       L+ IDV+++   + A TL  +A+ AD P+ +R +A  R++ET+R+ A 
Sbjct: 305 VRGPGR-------LRGIDVDLSDYGEAAPTLTALAVLADSPSRLRGIAHLRLQETDRLGA 357 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
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           +  EL +LGA +    D   ++ P  L    +D   DHR+AMA+++       V + D   
Sbjct: 358 LAAELGRLGADITVTDDGLAVS-PAPLTGARLDPRADHRLAMAYAVVGLVVPGVLVDDIA 416 
 
Query: 427 CTRKTFPDYF 436 
            T KT P YF 
Sbjct: 417 TTGKTVP-YF 425 
 
 
>ref|YP_003257006.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blattabacterium sp. 
           (Periplaneta americana) str. BPLAN] 
 gb|ACX83863.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blattabacterium sp. 
           (Periplaneta americana) str. BPLAN] 
          Length = 416 
 
 Score =  182 bits (461), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 128/433 (29%), Positives = 217/433 (50%), Gaps = 60/433 (13%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G+V + GSKS+SNR+L+L A+      ++NL N ED   +  +L +    ++         
Sbjct: 16  GSVSITGSKSVSNRLLILKAVYPDDIQIENLSNCEDTQVLKKSLNSTSNILD-------- 67 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
                                + +AG AMR LT+ ++   G    +L G  RM+ERPI   
Sbjct: 68  ---------------------IHHAGTAMRFLTSYLSVQEGKEV-ILTGSNRMKERPISV 105 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           LV  LK+LG+++        PP+++ G   + GG++ ++  ISSQY+S+L++ A       
Sbjct: 106 LVEALKKLGSEIIYLEKVGYPPIKIFG-KKIFGGEIDINAKISSQYISSLMLIASTFQMG 164 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           ++I + + + SIPY++MT  L+   G+KA   D     +I  G++ K  K+  +E D SS 
Sbjct: 165 LKIYLKENITSIPYIKMTFDLLILAGIKAFWKDKI--IHIHPGKE-KGQKHFSIESDWSS 221 
 
Query: 257 ASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLE-MMGAKVTWTETSVTVTG----- 309 
           ASY+ +   I   + +T+      SLQGD + + + E   G    + ++ +T+        
Sbjct: 222 ASYYYSMVTIAKKSHMTLSSYKNESLQGDREVSSIYEKYFGISTIFDKSIITLNKRLNFI 281 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           PPR          I++++NK PD+A T+ V          ++ + + ++KET+R+ A++  
Sbjct: 282 PPR---------IINLDLNKTPDLAQTIVVTCSAIGIRCHLKGLETLKIKETDRLRALKN 332 
 
Query: 370 ELTKLGASVE------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           EL K G  ++      E  D+       K+N   I TY DHRMAM+FS       P+ I  
Sbjct: 333 ELFKFGIKIKITNSCLEITDFFQKEINSKIN---IKTYQDHRMAMSFSPFGLL-YPIQIE 388 
 
Query: 424 DPGCTRKTFPDYF 436 
           DP    K++PD++ 
Sbjct: 389 DPNVVEKSYPDFW 401 
 
 
>ref|YP_003096551.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Flavobacteriaceae 
           bacterium 3519-10] 
 gb|ACU08489.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Flavobacteriaceae 
           bacterium 3519-10] 
          Length = 410 
 
 Score =  181 bits (460), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 138/432 (31%), Positives = 211/432 (48%), Gaps = 50/432 (11%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+++ GSKS+SNR+L+L  L +   ++ NL +S+D   +  AL        +DK       
Sbjct: 13  TIEISGSKSISNRLLILQHLVKNIKII-NLSDSQDTQLLQEALN-------SDKDL---- 60 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                             + + +AG AMR LT+      G  T  L G  RM++RPI +L 
Sbjct: 61  ------------------IDVHHAGTAMRFLTSYFAIQDGK-TVTLTGSARMKQRPIKNL 101 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+ LGAD+        PP+++ G   L    V +S  ISSQ++++L++        + 
Sbjct: 102 VDALRDLGADIQYLENEGFPPLKIVG-KNLEKNTVTISADISSQFITSLMLVGAKLENGL 160 
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Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYKSPKNAYVEG 252 
           +I +  K+ S PY+EMTL+++       E  + W    I        QK   P    VE  
Sbjct: 161 QINLSGKITSKPYLEMTLKILRTL----EIPNQWTGNTISISPAIRSQKSSQPVPFVVES 216 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D SSASYF + AAI+  TV +      SLQGD    E+        T +E + +       
Sbjct: 217 DWSSASYFYSLAAISRETVNLRCFKPYSLQGDSVLKEIYWKFFGVNTISEGAESRISLMP 276 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
           EPF     ++I ++MN  PD+A TL V A     P  I  +A+ +VKET+R++A++ EL  
Sbjct: 277 EPFFSLP-ESISLDMNDCPDIAQTLCVTATALQIPFGITGLATLKVKETDRLLALKNELF 335 
 
Query: 373 KLGASVEEGPDYC----IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           K+G  VE   D         P E +    I TY+DHRMAM+F+   C    +TI +     
Sbjct: 336 KIGCIVEITDDSISSVKFFDPNENI---CIATYNDHRMAMSFA-PYCLVKSLTIENAEVV 391 
 
Query: 429 RKTFPDYFDVLS 440 
            K++P ++D L+ 
Sbjct: 392 EKSYPKFWDDLN 403 
 
 
>ref|ZP_03293534.1| hypothetical protein CLOHIR_01484 [Clostridium hiranonis DSM 13275] 
 gb|EEA84856.1| hypothetical protein CLOHIR_01484 [Clostridium hiranonis DSM 13275] 
          Length = 443 
 
 Score =  181 bits (460), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 135/448 (30%), Positives = 225/448 (50%), Gaps = 40/448 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I ++P K +SG V +P SKS ++R L+ AALSEG ++++N+  S+D+   L A+++ G  
Sbjct: 2   DIRIKPSK-LSGDVTIPPSKSFAHRALICAALSEGKSIINNIELSDDIKATLEAVKSFGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN---AGIAMRSLTAAVTAAGGNATYV 122 
                K    ++ +    K   E+ + +  L + N   +G  +R +       G    +  
Sbjct: 61  ---VSKVGDTSIEIEGIRKNAGEEIETDNDLHIINCNESGSTLRFMIPIAAVLGYKCRFE 117 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVD---CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           + G   + +RP+        + G   +    +L  D         G L  G+  + G+IS 
Sbjct: 118 MSG--NLGKRPLDVYYDIFDKNGVKYEKGENYLEID---------GKLGAGEYDIPGNIS 166 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+++ +L A  +   D  I I+D + S  Y+++TL  ++ FG++ EH D + +F IKG  
Sbjct: 167 SQFITGMLFALSMLEDDSVINILDNIESKSYIDITLASLKDFGIEIEH-DEYRKFRIKGN 225 
 
Query: 240 QKYKSPK-----NAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           QKY   +     N Y VEGD S  ++FL   AI G  V V+G    S+QGD    ++LE  
Sbjct: 226 QKYNCKRENLDCNEYTVEGDFSQGAFFLCADAI-GNDVNVKGLRRNSIQGDKATVDILER 284 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MG +  + E                 L +  ++    PD+   L+V A FA+G T I +  
Sbjct: 285 MGCERVYDECDDI-------KMKVNSLNSTVIDATDCPDIIPVLSVCAAFANGTTEIVNA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLN-VTAIDTYDDHRMAMAF 410 
              R+KE +R+ AI  EL+KLGA++EE  D  II     +KL     + ++ DHR+ M   
Sbjct: 338 KRLRIKECDRLSAINEELSKLGANIEEREDSLIIYGNGNKKLKGGCEVWSHKDHRICMML 397 
 
Query: 411 SLAAC-AEVPVTIRDPGCTRKTFPDYFD 437 
           S+A+   E  + I+D  C  K++P +F+ 
Sbjct: 398 SIASTICEEEIVIKDAECISKSYPRFFE 425 
 
 
>ref|YP_003301285.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermomonospora 
           curvata DSM 43183] 
 gb|ACY99247.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermomonospora 
           curvata DSM 43183] 
          Length = 425 
 
 Score =  181 bits (459), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 138/438 (31%), Positives = 213/438 (48%), Gaps = 34/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DK 71 
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           ++ TV LPGSKS++NR L+LAAL+E  T +   L+S D   M   LR LG+ V+A   D  
Sbjct: 15  LAATVVLPGSKSMTNRALILAALAEEPTRIVRPLHSRDTELMAQGLRELGVRVDAEGDDW 74 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                   G  G          V + +G AG  MR L        G  T  +DG PR R+ 
Sbjct: 75  LVTPGDHAGPAGP---------VHVDVGLAGTVMRFLPPVAALTRGQVT--IDGDPRARQ 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+ LGA++D   G  C P  V+G G L GG V +  S SSQ +S LL+AAP 
Sbjct: 124 RPMRPIIDALRALGAEIDDG-GRGCLPFTVHGRGSLAGGSVTIDASASSQLVSGLLLAAP 182 
 
Query: 192 LALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPKN 247 
                VE+      + S P++ MT+R+++  G   E   +  R     ++GG++       
Sbjct: 183 RFTKGVEVRHEGPPVPSAPHLAMTVRMLQDAGAVVETGRNLWRVAPGPLRGGEQ------ 236 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E D S+A+ FL  A + GG VTV G    + Q       +L  MG +V+     +TV 
Sbjct: 237 -VIEPDLSNAAQFLGAALVAGGRVTVPGWPAETTQPGDALRHLLAEMGGRVSLGPQGLTV 295 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                   G   L+ +  ++  + ++   +A +A  AD P+ +  +A  R  ET+R+ A+ 
Sbjct: 296 -------HGDGTLRGLRADLRDVGELTPVIAALAALADSPSRLTGIAHLRGHETDRLAAL 348 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             E+  LG  V   PD   I  P  L+   + TYDDHRM MA ++   A   + + +    
Sbjct: 349 ADEINALGGDVRRLPDGLEIR-PRPLHGGLVRTYDDHRMVMAAAVLGLAVEGIVVENVAT 407 
 
Query: 428 TRKTFPDYFDVLSTFVKN 445 
             KT P + ++ +  ++  
Sbjct: 408 VGKTLPGFTELWTGMLEG 425 
 
 
>ref|YP_003178454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halomicrobium 
           mukohataei DSM 12286] 
 gb|ACV48747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halomicrobium 
           mukohataei DSM 12286] 
          Length = 430 
 
 Score =  181 bits (459), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 148/434 (34%), Positives = 214/434 (49%), Gaps = 31/434 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT + P SKS ++R +L A  ++G  V D L+ S D    + A+   G  V        
Sbjct: 10  VGGTARAPPSKSYTHRAILAAGYADGAVVHDPLV-SADTRATMRAVTAFGGGVALRDEET 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G  G+    D      +   N+G   R +TA  TAA G+   VL G   +R RP  
Sbjct: 69  VLDVTGFDGRPETPDDV----IDCANSGTTTRLVTA--TAALGDGLTVLTGDESLRSRPQ 122 
 
Query: 135 GDLVVGLK-QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           G L+  +   L    +   G    P+ V G   + GG+V + G +SSQY++ALLMA  +  
Sbjct: 123 GPLLDAITTDLDGRAESTRGNGQAPLVVGG--AVDGGEVSIPGDVSSQYITALLMAGAVT 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEG 252 
            G +++ +  +L S PYV++TL ++  FG++AE   + D F + GGQ Y      Y V G 
Sbjct: 181 DGGIDVHLETELKSAPYVDITLEVLADFGIEAEA--TPDGFAVPGGQSYAPTDGEYHVPG 238 
 
Query: 253 DASSASYFLAGAAIT---GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTV 307 
           D SS SY LA  A+    G T+T       S QGD    +++  MGA V W   +  + V 
Sbjct: 239 DFSSISYLLAAGALASEDGLTIT---SAYPSAQGDTAIVDIVREMGAGVDWDREAGEIEV 295 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           T  P        L  ++V++   PD+  T+A +   ADG T I D    R KET+R+ A+ 
Sbjct: 296 TSAP--------LSGVEVSVADTPDLLPTIATLGAAADGTTRIVDCEHVRYKETDRVSAM 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEK-LNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDP 425 
              LTK+GASVEE  +   I   E  L    +D   DHR+ MA S+A   A+   T+    
Sbjct: 348 AEALTKMGASVEERQETLTIHGGESDLQGATVDGRADHRIIMALSIAGLVADGTTTVDGI 407 
 
Query: 426 GCTRKTFPDYFDVL 439 
                +FPD+FDVL 
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Sbjct: 408 EHVDVSFPDFFDVL 421 
 
 
>ref|YP_003636308.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellulomonas 
           flavigena DSM 20109] 
 gb|ADG74109.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cellulomonas 
           flavigena DSM 20109] 
          Length = 443 
 
 Score =  181 bits (458), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 143/427 (33%), Positives = 214/427 (50%), Gaps = 23/427 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKSLSNR L+LAAL++G + + +LL S D   M GAL TLG+ V+       
Sbjct: 18  LDATVAVPGSKSLSNRYLVLAALAQGPSTLRSLLVSRDTRLMAGALETLGVQVD---LGG 74 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            AV V  G        +  V +  G AG  MR L A    A G   +   G      RP+ 
Sbjct: 75  DAVGVTPGAL------RGHVTVDCGLAGTVMRFLPAVAALADGPVHF--KGDVEALVRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LA 193 
           G L+  L+ L   VD        P  V+G G + GG+V +  S SSQ++S LL+AA     
Sbjct: 127 GPLLRALQALDVRVDEEGEPGHLPFTVHGTGAVRGGQVDVDASGSSQFVSGLLLAASRFD 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G         L S+P++ MT+ +M   GV  + S   + ++++ G      ++ +VE D 
Sbjct: 187 QGLTVRHTGPTLPSLPHIRMTVEVMRAAGVVVDDSRP-EIWHVEPGPVAG--RDVHVEPD 243 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FL  A + GG+V V G   T+ Q      ++L  MGA V      +TVT      
Sbjct: 244 LSNAAPFLCAAMVAGGSVRVPGWPATTTQPGGLLPDILTRMGATVALDGDVLTVT----- 298 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G   ++ +D+++    ++A T+A +A+  D PT +R +   R  ET+R+ A+  E+T+ 
Sbjct: 299 --GTGEVRGVDLDLRAAGEIAPTIAALAVHGDSPTRLRGIGHLRGHETDRLAALAAEITR 356 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG   E+  D  +IT P  L+     TY DHRMA A +L       V + D   T KT P 
Sbjct: 357 LGGQCEQTSDGLVIT-PRTLHGGVWGTYADHRMATAGALVGLRVPGVEVEDVATTAKTLP 415 
 
Query: 434 DYFDVLS 440 
            + D+ + 
Sbjct: 416 GFADLWA 422 
 
 
>ref|ZP_06300243.1| hypothetical protein pah_c197o073 [Parachlamydia acanthamoebae str. 
           Hall's coccus] 
 gb|EFB40684.1| hypothetical protein pah_c197o073 [Parachlamydia acanthamoebae str. 
           Hall's coccus] 
          Length = 449 
 
 Score =  181 bits (458), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 143/423 (33%), Positives = 215/423 (50%), Gaps = 22/423 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +P SKS + R +L A L++G +VV + L S D + M+ A R LG  +E       
Sbjct: 32  LTGEIGIPPSKSHTLRAILFATLAKGKSVVHHYLASPDTYAMIEACRHLGAKIEVFPTCI 91 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR-ERP 133 
              + G GGK     A  E  +  GN+GI +R  TA    A G+   V+ G   +R +RP 
Sbjct: 92  E--IRGTGGKI----AYAENVIDAGNSGIVLRFCTA--IGALGSLPIVITGDHSIRHQRP 143 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  L+ GL QLG       G    PV + G   +  GK  ++G   SQ +SALL+AA  A 
Sbjct: 144 MQPLLEGLSQLGVSQSSMRGDGFAPVIIQG--PIKSGKTVINGE-DSQPVSALLIAAAFA 200 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G +EI ++      P++ +TL  ++R G+  E+ + +  + + G   Y+   +  V GD 
Sbjct: 201 EGSIEI-VVKNPGETPWINLTLNWLDRLGIPYENHN-FTHYRLFGNACYEG-FDYTVPGD 257 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
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            SSA++ +A A +T   + V       +QGD +   V + MGAK+ + ET   +       
Sbjct: 258 FSSAAFPIAAALVTDSELVVRNIDMHDVQGDKELLSVFQRMGAKLHFDETQNILL----V 313 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G K L  I V++N   D    L+V+A FADG T IR+ A  R KE  R+ +I TEL K 
Sbjct: 314 KRGGK-LSGISVDINNFIDSITILSVLACFADGETHIRNAAIARRKECNRITSIATELRK 372 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTF 432 
           +GA V E  D  I+     LN   + +Y DHRM M+ ++AA  A     +    C  KTF 
Sbjct: 373 MGADVSELEDGLIVR-KSILNGAQLHSYQDHRMVMSLTVAALGARGETLLTSTECVSKTF 431 
 
Query: 433 PDY 435 
           P + 
Sbjct: 432 PTF 434 
 
 
>ref|YP_003935682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           sticklandii DSM 519] 
 emb|CBH20777.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Clostridium sticklandii] 
          Length = 428 
 
 Score =  181 bits (458), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 120/433 (27%), Positives = 228/433 (52%), Gaps = 21/433 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ ++P KE+SG + +P SKS+S+R ++ A+LS G + + N++ S+D+     A++ LG 
Sbjct: 2   KKVKIEP-KELSGEISIPPSKSISHRAVIAASLSSGVSEISNIVMSKDIKATCEAMKQLG 60 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +   KA    V +   G    +  K  +      +G  +R +      +    +++   
Sbjct: 61  AEISEVKAENERVKLIIKGIEVFKAPKASIDC--NESGSTLRFMIPIAMMSNSEISFI-- 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  ++ ERP+        + G   +     +  P+++NG   L  G   + G +SSQ+++ 
Sbjct: 117 GKGKLVERPLDVYYKIFDEQGIHYET--KDNKLPLKING--SLTPGTFDIRGDVSSQFIT 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L+   PL   D +I I  +L S  Y+++T+ ++ ++G+  E+ D +  FYIKG Q YK+ 
Sbjct: 173 GLMFVLPLLASDSKISITGELESKGYIDLTISVLSKYGIVIENDD-YKAFYIKGRQVYKA 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  VEGD S A+++L  A   G  +T      +SLQ D +  ++++ M  K++  + S 
Sbjct: 232 C-DYRVEGDFSQAAFWLV-AGCLGEKITSRDLNESSLQADKEVIDIIKSMAGKISCEDNS 289 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                       +   K   ++ +++PD+   L+V+A  + G T +++ A  R+KE++R+ 
Sbjct: 290 FIAQ--------KSQTKRTVIDASQIPDIIPVLSVLASVSKGTTIVKNGARLRIKESDRL 341 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
            A +TEL KLGA ++E  D  II    KL    +D+++DHR+AMA ++A+   E  V I  
Sbjct: 342 TATKTELNKLGADIKEEGDTLIIKGVSKLRGANVDSWNDHRIAMAMAVASIRCEGSVIID 401 
 
Query: 424 DPGCTRKTFPDYF 436 
                 K++P+++ 
Sbjct: 402 GASSVDKSYPNFW 414 
 
 
>ref|ZP_06919663.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sviceus 
           ATCC 29083] 
 gb|EDY54251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sviceus 
           ATCC 29083] 
          Length = 441 
 
 Score =  181 bits (458), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 138/434 (31%), Positives = 215/434 (49%), Gaps = 28/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE----AD 70 
           +  TV +PGSKS++NR L+LAAL+     +   L S D   M  ALR +G+ +E     D 
Sbjct: 20  VDATVHVPGSKSVTNRALVLAALASEPGWLRRPLRSRDTLLMAAALREMGVGIEEGVGPD 79 
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Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              +   V+  G + P         + +GNAG  MR L      A G   +  DG PR   
Sbjct: 80  GTGETWRVLPAGLRGPA-------TVDVGNAGTVMRFLPPVAALADGPIHF--DGDPRSY 130 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V++  S SSQ++SALL++  
Sbjct: 131 ERPLTGVIDALRALGARIDDD-GRGALPLTVHGGGALDGGPVEIDASSSSQFVSALLLSG 189 
 
Query: 191 PLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQKYKSPK 246 
           P     VE+      L S+P++ MT+ ++   G + +  +S    + + +  G      + 
Sbjct: 190 PRFNQGVEVRHTGSALPSMPHIRMTVDMLRAVGAQVDTPESGGEPNVWRVTPGALLG--R 247 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VE D S+A  FLA A +TGG V +      + Q   +  ++   MG     TE  +  
Sbjct: 248 DLTVEPDLSNAQPFLAAALVTGGKVVIPDWPARTTQPGDRLRKIFTEMGGSCELTEYGLV 307 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            TG          +  ID ++ ++ ++   +A VA  AD P+ +R V+  R+ ET+R+ A 
Sbjct: 308 FTG-------SGAIHGIDADLGEVGELTPGIAAVAALADSPSTLRGVSHLRLHETDRLAA 360 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  E+ +LG  V E  D   I  P +L+     TY+DHRMA A ++   A   V I +   
Sbjct: 361 LTKEINELGGDVTETADGLHIR-PRRLHGGIFHTYEDHRMATAGAVIGLAVEGVQIENVA 419 
 
Query: 427 CTRKTFPDYFDVLS 440 
            T KT PD+ D+ S 
Sbjct: 420 TTAKTLPDFPDMWS 433 
 
 
>ref|YP_003968514.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ilyobacter polytropus 
           DSM 2926] 
 gb|ADO84166.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ilyobacter polytropus 
           DSM 2926] 
          Length = 422 
 
 Score =  181 bits (458), Expect = 3e-43,   Method: Compositional matrix adjust. 
 Identities = 128/426 (30%), Positives = 225/426 (52%), Gaps = 26/426 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++G V +P SKSLS+R ++  A+++G + V NL+ S+D+   + A+  LG+S+   K   
Sbjct: 9   KLNGEVIIPPSKSLSHRAIIAGAMAKGKSNVTNLIMSDDIEATIEAMEALGVSI--SKGE 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               + G G        ++E  +    +G  +R L      A G   ++ +G  R+ +RP 
Sbjct: 67  HEVDIEGTGTL-----VRKESTINCRESGSTVRFLVPISLLADGEVKFIGEG--RLAKRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +          G   +   G D  P+ + G   L GG+ K+ G++SSQ+++ L+   P   
Sbjct: 120 LTTFFNIFNDFGVKYE--RGKDYLPLTIKG--KLTGGRYKMKGNVSSQFITGLMYTLPKL 175 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  IEI   L SI YV++TL ++++ G++ E+ D +  F+IKG Q++K P N  VEGD 
Sbjct: 176 KEDSVIEITTPLESIGYVDLTLDMLKKSGIEIENKD-YKEFHIKGNQEFK-PVNYRVEGD 233 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++++  A +  G   + G    SLQGD +  +++  MG  V  T   +T        
Sbjct: 234 YSQGAFWMVAATLGAGLDCI-GLEKDSLQGDKEILDIITKMGGIVKDTTKGLT------S 286 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
            F +     ID  +++ PD+   + V+A  ++G T I +    R+KE++R+ A+ TEL K 
Sbjct: 287 EFTKTKGAVID--LSQCPDLGPIVTVMASVSEGETRIVNAQRLRIKESDRITAMVTELNK 344 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           +GA + E  D  II   +KL   A + +++DHR+AMA ++A+   E  + I      +K+ 
Sbjct: 345 VGADITETEDGMIIRGVKKLKGGAKVSSWNDHRIAMAMAVASTQCEEAIIIEGAESVKKS 404 
 
Query: 432 FPDYFD 437 
           +P ++D 
Sbjct: 405 YPHFWD 410 
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>ref|ZP_07356893.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio sp. 
           3_1_syn3] 
 gb|EFL87297.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfovibrio sp. 
           3_1_syn3] 
          Length = 481 
 
 Score =  180 bits (457), Expect = 3e-43,   Method: Compositional matrix adjust. 
 Identities = 154/481 (32%), Positives = 220/481 (45%), Gaps = 68/481 (14%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-------D 70 
           TV  P SKSLS+R L+ AAL+ G + V + L S D+      L   G  +EA         
Sbjct: 12  TVTAPASKSLSHRYLIGAALAGGESTVRHTLESVDLECTRAILCGAGARMEALDASGNGA 71 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                   V   G  P       +   +  +G   R LTA +  A G   + + G  RM  
Sbjct: 72  GNNSGGWRVQGLGGAPRGGRGRPLDCDVRESGTTCRLLTAVL--AAGEGLFRVHGSKRMH 129 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALL 187 
           ERPIGDL   L +LGA V       CPP+ +   G    L  G + L   +SSQY S LL 
Sbjct: 130 ERPIGDLTDALTRLGAGVAFEGKPGCPPLLLQAHGLNPALADGIIHLGMDMSSQYFSGLL 189 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGV------KAEHSDSWD-------- 232 
           +AAP     + +E+   K +S PYV +TL+ +  FG+      +   +  W          
Sbjct: 190 LAAPFCATPLSVELAGRKAVSWPYVGLTLQCLTDFGISFSVETRKNEAAPWQTLPEGDWR 249 
 
Query: 233 ----------RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 282 
                     R  ++ G  Y+ P +  VEGD S ASYFLA  A+    V V G    SLQ 
Sbjct: 250 DLAEARPGCLRVTMRPG-AYR-PGDYTVEGDWSGASYFLAAGALGRRAVRVRGLRADSLQ 307 
 
Query: 283 GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 342 
           GD     +L+ MGA++     +VTV   P E      L  + ++M   PD+  T+AV+A  
Sbjct: 308 GDRAMLGILQKMGARLEVEPDAVTVY--PSE------LHGVALDMGSCPDLVPTVAVLAA 359 
 
Query: 343 FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-------------- 388 
           FA G T I +VA  R+KE++R+ A  TEL K G +V+E  D  +++               
Sbjct: 360 FAKGSTRISNVAHLRIKESDRINAPATELAKTGVTVDELSDGMLVSGTGGTGDMGGRLRN 419 
 
Query: 389 ---PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR----DPGCTRKTFPDYFDVLST 441 
               P       +  ++DHRMAM+ +L    +  + +R    DP   RK+FP ++DV S  
Sbjct: 420 RPAAPRLPEGATLSAHNDHRMAMSLALLGLRDPGLRVRERLDDPTVVRKSFPQFWDVWSR 479 
 
Query: 442 F 442 
             
Sbjct: 480 L 480 
 
 
>ref|ZP_07578367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotogales 
           bacterium mesG1.Ag.4.2] 
 gb|EFN46113.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotogales 
           bacterium mesG1.Ag.4.2] 
          Length = 429 
 
 Score =  180 bits (457), Expect = 3e-43,   Method: Compositional matrix adjust. 
 Identities = 133/440 (30%), Positives = 227/440 (51%), Gaps = 23/440 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I       +SG + +PGSKS + R +L+AA+++G + + N L SED      A R  G   
Sbjct: 2   IAFASKHNLSGKLSVPGSKSHTIRAVLIAAMAKGVSTIRNPLPSEDCLAATRAARAFGSD 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV-LDG 125 
           V+ +K          G K P +D  +      GN+G      TA    +G  + YV L G 
Sbjct: 62  VKIEKGVWTIKSSPEGLKIP-DDVID-----CGNSGTTFYFATAI---SGTLSDYVVLTG 112 
 
Query: 126 VPRMRERPIGDLVVGLKQLGA-DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             ++R RP+  L+  +++LGA  V     +D  PV V G   +  G +   G +S QY+S 
Sbjct: 113 DYQIRRRPVVKLLEAMRKLGAFAVTTRSDSDAAPVIVKG--PMRAGTIVFDGKMS-QYIS 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYK 243 
            +L+A+    G   IE+  K I  PY++MT+  M   G++ ++ + ++  F ++G Q YK 
Sbjct: 170 GMLLASARLEGKTRIEV-QKAIERPYLQMTVDWMSEHGIEVKYDEKNYSFFEVEGPQNYK 228 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P +  +  D  S ++ L  A +T   + +E    +  QGD    ++L+ MG  VT   + 
Sbjct: 229 -PVDTAIPSDWESVAFPLVAALVTDSELVIEDLDLSGSQGDAVIVDILKEMGGNVTLNRS 287 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           S ++     +  G   L+ I ++ + +PD    L V A +A+G T +  + S RVKET+R 
Sbjct: 288 SNSL-----KAVGGTKLRGITIDCSDIPDALPILTVAACYAEGDTVLTGIESIRVKETDR 342 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-I 422 
           +  ++ EL+K+GAS+E+     II   +KL    + ++DDHR+AM+ S+A      VT + 
Sbjct: 343 VEVMKRELSKMGASIEDTDHQMIIHGGKKLTGAKVQSHDDHRVAMSLSVAGLFSEGVTEV 402 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
            +  C   +FP +F+++++  
Sbjct: 403 SNAECVSVSFPGFFELMNSI 422 
 
 
>ref|YP_003947542.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus 
           polymyxa SC2] 
 gb|ADO57301.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus 
           polymyxa SC2] 
          Length = 430 
 
 Score =  180 bits (457), Expect = 3e-43,   Method: Compositional matrix adjust. 
 Identities = 145/440 (32%), Positives = 226/440 (51%), Gaps = 22/440 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++P   + G +    SK+ + R LL AAL++G + +    +SED   M   +  LG  
Sbjct: 2   DVIVRPTPSLQGEIGALSSKNYTTRYLLTAALADGQSTIYYPAHSEDSDAMRRCITDLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E D   ++ V+ G G     +  KE   L +GNAG  +R L   + +   + T+V    
Sbjct: 62  VLEEDD--EKIVITGFGSH--PQAVKE---LNVGNAGAVLRFLMG-IASLCPDVTFVNTY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP  DL+  L QLG  VD   G    P+R+ G G   GGK+++SGS+SSQYLSA 
Sbjct: 114 PDSLGKRPHDDLIDALGQLGVKVDHREGK--LPIRIQG-GQAKGGKIEVSGSVSSQYLSA 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   PL   D EIE++  L S   +  TL +++  G+    SD +  F + G Q Y+ P 
Sbjct: 171 LLFLTPLLEEDSEIEVLHDLKSKVVIGQTLEVLQEAGITIHASDDYMSFRVPGRQSYQ-P 229 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +   V+GD   ++  LA AA+T   VT+      S QG+    +VL MM   +T    +V 
Sbjct: 230 RTYTVQGDYPGSAAVLAAAAVTNSDVTIHRLKEQSKQGERAIVDVLRMMEVPLTHENDTV 289 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G  R       LKAI+ + +   D  + +   A+FA+G +   +V + R KE +R+  
Sbjct: 290 VVKGNGR-------LKAIEFDGDAATDAVLAMVAAAVFAEGTSRFYNVENLRYKECDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
               EL+K GA VEE     I+   PE +     I+ + DHR+ MA ++    A+ P+ I 
Sbjct: 343 DYLNELSKAGARVEERQAEIIVHGRPEGVEGGVEINAHYDHRVIMALTVVGLRAQKPLVI 402 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
           +D     K++P YFD L+T  
Sbjct: 403 KDAHHVAKSYPQYFDHLTTL 422 
 
 
>ref|YP_004099765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Intrasporangium 
           calvum DSM 43043] 
 gb|ADU49038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Intrasporangium 
           calvum DSM 43043] 
          Length = 475 
 
 Score =  180 bits (457), Expect = 4e-43,   Method: Compositional matrix adjust. 
 Identities = 152/437 (34%), Positives = 216/437 (49%), Gaps = 37/437 (8%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-A 69 
           P + +  TV LPGSKSL+NR L+LAAL+   + +   L S D   M  ALR LG+ ++   
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Sbjct: 39  PDRPVHATVLLPGSKSLTNRYLVLAALAGDRSRLRAPLRSRDTLLMADALRALGVRIDDV 98 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           D     A  V      P E  + +V++  G AG  MR L A    A G     LDG P+  
Sbjct: 99  DPDGDVAGSVPDWLVSPPEHLRGDVRIDCGLAGTVMRFLPAVAALARGPVH--LDGDPQA 156 
 
Query: 130 RERPIGDLVVGLKQLGA---DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           R RP+G ++  L+ LG    D D +L     P+ V+G G + GG V +  S SSQ++SAL 
Sbjct: 157 RVRPMGPVLESLRALGVELEDSDGYL-----PLTVHGRGSVRGGSVTMDASSSSQFVSAL 211 
 
Query: 187 LMAAPLALGDVEIEIIDK---LISIPYVEMTLRLMERFGVKAEHS--DSWDRFYIKGGQK 241 
           L+A   A  D  I I  +   + S P++ MT+  +   G   + S  D+W        +  
Sbjct: 212 LLAG--ARYDEGITIHHRGRPVPSQPHILMTVETLRDAGALVDDSEPDTW--------RV 261 
 
Query: 242 YKSPKNAY---VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             S  NA    +E D S+A  F+A A +TGGTV + G    + Q      E+L+ MGA V 
Sbjct: 262 EPSEINALDVSIEPDLSNAGPFVAAALVTGGTVRIPGWPQYTTQAGDLMREILDTMGADV 321 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
                 +TV        G   L  ID++++   ++  T+A +A  A  P++IR VA  R  
Sbjct: 322 RLDRHGLTV-------IGSGELVGIDIDLHDAAELTPTVAALAALASTPSSIRGVAHIRG 374 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
            ET+R+ A+  EL  LG +V E  D   I  P  L+     TY DHRMA A ++       
Sbjct: 375 HETDRLAALTAELGSLGGAVTETEDGLRIA-PAPLHGGRFRTYHDHRMATAGAIVGLRVH 433 
 
Query: 419 PVTIRDPGCTRKTFPDY 435 
            VT+ D   T KT PD+ 
Sbjct: 434 GVTVEDIETTSKTLPDF 450 
 
 
>ref|ZP_03700952.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium MS024-3C] 
 gb|EEG43261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium MS024-3C] 
          Length = 417 
 
 Score =  180 bits (456), Expect = 4e-43,   Method: Compositional matrix adjust. 
 Identities = 139/442 (31%), Positives = 219/442 (49%), Gaps = 61/442 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   + + GSKS +NR+LLL AL    ++ DNL NSED                  +A + 
Sbjct: 16  LKAQIAITGSKSETNRLLLLQALFPVLSI-DNLSNSEDA-----------------QAMQ 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R V            +K  V ++  +AG AMR LTA      G  + +L G  RM+ERPI 
Sbjct: 58  RGVA----------SSKGTVDIY--HAGTAMRFLTAYYATQPG-VSIILTGSERMQERPI 104 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G LV  L+ LGA++        PP+ + G   +    V+L+  +SSQY+SALL+       
Sbjct: 105 GILVDALRNLGAEISYVKNEGYPPLAIKG-SEITQDSVQLNAGVSSQYISALLLVGARLK 163 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------PKN 247 
             + + +  K+ S+PY++MTL+L+E+ GVK +            GQ+ K         ++ 
Sbjct: 164 NGLTLALEGKITSVPYIKMTLKLLEKIGVKTKFE----------GQEIKVFPASDVFSQS 213 
 
Query: 248 AYVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
             VE D SSASY+ +  A++  G  V++      SLQGD    ++   +G + T+ +  + 
Sbjct: 214 MVVESDWSSASYYYSLIALSDVGSEVSLSSYTPDSLQGDAVLRDIYSHLGVQTTFKKDQL 273 
 
Query: 306 TV--TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +     P +    K L     +++  PD+A T+AV          +  + + ++KET+R 
Sbjct: 274 VLAKVAAPSDAILEKGLAW---DLSNAPDIAQTIAVSCFGLGVACDLTGLHTLKIKETDR 330 
 
Query: 364 MVAIRTELTKLGASV---EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           +VA+  EL+KLGA +   E+           K +VT I TY DHRMAMAF+  A   VP+ 
Sbjct: 331 LVALENELSKLGAGLHITEKSLHLAAFNGSIKAHVT-IGTYHDHRMAMAFAPLAL-RVPI 388 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I D G   K++PD++  + T  
Sbjct: 389 AIEDAGVVNKSYPDFWTDMKTL 410 
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>ref|YP_004273047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pedobacter saltans 
           DSM 12145] 
 gb|ADY51225.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pedobacter saltans 
           DSM 12145] 
          Length = 412 
 
 Score =  180 bits (456), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 138/434 (31%), Positives = 216/434 (49%), Gaps = 52/434 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K I+ T++L GSKS SNR L++ ALS+G   ++NL ++ D             +V  D   
Sbjct: 12  KNINQTIELTGSKSESNRALIIQALSKGKVQIENLSSAAD-------------TVTLDNI 58 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K A             A    +  +G AG AMR L + +T  G N   VL G  RM++R 
Sbjct: 59  LKNAA------------AGNIAEANVGPAGTAMRFLASYLTVKGINT--VLTGTERMKQR 104 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG LV  L+ +G ++        PP+++          VK+ G ISSQY+++LL+ A   
Sbjct: 105 PIGILVDALRHIGGEIVYIENEGFPPLQIPSQFIQKSEAVKIKGDISSQYITSLLLIASF 164 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
               + +EI  +L S PYVEMTL  +E+ G+K     +W+   I    +  +     VE  
Sbjct: 165 LPKGLTLEIEGELTSRPYVEMTLGFLEQCGIKY----TWNDNKIAIPHQEFNESKLIVEP 220 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV---TVT 308 
           D S+ASY+ A AA+    T+T+      SLQGD    E++   G K T+ ET +    V+ 
Sbjct: 221 DWSAASYWYAFAALADSATITLPYLRQNSLQGDSAIVEIMSHFGVKTTFNETGLILEKVS 280 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P    F          ++   PD+A T+ VV+           + + ++KET+R+ A++ 
Sbjct: 281 TPLDSKF---------FDLKNCPDLAQTVIVVSAALGHEATFTGLETLKIKETDRIKALQ 331 
 
Query: 369 TELTKLGAS-VEEGPDYCI----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            +L K+G   +E+  +Y +    +  PEK+    I+TY+DHRMAMAF+  A     V I  
Sbjct: 332 EQLAKIGVKLIEKDLNYTLDCSGLHFPEKI---FINTYEDHRMAMAFAPLALFVKEVEIE 388 
 
Query: 424 DPGCTRKTFPDYFD 437 
           +     K++P Y++ 
Sbjct: 389 EERVVDKSYPHYWE 402 
 
 
>ref|ZP_06200730.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. D20] 
 ref|ZP_07940229.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           4_1_36] 
 gb|EFA21855.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. D20] 
 gb|EFV24529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           4_1_36] 
          Length = 438 
 
 Score =  180 bits (456), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 146/459 (31%), Positives = 217/459 (47%), Gaps = 77/459 (16%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   ++LP SKS+SNR L+L +L+ G  +  NL + +D   M  AL               
Sbjct: 11  LHAAIQLPASKSISNRALILHSLAHGNILPRNLSDCDDTIVMTRALD------------- 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                G  G   +             AG AMR LTA ++   G  T ++ G  RM++RPI 
Sbjct: 58  -----GNPGHIDIL-----------AAGTAMRFLTAYLSVTPG--TRIITGTQRMQQRPI 99 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  L++LGA ++       PP+R+ G   L G ++ L+G++SSQY+SALLM   +   
Sbjct: 100 RILVDALRELGARIEYVGNEGFPPLRITGTE-LTGSEISLAGNVSSQYISALLMIGTVLP 158 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + + +   +IS PY+ +TL+LM  FG +A+   S D   +  G    +P    VE D  
Sbjct: 159 KGLRLHLTGDIISRPYINLTLQLMRDFGAQADWV-SEDCITVSPGGYTDTPFT--VESDW 215 
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Query: 255 SSASYFLAGAAITG-------------------------GTVTVE--GCGTTSLQGDVKF 287 
           S+ASY+    AI G                          T  +E  G    S QGD +  
Sbjct: 216 SAASYWYQMMAIEGIKNEKIKGGDRSSAKESEDSTKEEAHTAEIELLGLFAHSYQGDSRG 275 
 
Query: 288 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA--IDVNMNKMPDVAMTLAVVALFAD 345 
           AEV   +G    +T+  V +T        RK   A  +D +M  +PD+A T  V     D 
Sbjct: 276 AEVFTRLGVHTEYTDRGVKLT--------RKGTPATRLDEDMVDIPDLAQTFVVTCCLMD 327 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYD 402 
            P     + S ++KET+R+ A+ TEL KLG  V    D  ++   E+    A   I TY+ 
Sbjct: 328 IPFRFTGLQSLKIKETDRITALITELRKLGYVVRSEQDSILLWDGERCPADADPVIATYE 387 
 
Query: 403 DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLS 440 
           DHRMAMAF+  AC  +P + I +P    K++P Y++ L  
Sbjct: 388 DHRMAMAFA-PACLVLPQIRINEPQVVTKSYPAYWEDLQ 425 
 
 
>ref|ZP_02861638.1| hypothetical protein ANASTE_00845 [Anaerofustis stercorihominis DSM 
           17244] 
 gb|EDS73128.1| hypothetical protein ANASTE_00845 [Anaerofustis stercorihominis DSM 
           17244] 
          Length = 412 
 
 Score =  180 bits (456), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 132/437 (30%), Positives = 220/437 (50%), Gaps = 46/437 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I + P K + G V +P SKS+++R ++ AALS+G +V+DN+  S+D+   + A++++G 
Sbjct: 2   DNIKITPNK-LKGKVNIPPSKSMAHRAIICAALSKGKSVIDNIELSDDIIATISAVKSMG 60 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D    R V +      P E    +  +    +G  +R          G  T++   
Sbjct: 61  AKVTTDN---RKVTIEGILNSPKE---SDFTVDCNESGSTLRFFVPITMLLKGEKTFI-- 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+        + G  ++ +   D   + V+G   L     ++ G ISSQ+++ 
Sbjct: 113 GKGNLGKRPLDVFYNIFDKQG--IEYYYEKDILNLTVDG--RLKADTFEVRGDISSQFIT 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LL   PL  GD +I I   L S  Y+++TL ++E+FG+K  ++D +  F IKG Q+YK+ 
Sbjct: 169 GLLFTLPLLEGDSKIVITTDLESKSYLDLTLSMLEKFGIKIINND-YKEFIIKGNQEYKA 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD---VKFAEVLEMMGAKVTWT 301 
             +  VEGD S A++FL+ A   G  + V G   TSLQGD   +K+ +VL     KV    
Sbjct: 228 -MDYTVEGDYSQAAFFLS-ANYLGSDIDVLGLDDTSLQGDKEIIKWIDVLNSSEEKV--- 282 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                                  ++    PD+   L V A    G T I +    R+KE  
Sbjct: 283 -----------------------IDAANCPDIIPVLTVCAALTKGETRIINAGRLRIKEC 319 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
           +R+ AI  EL+KLGA + E  D  +I   E L    +D++ DHR++M+ ++A+  A+  + 
Sbjct: 320 DRLNAISKELSKLGAKIIENEDNLVIEGVESLKGGIVDSHKDHRISMSMAIASTAAKDDI 379 
 
Query: 421 TIRDPGCTRKTFPDYFD 437 
            I+D  C RK++P +F+ 
Sbjct: 380 IIKDYMCVRKSYPTFFE 396 
 
 
>ref|ZP_00959872.1| hypothetical protein ISM_08555 [Roseovarius nubinhibens ISM] 
 gb|EAP78334.1| hypothetical protein ISM_08555 [Roseovarius nubinhibens ISM] 
          Length = 385 
 
 Score =  180 bits (456), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 137/415 (33%), Positives = 210/415 (50%), Gaps = 43/415 (10%) 
 
Query: 34  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 93 
           +AAL++GT+ +  LL S+D  +M+ ALR +G+ +E + +     + G GG       + + 
Sbjct: 1   MAALAQGTSTLTGLLRSDDTRHMMTALRQMGVEIE-ELSETSLRITGQGGL-----RQPD 54 
 
Query: 94  VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 153 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 693



 

 

             LFLGNAG A+R LTAAV    G  T  + G   M+ RPI  L+  L  LG  V      
Sbjct: 55  APLFLGNAGTAVRFLTAAVALVDGPVT--ITGDEHMQNRPIAPLIDTLVSLG--VAAKAP 110 
 
Query: 154 TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVE 212 
           T CPPV + G G    G V +SG++SSQY+SA+++ A +A  +  I I   K+ ++ Y++ 
Sbjct: 111 TGCPPVEIMGTGAFRTGDVTVSGALSSQYISAIMILAAMAKDETRIHIEGGKIGAVGYLQ 170 
 
Query: 213 MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 272 
           +T  +M  FG +     + +R  I+ G  Y++   A +E DAS+A+Y  A   +TGG +  
Sbjct: 171 ITAAVMRAFGAEVSFP-AENRIVIQPG-GYRAADYA-IEPDASAATYLWAAEVLTGGEID 227 
 
Query: 273 VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
                 +  Q D     ++                   P  P         ++  ++M D 
Sbjct: 228 TGAEPASMNQPDAAAHALIAAF----------------PDMP--------AEIEGSQMQD 263 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE--EGPDYCIITPP 390 
              TLAV+A F   P     +A+ RVKE +R+ A+R  LT++ A +   EG D  +   P 
Sbjct: 264 AIPTLAVLAAFNTRPVRFTGIANLRVKECDRVEALRDGLTRIRADLATVEGDDLIVHADP 323 
 
Query: 391 E---KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               +     ID+Y DHR+AM F+LA      +TI DP C  KTFP+Y+ VL +  
Sbjct: 324 ALSGQTQPARIDSYADHRIAMCFALAGLRIHGITIEDPDCVSKTFPNYWAVLESL 378 
 
 
>ref|ZP_07717729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeromicrobium marinum 
           DSM 15272] 
 gb|EFQ82964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeromicrobium marinum 
           DSM 15272] 
          Length = 425 
 
 Score =  180 bits (456), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 148/440 (33%), Positives = 222/440 (50%), Gaps = 29/440 (6%) 
 
Query: 9   LQPIKE--ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           L P ++  + G V +PGSKSL+NR L+LAA+++G + +   L S D   M+GAL  LG   
Sbjct: 8   LAPHRDSPVVGRVIVPGSKSLTNRALVLAAVADGPSTLRRALGSRDTSLMIGALTALGAE 67 
 
Query: 67  VEAD--KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           V  D  +   R +  G  G   V+          G AG  MR + A   AA G A    D 
Sbjct: 68  VTRDGLEWTVRPLDTGRTGAVAVD---------CGLAGTVMRFVPA--LAALGRARVTFD 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  R RERP+   +  L++LG +VD   G    P  V+G GG+ GG++++  S SSQ++S 
Sbjct: 117 GDERARERPMATTIGSLRRLGVEVDD-RGAGSLPFTVHGQGGVRGGRLEIDASASSQFVS 175 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ALL+AAP  +  +++    D L S P++ MT+  +   GV     D   R+ ++ G     
Sbjct: 176 ALLLAAPRFVEGLDLHHTGDTLPSAPHIAMTVAQLRDRGVVVH--DDVTRWRVEPGPVAA 233 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           +  +  +E D S+A  F+A A +T G VTV      + Q    +  + E  G         
Sbjct: 234 T--DLEIEPDLSNAGVFVAAALVTAGEVTVRHWPAATDQAGDAWRTITEAFGGTAHREGD 291 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V  TGP R       L  +D+++  + ++A  +A VA FAD P+ +R +A  R  ET+R 
Sbjct: 292 DVVFTGPDR-------LAGVDLDLRDVGELAPVVAAVAAFADRPSTLRGIAHLRGHETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+ TE+ +LG  V E PD   I  P  L+   + TY DHRMA A  + A     V +  
Sbjct: 345 LAALATEINRLGGDVSETPDGLEIR-PRPLHGDVVRTYHDHRMAHAAVVLALRVPDVFVE 403 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           +   T KT+P++  V    V 
Sbjct: 404 NVVTTVKTYPNFAPVWERLV 423 
 
 
>ref|ZP_07607719.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           violaceusniger Tu 4113] 
 gb|EFN16825.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           violaceusniger Tu 4113] 
          Length = 458 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 694



 

 

 
 Score =  180 bits (456), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 138/437 (31%), Positives = 219/437 (50%), Gaps = 36/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---ADK 71 
           ++ TV +PGSKS++NR L+LAAL+     +   L S D   M  ALR +G+ +E   +D  
Sbjct: 24  VAATVTVPGSKSVTNRGLILAALAAEPGWLRRPLRSRDTLLMAAALRAMGVGIEETVSDG 83 
 
Query: 72  A-----------AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           A           A R +  G  G   ++         +GNAG  MR L      A G    
Sbjct: 84  ALGSGGPSGGGEAWRVIPAGLHGPATID---------VGNAGTVMRFLPPVAALADGPVH 134 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           +  DG PR  ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V++  S SS 
Sbjct: 135 F--DGDPRSHERPLHGVIDALRALGARIDDD-GRGALPMTVHGGGALDGGPVRIDASSSS 191 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDK-LISIPYVEMTLRLMERFGVKAEHSDSW-DRFYIKG 238 
           Q++SALL++AP     VE+  I   L S+P++ MT+ ++   G + + +++  +R   +  
Sbjct: 192 QFVSALLLSAPRFNQGVEVRHIGAALPSLPHIRMTVDMLRAAGARVDTAEAGGERGVWRV 251 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
                  ++  VE D S+A+ FLA A +TGG VT+      + Q   +   +   MG    
Sbjct: 252 APSALLGRDLVVEPDLSNAAPFLAAALVTGGRVTIPDWPDRTTQPGDELRRIFTEMGGSY 311 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
             T+  +T TG  R       +  ID +++++ ++   +A VA  AD  + +R +A  R+ 
Sbjct: 312 DLTDAGLTFTGTGR-------ITGIDADLHEVGELTPVIAAVAALADSESVLRGIAHLRL 364 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
            ET+R+ A+  E+ +LG  V E  D   I  P  L+     TY+DHR+A A ++   A   
Sbjct: 365 HETDRLAALAKEINELGGDVAETEDGLRIR-PRPLHGGIFHTYEDHRLATAAAVLGLAVD 423 
 
Query: 419 PVTIRDPGCTRKTFPDY 435 
            V + +   T KT PD+ 
Sbjct: 424 GVLVENVSTTAKTLPDF 440 
 
 
>ref|YP_003958696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium limosum 
           KIST612] 
 gb|ADO35733.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium limosum 
           KIST612] 
          Length = 402 
 
 Score =  179 bits (455), Expect = 5e-43,   Method: Compositional matrix adjust. 
 Identities = 134/408 (32%), Positives = 209/408 (51%), Gaps = 39/408 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK- 71 
           K++ GT+ +P SKS+S+R ++ AALS+GT+V+ N+L S+D+     A+  LG  ++ ++  
Sbjct: 9   KKLGGTICIPPSKSVSHRAVMCAALSQGTSVITNILLSDDITATCKAMEILGAEIKYEEN 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             KR  +   G   P  + K    +    +G  +R +   +     N+  +  G  R+ E 
Sbjct: 69  EEKRFTLTITGVSHPDTEGK---TIDCIESGSTLRFIIPLLALKARNSRVI--GRGRLVE 123 
 
Query: 132 RPIG---------DLVVGLKQLGADVD-CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           RP+          D+    +  G ++  CF GT  P            G  +L+GSISSQ 
Sbjct: 124 RPMQPYYDIFEEQDITYQKETEGQELPLCFTGTLKP------------GAYRLNGSISSQ 171 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +++ LL A PL  GD  IEI   L S PY+++TL +ME+FG+   + D +  F I G Q+ 
Sbjct: 172 FITGLLFALPLLDGDSVIEITTPLESRPYIDITLDVMEKFGIAVVNED-YHLFRIAGNQR 230 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y + ++  VEGD S  +++L G  I G     E   + S QGD    E+++ MG  V  T 
Sbjct: 231 YMA-RDYRVEGDFSQGAFWLVGG-ILGKKTDCEDLQSASSQGDKAIIEIIQAMGGNVAQT 288 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E    VT P     G  H     VN+++ PD+   L V+A  + G T I   A  R KE+ 
Sbjct: 289 EKGY-VTKP-----GSTH--GAVVNVSQCPDLVPVLTVLAALSQGTTEIVGAARLRFKES 340 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
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           +R+ A+   LT LGA + E P+   I   E      +D+++DHR+AMA 
Sbjct: 341 DRLAAMNEVLTTLGAKLTEHPEGMTIEGVEHFTGGVVDSHNDHRIAMA 388 
 
 
>ref|ZP_02428786.1| hypothetical protein CLORAM_02197 [Clostridium ramosum DSM 1402] 
 gb|EDS17413.1| hypothetical protein CLORAM_02197 [Clostridium ramosum DSM 1402] 
          Length = 426 
 
 Score =  179 bits (455), Expect = 6e-43,   Method: Compositional matrix adjust. 
 Identities = 124/425 (29%), Positives = 223/425 (52%), Gaps = 25/425 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V++P SKSL++R ++ A+L++G + +DN+  S+D+   + A+++LG  +E  K   
Sbjct: 10  KLSGVVQVPPSKSLAHRAIICASLAKGISRIDNIEYSKDIQATIKAMQSLGTKIE--KYD 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G          K+  ++    +G  +R +          A +V  G   + +RP 
Sbjct: 68  DYLIIDGTTTY-----TKQNSEIDCEESGSTLRFMVPIAIVEENKAHFV--GRGNLGKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +       ++   ++      D   + V  IG L     K+ G+ISSQ+++ LL A PL  
Sbjct: 121 LNTFYEIFER--QNIGYLYKEDILDLYV--IGKLKPDHYKVPGNISSQFITGLLFALPLL 176 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD  IEI   L S  Y+++TL+++ ++G+K  ++D +  F + G Q+Y++  +  VE D 
Sbjct: 177 DGDSIIEITSPLESKGYIDLTLQMLNQYGIKIVNND-YKSFIVMGKQEYQA-HDYRVEAD 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A+++L   AI G  V +      SLQGD    E LE MGAK++     + VTG     
Sbjct: 235 FSQAAFYLVAGAI-GNDVVLTDLNLDSLQGDKATLEFLEAMGAKISVVSDGIKVTG---- 289 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               ++L A  V+ ++ PDV   ++V    A G + + +    R+KE +R++A R++L + 
Sbjct: 290 ----ENLAATIVDASQCPDVIPVVSVALALAQGKSDVINAKRLRIKECDRIIATRSQLNE 345 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTF 432 
           LG +V E PD   I    +       ++ DHR+AM  ++AA  +  PV I +  C  K++ 
Sbjct: 346 LGGTVTELPDGMTIRGVNEFTGGNCSSFADHRIAMMLAIAATRSSQPVVIDNMECVEKSY 405 
 
Query: 433 PDYFD 437 
           P++++ 
Sbjct: 406 PNFWE 410 
 
 
>ref|YP_565758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcoides 
           burtonii DSM 6242] 
 sp|Q12X18.1|AROA_METBU RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABE52008.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanococcoides 
           burtonii DSM 6242] 
          Length = 427 
 
 Score =  179 bits (455), Expect = 6e-43,   Method: Compositional matrix adjust. 
 Identities = 149/429 (34%), Positives = 218/429 (50%), Gaps = 21/429 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +  P SKS ++R + +AALS+  +++   L S D    + A   LG  +E D     
Sbjct: 10  VHGEIFAPASKSYTHRAITVAALSK-ESIIHRPLISADTQSTIKACEMLGAYIEKD--GD 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + ++ G  G+    D   +V    GN+G  +R +TA   AA G  T VL G   +R RP  
Sbjct: 67  KLLISGVDGEPQTPDNVIDV----GNSGTTLRFMTA--IAALGQGTTVLTGDNSIRSRPN 120 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  L  LG       G  C P+ V G  GL G   K+ GSISSQ++SALL+A PL   
Sbjct: 121 GPLLQVLNDLGVQSISTRGDGCAPIVVTG--GLKGAIAKIDGSISSQFISALLLACPLTK 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEGD 253 
               + I  +L S PYV++TL ++E+ G +    D+ + +F I G QKY+  K   V GD 
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Sbjct: 179 NSTTLSIKGELKSRPYVDVTLDILEKAGAEIYLEDNQNLKFIIPGNQKYR-LKEYTVPGD 237 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SSASY LA AA+T   + V      S+QGD    ++L+ MGA + W +   TV     E 
Sbjct: 238 FSSASYLLAAAAMTDTKIKVNNL-YPSMQGDAAIIDILKEMGANIYWNKEEGTV-----E 291 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G K L  I ++    PD+  T+AV+   A+G T I +    R KET+R+ A+  EL K 
Sbjct: 292 VNGGK-LHGITMDAGATPDLVPTVAVLGAVAEGETVITNAEHVRYKETDRLHAMAVELDK 350 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           +G S  E  D   I   E L    +  + DHR+ M+ +LA       TI        ++P 
Sbjct: 351 MGISTSEEKDKLTIKGGE-LKGADVHGWHDHRIVMSLTLAGMIAGDTTIDTAEAIFISYP 409 
 
Query: 434 DYFDVLSTF 442 
           ++FD + +  
Sbjct: 410 NFFDSMRSI 418 
 
 
>ref|YP_002959959.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermococcus 
           gammatolerans EJ3] 
 gb|ACS34095.1| 3-phosphoshikimate 1-carboxyvinyltransferase (aroA) [Thermococcus 
           gammatolerans EJ3] 
          Length = 398 
 
 Score =  179 bits (454), Expect = 7e-43,   Method: Compositional matrix adjust. 
 Identities = 138/431 (32%), Positives = 210/431 (48%), Gaps = 42/431 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++P+  + G V+ P SKS ++R   LA L++G + ++  L S+D    L A+R  G   
Sbjct: 1   MIVEPVDWLEGKVRAPPSKSYTHRAFFLALLADGESTIEEPLVSDDTEATLNAIRAFGAE 60 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            + ++              P E  K E+      +G   R   A  + A G +  V+DG  
Sbjct: 61  ADWNRVVP-----------PEELRKAEIN--ARESGTTARISVAVASLARGRS--VIDGQ 105 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            R+RERP   LV  L+ LG  V    G   P   +   GG+PGG+V +  S+SSQ+++AL 
Sbjct: 106 GRLRERPFAPLVRALRSLGVTVR---GEKLP---IEVFGGMPGGRVSVDASLSSQFVTAL 159 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+ A      VE E   K +S PY+EMTLR ME FGV  E +     F    G K+  P  
Sbjct: 160 LILASKVGMRVEFE---KAVSKPYIEMTLRTMEAFGVTFERNGGVRVFPGVKGTKFHVP- 215 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
                GD SSAS+FL   A+  G V VE      +Q D+   E+L  +GA V      V  
Sbjct: 216 -----GDYSSASFFLVAGALY-GRVRVENLDPGDVQADMAIVEILGEIGANVKVGGDYVE 269 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V+        R  L+  ++N +  PD+   L+V+A +A+G + IR     R KE++R+ A 
Sbjct: 270 VS--------RGELRGFEINCSDFPDLFPILSVLAAYAEGRSVIRG-RQLRYKESDRVRA 320 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIRDP 425 
           +   L + G  V E  D   I       V  ++ ++DHR+AMA + L   A     I++  
Sbjct: 321 MAVNLARAGIKVRELEDGLEIHGGRPRGVV-VEDFNDHRVAMAMAVLGLGARGKTVIKNE 379 
 
Query: 426 GCTRKTFPDYF 436 
               K++P +F 
Sbjct: 380 RVVAKSYPGFF 390 
 
 
>ref|YP_003241998.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus sp. 
           Y412MC10] 
 gb|ACX64191.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus sp. 
           Y412MC10] 
          Length = 430 
 
 Score =  179 bits (453), Expect = 9e-43,   Method: Compositional matrix adjust. 
 Identities = 149/441 (33%), Positives = 227/441 (51%), Gaps = 24/441 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
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           +++++P   + G +    SK+ + R LL+AAL+EGT+ +    +SED   M   +R LG  
Sbjct: 2   DVIVRPTPILKGEIGALSSKNYTTRYLLVAALAEGTSTIYYPAHSEDSDAMRRCIRDLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E D+  ++AV+ G G K P  D KE   L +GNAG  +R L   VTA     T+V    
Sbjct: 62  VIEEDE--EKAVITGFG-KSP-RDVKE---LNVGNAGAVLRFLMG-VTALSKEVTFVNAY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLS 184 
              + +RP  DL+  L QLG +V+   G     +R    GG P GGK+ +SG +SSQYLS 
Sbjct: 114 PESLGKRPHDDLIETLGQLGVEVEHNDGRLPITIR----GGQPKGGKLTVSGEVSSQYLS 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL   PL   D EI +   L S   +  TL ++E+ G+  + +D +  F + GGQ Y++ 
Sbjct: 170 ALLFLTPLLAEDSEITVTGDLKSKVVIGQTLEVLEQAGITIQAADDYTFFRVPGGQSYEA 229 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K   V+GD   ++  LA AA+T   VT+      S QG+    +VL MM   +T    + 
Sbjct: 230 -KTYTVQGDYPGSAAVLAAAAVTQSDVTIRNLSEDSKQGERAIIDVLRMMEVPLTHENGN 288 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V        G + LKA+  + +   D  + +   A+FA+G +   +V + R KE +R+ 
Sbjct: 289 VHVQ-------GNRTLKALQFDGDAATDAVLAMVAAAVFAEGTSRFYNVENLRYKECDRI 341 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
               TEL K GA+VEE     I+   P        I+ + DHR+ MA ++    A  P+  
Sbjct: 342 TDYLTELRKAGANVEERQAEIIVHGRPGGVEGGVEINAHYDHRVIMALTVVGLRAGQPIR 401 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I+D     K++P YFD +    
Sbjct: 402 IKDAHHVAKSYPQYFDHMKAL 422 
 
 
>ref|ZP_04564427.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mollicutes bacterium 
           D7] 
 gb|EEO33118.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coprobacillus sp. D7] 
          Length = 426 
 
 Score =  179 bits (453), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 124/425 (29%), Positives = 222/425 (52%), Gaps = 25/425 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V++P SKSL++R ++ A+L++G + +DN+  S+D+   + A+++LG  +E  K   
Sbjct: 10  KLSGVVQVPPSKSLAHRAIICASLAKGISRIDNIEYSKDIQATIKAMQSLGTKIE--KYD 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G          K+  ++    +G  +R +          A +V  G   + +RP 
Sbjct: 68  DYLIIDGTTTY-----TKQNSEIDCEESGSTLRFMVPIAIVEENKAHFV--GRGNLGKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +       ++   ++      D   + V  IG L     K+ G+ISSQ+++ LL A PL  
Sbjct: 121 LNTFYEIFER--QNIGYLYKEDILDLYV--IGKLKPDHYKVPGNISSQFITGLLFALPLL 176 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD  IEI   L S  Y+++TL+++ ++G+K  ++D +  F + G Q+Y++  +  VE D 
Sbjct: 177 DGDSIIEITSPLESKGYIDLTLQMLNQYGIKIVNND-YKSFIVMGKQEYQA-HDYRVEAD 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A+++L   AI G  V +      SLQGD    E LE MGAK++     + VTG     
Sbjct: 235 FSQAAFYLVAGAI-GNDVVLTDLNLDSLQGDKATLEFLEAMGAKISVVSDGIKVTG---- 289 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               ++L A  V+ ++ PDV   ++V    A G + + +    R+KE +R++A R++L + 
Sbjct: 290 ----ENLAATIVDASQCPDVIPVVSVALALAQGKSDVINAKRLRIKECDRIIATRSQLNE 345 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTF 432 
           LG +V E PD   I    +       ++ DHR+AM  ++AA  +  PV I +  C  K++ 
Sbjct: 346 LGGTVTELPDGMTIRGVNEFTGGNCSSFADHRIAMMLAIAATRSSQPVVIDNMECVEKSY 405 
 
Query: 433 PDYFD 437 
           P +++ 
Sbjct: 406 PSFWE 410 
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>ref|YP_003860848.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Maribacter 
           sp. HTCC2170] 
 gb|EAR00814.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Maribacter 
           sp. HTCC2170] 
          Length = 409 
 
 Score =  179 bits (453), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 136/437 (31%), Positives = 214/437 (48%), Gaps = 56/437 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ +V++ GSKS SNR LLL AL    ++ +NL NS+D   M                 + 
Sbjct: 13  LNSSVQITGSKSESNRSLLLQALYPNISI-ENLSNSDDAEVM-----------------Q 54 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + + +  G            ++ + +AG AMR LT    A+  +   VL G  RM ERP+ 
Sbjct: 55  KGLAISNG------------EVDIHHAGTAMRFLTGYF-ASQPDKEVVLTGSQRMTERPV 101 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  LK LGAD++       PP+++     +   +V L  +ISSQY+S+LL+ AP    
Sbjct: 102 KVLVDALKNLGADIEYVNNEGYPPIKI-KGKKIQKHQVSLPANISSQYISSLLLIAPSLE 160 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA------ 248 
             +E+ ++ ++ S+PY++MTL L+ + GV+   SD+  +           PKN        
Sbjct: 161 NGLELNLVGEITSVPYIKMTLGLLNQIGVETSFSDNIIKVL---------PKNNVGRTEL 211 
 
Query: 249 YVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            VE D SSASYF +  A++  G  + +      SLQGD   A + E  G   T+    +  
Sbjct: 212 VVESDWSSASYFYSIVALSKVGSEIKLGSYKRDSLQGDSVLANIYESFGVDTTFVNNEIV 271 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +T           L  I+ ++   PD+A T+AV  L       +R + + ++KET+R+VA 
Sbjct: 272 LTKTQ-----DCSLDLIECDLANAPDIAQTIAVTCLGLGIGCELRGLHTLKIKETDRLVA 326 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           +  ELTK GA V    +   +     +    ++DTY+DHRMAMAF   A  +    I D  
Sbjct: 327 MHDELTKFGADVVVTNETLTLKKSNSIKSGVSVDTYNDHRMAMAFGPLAL-KTSFNINDA 385 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
               K++PD++  L T  
Sbjct: 386 EVVSKSYPDFWKDLETL 402 
 
 
>gb|EFS56521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL046PA2] 
 gb|EFS58295.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL036PA1] 
 gb|EFS60329.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL036PA2] 
 gb|EFS88775.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL036PA3] 
 gb|EFT04632.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL002PA2] 
 gb|EFT57376.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL002PA3] 
          Length = 429 
 
 Score =  178 bits (452), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 219/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+    
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Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++    A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVFAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|ZP_03702032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium MS024-2A] 
 gb|EEG42069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium MS024-2A] 
          Length = 405 
 
 Score =  178 bits (452), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 134/432 (31%), Positives = 218/432 (50%), Gaps = 45/432 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +  P     G++ + GSKS +NR+LLL AL  G  +  N  NS+D   M  AL+T    + 
Sbjct: 5   IAHPNGHCEGSINITGSKSETNRLLLLQALFNGFEL-KNTSNSDDSKVMQKALQTSSDRI 63 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +                             + +AG AMR LTA  +   G +  VL G   
Sbjct: 64  D-----------------------------IHHAGTAMRFLTAYFSHIQGRSV-VLTGSS 93 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM+ERPI  LV  L+ +GA +        PP++++G   L GGKV+L   +SSQY+SALL 
Sbjct: 94  RMQERPIQILVDALRDIGASISYEKEEGFPPLKIHG-KKLAGGKVELPADVSSQYISALL 152 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +  P+    +E+ ++ K+ SIPY++MTL L+   GV    S S++   I      +  K+ 
Sbjct: 153 LLGPVLEQGLELHLVGKITSIPYIDMTLSLLNSLGV----STSFEGQLICVSPMKEIKKD 208 
 
Query: 248 -AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              VE D SSASYF + AA++    + +      SLQGD     + + +     + E    
Sbjct: 209 IQIVESDWSSASYFFSIAALSETAEIHLTSFRKESLQGDSVLRSIYDNLNVSSHF-EGDT 267 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            +     +P       ++ ++++K PD+A T+AV          +  + + ++KET+R+  
Sbjct: 268 LILKKENKPLP----TSLKLDLSKAPDIAQTIAVSCYGLGIGCDLVGLHTLKIKETDRLE 323 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           A+ TEL+KLGA+++   +   ++P        +I TY+DHRMAMAF+  A  ++P+ I   
Sbjct: 324 ALNTELSKLGATIKVTENSLHLSPGINFKENCSIPTYNDHRMAMAFAPLAL-KIPLQIEA 382 
 
Query: 425 PGCTRKTFPDYF 436 
                K++PD++ 
Sbjct: 383 SDVVSKSYPDFW 394 
 
 
>ref|YP_327187.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Natronomonas 
           pharaonis DSM 2160] 
 sp|Q3IQG6.1|AROA_NATPD RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 700



 

 

 emb|CAI49630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Natronomonas 
           pharaonis DSM 2160] 
          Length = 438 
 
 Score =  178 bits (452), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 144/449 (32%), Positives = 209/449 (46%), Gaps = 53/449 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV+ P SKS ++R +L A   +G TV + L +                   AD  A  
Sbjct: 10  VNGTVRAPPSKSYTHRAILAAGYGDGATVKNPLFS-------------------ADTRAT 50 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLG------------NAGIAMRSLTAAVTAAGGNATYV 122 
              V   GG     D   EV  F G            N+G  MR  TA  T A  +   V 
Sbjct: 51  ARAVEAYGGTTEQADDDLEVTGFDGTPGTPKDVINCANSGTTMRLTTA--TGALVDGLAV 108 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +R RP G L+  L QLGA  +        P+ V G   + GG++ + G +SSQY 
Sbjct: 109 LTGDESLRSRPQGPLLDALDQLGARAESTRENGQAPLVVGG--DIDGGELAIRGDVSSQY 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---------HSDSWDR 233 
           ++ LLMA  +    ++IE+   L S PYV++TL ++  FGV AE          S   D  
Sbjct: 167 ITGLLMAGAVTESGIDIELTTALKSAPYVDITLEVLADFGVDAEVIGGDDSEVRSAGADG 226 
 
Query: 234 FYIKGGQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           F + GGQ Y      Y V GD SS SY LA  A+      V      S QGD     +LE 
Sbjct: 227 FRVDGGQSYAPTDGTYHVPGDFSSMSYLLAAGALAADEEVVVAGAHPSAQGDAAIVSILE 286 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            MGA + W      +T        +  L  ++V +   PD+  T+AV+   ADG T I D 
Sbjct: 287 SMGADIEWNRDDGRIT------VRQSSLSGVEVGVADTPDLLPTIAVLGAAADGETRITD 340 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               R+KET+R+ A+ TEL +LG   +E  D  ++     ++   +  +DDHR+ M+ ++ 
Sbjct: 341 CEHVRLKETDRVAAMATELERLGVETDEYEDELVVYGG-GIDGGTVAGHDDHRIVMSLAV 399 
 
Query: 413 AA-CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A   A+  VTI++      +FP +F+ L+ 
Sbjct: 400 AGLVADGEVTIKNADHVDVSFPSFFETLA 428 
 
 
>gb|EFS39990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL110PA1] 
          Length = 429 
 
 Score =  178 bits (452), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 220/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V D   +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFVGD--EQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVPVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
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Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>gb|EFT73592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL046PA1] 
          Length = 429 
 
 Score =  178 bits (452), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 220/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGQKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|ZP_06426967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes SK187] 
 ref|ZP_06430273.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes J165] 
 gb|EFD02856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes SK187] 
 gb|EFD06502.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes J165] 
 gb|EFS35562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL013PA1] 
 gb|EFS42868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL110PA2] 
 gb|EFS46258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL087PA2] 
 gb|EFS50406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL025PA1] 
 gb|EFS54005.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL059PA1] 
 gb|EFS63165.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL063PA1] 
 gb|EFS65130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL063PA2] 
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 gb|EFS76055.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL086PA1] 
 gb|EFS79507.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL005PA4] 
 gb|EFS81787.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL050PA1] 
 gb|EFS84168.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL050PA3] 
 gb|EFS87295.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL001PA1] 
 gb|EFS95389.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL067PA1] 
 gb|EFS99838.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL027PA1] 
 gb|EFT02046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL002PA1] 
 gb|EFT06645.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL082PA1] 
 gb|EFT11690.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL037PA1] 
 gb|EFT22795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL072PA2] 
 gb|EFT25526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL110PA3] 
 gb|EFT49811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL053PA2] 
 gb|EFT56692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL027PA2] 
 gb|EFT60517.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL072PA1] 
 gb|EFT64073.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL110PA4] 
 gb|EFT70764.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL059PA2] 
 gb|EFT75702.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL050PA2] 
 gb|EFT80709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL030PA2] 
          Length = 429 
 
 Score =  178 bits (452), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 220/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
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Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|NP_070326.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Archaeoglobus 
           fulgidus DSM 4304] 
 sp|O28775.1|AROA_ARCFU RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAB89746.1| 5-enolpyruvylshikimate 3-phosphate synthase (aroA) [Archaeoglobus 
           fulgidus DSM 4304] 
          Length = 416 
 
 Score =  178 bits (451), Expect = 1e-42,   Method: Compositional matrix adjust. 
 Identities = 141/431 (32%), Positives = 217/431 (50%), Gaps = 32/431 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           EI G  K P SKS ++R  + A+LS    VV+ L+ SED    L A + +G +V   K   
Sbjct: 9   EIRGKAKPPASKSYTHRAFIAASLSPSARVVNPLI-SEDTISTLNACKRIGAAVL--KKG 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +  G  G       + E      N+G  +R  T  ++ +   +  V+DG   +R+RP 
Sbjct: 66  NEWLFSGVDG------VEAEGYFNFANSGTTLRIFTGLLSLSPFRS--VVDGDESLRKRP 117 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
            G+LV+ L +LGA    F G +   PP  V G+  + GG+V++    SSQ++S+LL A   
Sbjct: 118 NGELVLALSKLGAR---FKGREPYTPPFSVQGV--IKGGEVEIEAP-SSQFVSSLLFALS 171 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA GD  + + +K+ S PY+++TL ++   GVK E   ++  ++I G Q +K  +   V  
Sbjct: 172 LAEGDSSLRV-EKVKSQPYIDVTLDVLRESGVKVEREGNF--YHIPGSQSFKL-RRYDVP 227 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D SSASY +A A +  G V +EG    S QGD K  ++   MG  V W +    +     
Sbjct: 228 ADFSSASYLIA-AGLIAGEVVLEGM-FESAQGDRKIVDICREMGGSVEWDKKRGVIRAE- 284 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                R  L+ ++V+ + +PD+  T+AV+A  A G T I +    R+KE +R+  I   L 
Sbjct: 285 -----RSELEGVEVDASDIPDLVPTIAVLAAVAKGKTRIYNAEHLRIKEIDRIEGIHQNL 339 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
             LG   +   D  II   +      +D++ DHRMA+AFSL       V  R+      + 
Sbjct: 340 KALGVESKPLKDGLIIKGGKGEFRGVVDSFGDHRMALAFSLLGLLG-EVKCRNAEVVSVS 398 
 
Query: 432 FPDYFDVLSTF 442 
           FP YF VL +  
Sbjct: 399 FPGYFRVLESL 409 
 
 
>ref|XP_001434983.1| hypothetical protein [Paramecium tetraurelia strain d4-2] 
 emb|CAK67586.1| unnamed protein product [Paramecium tetraurelia] 
          Length = 1468 
 
 Score =  178 bits (451), Expect = 2e-42,   Method: Composition-based stats. 
 Identities = 141/450 (31%), Positives = 231/450 (51%), Gaps = 42/450 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I  +  + GSKS++NR+LLL++LSEG + ++N  +S+D   ML +L+ L L      +  
Sbjct: 368 DIRPSKPIHGSKSITNRVLLLSSLSEGISSLNNFYDSDDTKAMLNSLQELRLCEIQTHSK 427 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ GC G+F     ++E  + +  +G   R L   + A  GN T +  G  R+ ERP 
Sbjct: 428 HNLILEGCQGQF----YQKEYTINVKESGTCARFLL-PIAALIGNVTII--GAQRIYERP 480 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I ++V   + L  +V         P +V  I G  G  +K+   +SSQ++S +LMAAP   
Sbjct: 481 IQEMV---EALNLNVKYLEKEGQLPFKV--IDGKLGKHIKIKSQLSSQFVSGILMAAPYF 535 
 
Query: 194 LGD-VEIEIID-----KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
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             D   IEIID      ++S  Y+EMT++LM  +GVK E   S  +F +K G  YK+ +  
Sbjct: 536 PNDETLIEIIDCKENETIVSESYIEMTIQLMNIYGVKVERI-SKTKFLVKKG-IYKA-QT 592 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E DA++ SY L    + GG  ++E    + LQGD +F +V+E MG +V   +    + 
Sbjct: 593 YDIEPDATALSYDLLHIGLNGG--SIETKKISKLQGDAQFLDVIEQMGMQVVREQGFYKI 650 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                     + LK  DV+     D  ++LA++    +G   I+ + + RVKE +R+ A+ 
Sbjct: 651 -------IKNQDLKPQDVDCINFSDTFISLALLMSSIEGQCIIKGIENQRVKECDRIKAV 703 
 
Query: 368 RTELTKLGASVEEGPDYCIITPP--EKLN----VTAIDTYDDHRMAMAFSLAACA----- 416 
              L K+G       +  +I     +K N       I+TY+DHR+AMAFS+          
Sbjct: 704 TENLVKVGVVCLSQNNEILIRGKRYQKYNGYRKDVIINTYNDHRIAMAFSILGGHFEKVQ 763 
 
Query: 417 -EVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            +  + I +  C RKTFPD+++ + +   N 
Sbjct: 764 YQYRIIIDNKDCVRKTFPDFYNHIQSLGLN 793 
 
 
>ref|YP_004092883.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ethanoligenens 
           harbinense YUAN-3] 
 gb|ADU28152.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ethanoligenens 
           harbinense YUAN-3] 
          Length = 425 
 
 Score =  178 bits (451), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 144/437 (32%), Positives = 221/437 (50%), Gaps = 33/437 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V  P SKS ++R ++ AAL++G   +     S+D+   +GA+R LG S+ A+  A 
Sbjct: 10  KLVGGVTPPPSKSAAHRGIICAALAKGAGRITPFAESDDMRATIGAMRALGASIRAEDGA 69 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +   G     +    +      +G  +R L       G  A +  +G  R+ +RP 
Sbjct: 70  -----LLVNGTDTFRNVSGTIDCL--ESGSTLRFLIPIAAVCG--ADFTFEGHGRLPKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           IG  +  L + G  V C      P  +R    G L  G   L G+ISSQ+++ LL+A PL 
Sbjct: 121 IGPYLDCLPKAG--VTCLTEGGLPLSIR----GALRPGTFTLPGNISSQFITGLLLALPL 174 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             GD  I +   L S+ Y+++TL ++  FG+  E   + D + + G Q+Y +P++  VEG 
Sbjct: 175 LDGDSRIRLTTPLESVGYIDLTLDVLHAFGI--EIRQTADGYDVPGKQRY-TPRDFTVEG 231 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A+++LA  A+ GG+VTV G  T S QGD    ++LE  GA++T     VT    P  
Sbjct: 232 DWSQAAFWLAAGAL-GGSVTVRGMRTDSKQGDKAIVDLLEQFGARITRGPDGVTAAVAP- 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L  I ++  ++PD+   LA  A FA G T I++ A  R+KE++R+  I   LT 
Sbjct: 290 -------LHGIAIDAAQIPDLVPILAATACFASGTTTIQNAARLRIKESDRLHTIAVGLT 342 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEV-PVTIRDPGCT 428 
            LGA +EE PD  +I  P   ++T    +D   DHR+ MA S+AA   V    I       
Sbjct: 343 ALGARIEELPDGLVIRGPLS-SITEPPVLDGAGDHRIVMALSVAAAHTVCGAKISGAEAI 401 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
           RK++P +F    T   N 
Sbjct: 402 RKSYPAFFADFHTLGGN 418 
 
 
>gb|EFT10607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL082PA2] 
          Length = 429 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 220/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
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Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V D   +   RP 
Sbjct: 77  VRVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFVGD--EQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|YP_075248.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Symbiobacterium 
           thermophilum IAM 14863] 
 dbj|BAD40404.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Symbiobacterium 
           thermophilum IAM 14863] 
          Length = 449 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 149/451 (33%), Positives = 215/451 (47%), Gaps = 36/451 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ + P   + GTV  P SK+ + R LL AAL+EG +++     SED   +   L  LG  
Sbjct: 2   DVRVYPATRLEGTVNPPSSKNYTTRYLLAAALAEGESLIRYPAESEDAAALKRCLADLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +  D    R    G   + P         L  GNAG  +R L A   A     T+V D  
Sbjct: 62  ELIPDGPHLRVRGFGANPRNPG-------TLNPGNAGAVLRFLMAVCAATLDEITFVTDY 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGT------DCPPVRVNG-----------IGGLP 168 
              +  RP GDL+  L QLGA V+   G         PP                +G L  
Sbjct: 115 AESLGRRPHGDLLDALAQLGAQVESREGRLPITIRTGPPAGAGSRSGWERPPSGRVGRLR 174 
 
Query: 169 GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 228 
           GG V++SGS+SSQY SALL AAPL   DV IE+   + S P +  TL++++  G++ E   
Sbjct: 175 GGTVRVSGSVSSQYTSALLFAAPLIGEDVTIEVTGDMKSRPPIRQTLQVLQEAGIRVEAG 234 
 
Query: 229 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 288 
           D   RF+I GGQ+Y+ P+   V GD   A+  +A AA+    VT+        QG+ +   
Sbjct: 235 DDLRRFHIPGGQRYR-PREYTVPGDYPGAAALMAAAAVVPSDVTIPRLFPDE-QGERQAI 292 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
           +VL  MGA +      V + G      GR  L+ +  + +   D  + L   A+ A+G T 
Sbjct: 293 DVLRAMGADIAHDGQQVWIRG------GRP-LRGVRFDGDPFTDAVLALTAAAVLAEGET 345 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRM 406 
              +V + R KE +R+   R EL KLGA V E  D  I+   PE +     +++  DHR+ 
Sbjct: 346 VFYNVENLRYKECDRISDYRAELNKLGARVAEERDKLIVRGRPEGVEGGVTVESRIDHRV 405 
 
Query: 407 AMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
            M  ++ A  A  PV IRD     K++P +F 
Sbjct: 406 IMGLTIVALRAREPVVIRDAHHVAKSYPAFF 436 
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>ref|ZP_02950383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium butyricum 
           5521] 
 ref|ZP_04529172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium butyricum 
           E4 str. BoNT E BL5262] 
 gb|EDT74654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium butyricum 
           5521] 
 gb|EEP52635.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium butyricum 
           E4 str. BoNT E BL5262] 
          Length = 435 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 127/427 (29%), Positives = 216/427 (50%), Gaps = 18/427 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ G VK+P SKS+++R ++ AALS+GT  V N+  S+D+   + A+++LG  +E     
Sbjct: 9   KKLKGGVKIPPSKSMAHRAVICAALSDGTCKVSNIDFSDDIIATVEAMKSLGAIIEKKDD 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               + +            +E  +    +G  +R L        G   +V  G   + +R 
Sbjct: 69  CLEVIGIKSPENKLNNSTSDERIIDCNESGSTLRFLVPIAALFEGVNKFV--GRGNLGKR 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+          G       G     + +   G L  G+ K+ G+ISSQ+++ LL   PL 
Sbjct: 127 PLDTYYEIFDNQGIKYSYKEGI----LDLKTEGKLKCGEFKVKGNISSQFITGLLFTLPL 182 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             GD +I I  +L S  Y+++TL  M  FG++  +++ ++ F IKG Q YKS  +  VEG 
Sbjct: 183 LDGDSKIVITTELESKGYIDLTLSAMRDFGIEIINNNYYE-FIIKGNQNYKSI-DYRVEG 240 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A++FL   A +   V V      SLQGD +  ++LE MG  +   +  +  T     
Sbjct: 241 DYSQAAFFLCADAASN-EVVVNDLNLNSLQGDKEVIDILERMGVNIKENDKGIIGTVD-- 297 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                K LK+  ++ ++ PD+   +++ A   DG T + +    R+KE +R+ A+ +EL  
Sbjct: 298 -----KKLKSTIIDGSQCPDIIPVVSLAASLCDGTTEVINAGRLRIKECDRLAAVTSELN 352 
 
Query: 373 KLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRK 430 
           KLGA + E  D  II    KL     + ++ DHR+AM  ++A+   E P+ I+D  C  K 
Sbjct: 353 KLGAKITEKEDGLIIEGVSKLKGGCTVWSHKDHRIAMTLAIASTICEEPIIIKDYECVTK 412 
 
Query: 431 TFPDYFD 437 
           ++P++++ 
Sbjct: 413 SYPEFWN 419 
 
 
>ref|YP_706273.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus jostii 
           RHA1] 
 sp|Q0S2X1.1|AROA_RHOSR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG98115.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus jostii 
           RHA1] 
          Length = 438 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 144/434 (33%), Positives = 222/434 (51%), Gaps = 34/434 (7%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS++NR L+LAAL++G + +   L S D   M+ ALRTLG+S+E    A   + 
Sbjct: 21  TVALPGSKSITNRALILAALADGPSTLTGALRSRDTDLMIEALRTLGISIET-VGADTTL 79 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
            V  G   P++    +  L    AG  MR L      A G   +  DG  + R RP+  + 
Sbjct: 80  RVTPG---PLQGGAVDCGL----AGTVMRFLPPVAALASGTVHF--DGDEQARTRPLDTI 130 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           +  L+ LGAD+D        P  V G G L GG+V +  S SSQ++S LL++A      V 
Sbjct: 131 LDALRGLGADIDGA----SLPFTVRGAGSLRGGRVTIDASGSSQFVSGLLLSAAAFDEGV 186 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 707



 

 

 
Query: 198 EIEIIDKLI-SIPYVEMTLRLMERFGVKAE------HSDSWDRFYIKGGQKYKSPKNAYV 250 
            +    K + S+P+++MT+ ++   GV+         +D+W     +         +  + 
Sbjct: 187 TVHHDGKTVPSMPHIDMTVEMLRESGVEVTTPATGGEADTW-----RVSPGVVRAVDRAI 241 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A+ FLA AA+TGG VTV    + + Q      E+L  MGA V     ++TV GP 
Sbjct: 242 EPDLSNATAFLAAAAVTGGEVTVPLWPSRTTQPGDAIREILLAMGADVRLDGANLTVRGP 301 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  + L  ID++++ + ++  T+A +A  ADGP+ +R +A  R  ET+R+ A+  E 
Sbjct: 302 -------QQLTGIDIDLHDVGELTPTVAALAALADGPSHLRGIAHLRGHETDRLAALAHE 354 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           +  LG +V E  D   I  P  L+     +Y DHRMA A ++       + I D G T K 
Sbjct: 355 INSLGGNVTETEDGLTIV-PAGLHGGTWRSYADHRMATAGAIVGLRVDGIRIEDVGTTAK 413 
 
Query: 431 TFPDYFDVLSTFVK 444 
           T P + ++ +T +  
Sbjct: 414 TLPGFENLWATMLS 427 
 
 
>ref|ZP_06406159.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella sp. oral 
           taxon 299 str. F0039] 
 gb|EFC70644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prevotella sp. oral 
           taxon 299 str. F0039] 
          Length = 432 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 128/440 (29%), Positives = 220/440 (50%), Gaps = 40/440 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            I +QP   +SG V++P SKS++NR +++ ALS  T+      N +DV  ML  ++  G  
Sbjct: 16  NISIQPPTSLSGNVEIPTSKSIANRSIVIDALSNNTSTFQGAANCDDVAVMLNGIK--GE 73 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           + E D  A                           +G AMR LTA   +   N+T++L G 
Sbjct: 74  TCELDIMA---------------------------SGTAMRFLTA-YWSIQPNSTHILTG 105 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             RM++RPI  LV  L+ LGAD++       PP+++NG   L GG + +   +SSQY+SA 
Sbjct: 106 TERMKQRPIKVLVDSLRTLGADIEYMEKEGYPPLKING-KSLEGGMITMPADVSSQYVSA 164 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLM APL    + + +   + S  Y+++T+ +M ++G K   +D  D   ++  ++Y++  
Sbjct: 165 LLMIAPLFTKGLTLTLKGTIASRSYIDLTIDIMTKYGAKVHWTDV-DTIKVE-PKRYEAT 222 
 
Query: 246 KNAYVEGDASSASYFLAGAAITG---GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-T 301 
           +   +E D +SASY+    A++      +T++G   +S QGD     +  ++G K  +   
Sbjct: 223 QRM-IENDWTSASYWYLHLALSDCQEAQITMQGLSESSKQGDSVVRYLFSLLGIKTAFIK 281 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           ET+   T        +  +  +  +    PD+A T+ V  +          +++ ++KET 
Sbjct: 282 ETTNNNTTKMVLSKDKMKVSMLHYDFINAPDLAQTMVVACVAMGISFRFTGLSTLKIKET 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAACAEVP 419 
            R+ A+++EL KLG  V       +    E+  VT+  I+T++DHRMA+AFS         
Sbjct: 342 NRIAALQSELLKLGFVVNNDKSDELSWNGERCAVTSTDINTFEDHRMALAFSALTYLFPN 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           +TI       K++P ++  L 
Sbjct: 402 ITINAANVVSKSYPHFWSEL 421 
 
 
>ref|YP_004255775.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           proteolyticus MRP] 
 gb|ADY26158.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           proteolyticus MRP] 
          Length = 438 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
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 Identities = 150/438 (34%), Positives = 207/438 (47%), Gaps = 19/438 (4%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + V+ P   +SGTV+   SK+ + R LL AAL+EG +VV  + +SED   +L  LR  G  
Sbjct: 9   DAVVHPTARLSGTVQAQPSKNYTTRFLLAAALAEGESVVRGVASSEDAEALLSCLRAWGA 68 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E   +   A V G G + P  D + EV    GNAG   R L A V A       V D  
Sbjct: 69  RIEL--SGGDAYVTGFGAR-PSPDTRLEV----GNAGAVARFLLA-VAALTSGTEVVTDS 120 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+GDL+  L  LG  V    G   P V V+G G   GG V +S   SSQ+LS  
Sbjct: 121 PHSLGQRPMGDLLAALTALGLTVQSAAGGRLP-VTVSG-GPALGGPVSVSAEQSSQFLSG 178 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL AAPL    ++I +   L S P +  TL  + RFGV+ E +    R  + G Q+Y++  
Sbjct: 179 LLFAAPLLERGLDITVTGHLRSEPPIRQTLDTLRRFGVQVEAATDLRRIRVPGAQRYQA- 237 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V GD   ++  L   AI  G VTV G     LQG+    +VL  MG  +     +V 
Sbjct: 238 GDYRVPGDYPGSAALLVAGAILPGEVTVAGLDPHDLQGERLALDVLREMGTDLRREGDAV 297 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV G          L  +  + +   D    L   A  A+G T   +VA+ R+KE +R+  
Sbjct: 298 TVRGG-------SPLHGVTRDGDPFTDAVQVLCAAAAAAEGCTTWHNVATLRLKECDRIS 350 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
             R EL +LG    E  D   +          +D + DHRM M  SL    A  PVTI   
Sbjct: 351 DTRAELLRLGVQARETADSLTVCGGAVRGNVTVDGHGDHRMIMLLSLLGLRASGPVTITG 410 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
               RK++P++F  L    
Sbjct: 411 AHHIRKSYPEFFAHLQAL 428 
 
 
>ref|ZP_04383385.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN89377.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis SK121] 
          Length = 437 
 
 Score =  177 bits (450), Expect = 2e-42,   Method: Compositional matrix adjust. 
 Identities = 144/432 (33%), Positives = 219/432 (50%), Gaps = 42/432 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           +   V LPGSKS++NR L+LAAL++G + +   L S D   M+ ALR LG+ V EA  A  
Sbjct: 18  VDAVVTLPGSKSITNRALILAALADGPSTITGALRSRDADLMIAALRDLGIGVEEAGDAT 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +  G     P+   + +  L    AG  MR L      A G   +  DG  + R RP 
Sbjct: 78  TLRITPG-----PLRGGEVDCGL----AGTVMRFLPPLAAMADGIVHF--DGDEQARTRP 126 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G ++  L+ LGA ++     D  P  V G G L GG V +  S SSQ++S LL++A    
Sbjct: 127 LGTILEALRGLGARIEG----DALPFTVTGTGSLRGGTVTIDASGSSQFVSGLLLSAAAF 182 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAE------HSDSWDRFYIKGGQKYKSPK 246 
              V +    K + S+P+++MT+ ++   GV          +D+W        +    P  
Sbjct: 183 EEGVTVHHDGKPVPSMPHIDMTVEMLREAGVSVTTPATGGDADTW--------RVAPGPV 234 
 
Query: 247 NAY---VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            A    +E D S+A+ FLA AA+TGGTV+V    +++ Q       +L  MGA VT  +  
Sbjct: 235 RAVDWAIEPDLSNATPFLAAAAVTGGTVSVPMWPSSTTQPGDAIRVILASMGADVTLADG 294 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +TV GP       + L+ ID++++ + ++  T+A +A  A+G + +R +A  R  ET+R 
Sbjct: 295 VLTVRGP-------EKLRGIDIDLHDVGELTPTVAALAALAEGTSHLRGIAHLRGHETDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  E+ KLG SV E  D   I P E L+     +Y DHRMA A ++       V +  
Sbjct: 348 LAALADEINKLGGSVTETDDGLTIVPAE-LHGGQWLSYADHRMATAGAIIGLVVDGVEVD 406 
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Query: 424 DPGCTRKTFPDY 435 
           D G T KT P + 
Sbjct: 407 DVGTTAKTLPGF 418 
 
 
>ref|ZP_06263110.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes J139] 
 gb|EFB88606.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes J139] 
          Length = 429 
 
 Score =  177 bits (449), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 219/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++  L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGALASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|YP_001031078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocorpusculum 
           labreanum Z] 
 sp|A2SU05.1|AROA_METLZ RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABN07811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanocorpusculum 
           labreanum Z] 
          Length = 422 
 
 Score =  177 bits (449), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 139/425 (32%), Positives = 217/425 (51%), Gaps = 26/425 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADK 71 
            +ISG V  P SKS ++R  LLA+L++G +VV + L  ED    L A++ LG +V E D  
Sbjct: 8   SQISGCVHAPPSKSHTHRAFLLASLAKGESVVLSPLLGEDTLATLSAVKALGANVCEGDD 67 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              R  + G     P+    +   +   N+G ++R L    +   G   +  D    +   
Sbjct: 68  ---RITIQGGNLHAPL---PKGTVINCKNSGTSIRMLAGIASRLDGTTEFTGDA--SLCS 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  L+  L +LGA V    G  C P  + G   + GG V + G +SSQ++S LL++AP 
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Sbjct: 120 RPMKPLLDALSELGAGVTSDNG--CAPFTITGP--VSGGDVHIRGDVSSQFISGLLISAP 175 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L   D  I +   L S PYV+MT+  M++ GV  E  +  D + ++ GQ Y S ++  V  
Sbjct: 176 LGKADTRIHLTTPLTSKPYVDMTISAMKKHGVSVETIE--DGYLVRSGQVYSS-EDVQVG 232 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD SSA++  A AA+ G  + V G      QGD     +LE  GA V     +VT+     
Sbjct: 233 GDYSSAAFLFAAAALAG-EIAVSGLDPADPQGDQVVISILETFGAGVVRDGENVTIR--- 288 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                +  LKA D+++   PD+   +AV+A  A G + +   A  R KE++R+++    L 
Sbjct: 289 -----KAALKAADIDLANAPDLFPIIAVLASQAKGTSRLYGAAHLRFKESDRIMSTVLFL 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             +GA + E  D CI+T P  L+   + T+ DHR+ MA ++A   A+   T+ D GC    
Sbjct: 344 RSMGADISETEDGCIVTGPANLSGANVTTFGDHRIMMASAVAGLIADSTTTVDDAGCCAV 403 
 
Query: 431 TFPDY 435 
           ++P + 
Sbjct: 404 SYPGF 408 
 
 
>ref|ZP_02620468.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           C str. Eklund] 
 gb|EDS78226.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           C str. Eklund] 
          Length = 435 
 
 Score =  177 bits (449), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 129/444 (29%), Positives = 233/444 (52%), Gaps = 37/444 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I + P  E++G + +P SKSL++R ++ A LS+G + ++N++ SED+   +  +++LG 
Sbjct: 2   ENIKITP-SELNGEINIPPSKSLAHRAIISAGLSDGVSNIENIIFSEDIKSTIRGMKSLG 60 
 
Query: 65  LSV-----EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           + +     E  K+  R  +   G +  +    E   +    +G  +R L      A     
Sbjct: 61  IKIDDITNENKKSLGRKTLKVIGKEKLI---LENDTIDCSESGSTLRFLIPIALRAEKAV 117 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           T+   G  ++  RP+       +  G  +      +  P+ V+G   +  G+  + G+IS 
Sbjct: 118 TFT--GRGKLVSRPLDVYYNIFEDQG--IKYKTTNNQLPLTVDG--KINSGEFHVKGNIS 171 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           SQ+++ L+   P   GD +I II +L S  YV++T+ ++++FGV+ E+++ +  F IKG  
Sbjct: 172 SQFITGLMYTLPFLDGDSKIIIITELESRGYVDLTIDMLKKFGVEIENNN-YKEFIIKGN 230 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           QK  S ++  V+GD S  ++F+  A I G  V        SLQGD    ++++ MGA +  
Sbjct: 231 QKSTS-RDYRVQGDFSQGAFFIV-AGILGSKVKTLDLDIDSLQGDKAIIDIVKKMGANIK 288 
 
Query: 300 ----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
               + ET  + T              I ++ ++ PD+   LAV+   + G T I +    
Sbjct: 289 VGRDYIETKKSKT------------HGITIDASECPDLVPILAVLGAVSHGTTKIINAER 336 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            R+KE +R+ A+ TEL+K+GA ++E  D  II    KL    +D+++DHR+AMA ++A+  
Sbjct: 337 LRIKECDRLKAMATELSKIGADIKELEDGLIIKGKYKLKGGVVDSWNDHRIAMAMAIASI 396 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFD 437 
            C E PV I++     K++PD+++ 
Sbjct: 397 KCTE-PVIIQNSMAVNKSYPDFWE 419 
 
 
>gb|EFT64948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL060PA1] 
          Length = 429 
 
 Score =  177 bits (449), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 140/437 (32%), Positives = 220/437 (50%), Gaps = 27/437 (6%) 
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Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++     
Sbjct: 15  RLLAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGP 74 
 
Query: 73  AKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               V+ G      P+E          G AG  MR L        G   +V  G  +    
Sbjct: 75  GSVRVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASR 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI  ++ GL+QLG +VD    +D  P  +N    + G KV +  + SSQ++SALL+A+  
Sbjct: 124 RPIAPVLNGLRQLGVEVD----SDRLPFSLNAPDRMCGPKVTIDSATSSQFISALLLASA 179 
 
Query: 192 LALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  + 
Sbjct: 180 RFPQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVI 236 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D ++A+ FLA A I GG VTV G  T S Q   +F  + E MGA V+  + S+T+    
Sbjct: 237 EPDLTNAAVFLAAALIVGGAVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ 296 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  E 
Sbjct: 297 -----GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHE 351 
 
Query: 371 LTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           L KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT 
Sbjct: 352 LAKLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCT 411 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
            KT P +  + +  V+  
Sbjct: 412 SKTMPQFPQMWANLVEE 428 
 
 
>ref|YP_002783591.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus opacus 
           B4] 
 sp|C1B1F1.1|AROA_RHOOB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAH54646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus opacus 
           B4] 
          Length = 438 
 
 Score =  177 bits (449), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 144/440 (32%), Positives = 221/440 (50%), Gaps = 46/440 (10%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV LPGSKS++NR L+LAAL++G + +   L S D   M+ ALRTLG+ +E          
Sbjct: 21  TVALPGSKSITNRALILAALADGPSTLTGALRSRDTDLMIDALRTLGIGIET-------- 72 
 
Query: 78  VVGCGGKFPVEDAKEEVQ---LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               GG   +  A   ++   +  G AG  MR L      AGG   +  DG  + R RP+ 
Sbjct: 73  ---AGGDTTLRVAPGPLRGGAVDCGLAGTVMRFLPPVAALAGGTVDF--DGDEQARTRPL 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L+ LGAD+D     D  P  V G G L GG+V +  S SSQ++S LL++A     
Sbjct: 128 DTILNALRGLGADIDG----DSLPFTVRGAGSLRGGRVTIDASGSSQFVSGLLLSAAAFD 183 
 
Query: 195 GDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAE------HSDSWDRFYIKGGQKYKSPKN 247 
             V +      + S+P+++MT+ ++   GV+         +D+W        +    P   
Sbjct: 184 EGVTVHHDGTTVPSMPHIDMTVEMLRESGVEVSTPATGGEADTW--------RVSPGPVR 235 
 
Query: 248 A---YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           A    +E D S+A+ FLA AA+T G VTV      + Q      E+L  MGA V     + 
Sbjct: 236 AVDRVIEPDLSNATAFLAAAAVTCGEVTVPLWPAETTQPGDAIREILLAMGADVRRDGAN 295 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +TV GP       + L  ID++++ + ++  T+A +A  ADGP+ +R +A  R  ET+R+ 
Sbjct: 296 LTVRGP-------QQLTGIDIDLHDVGELTPTVAALAALADGPSHLRGIAHLRGHETDRL 348 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
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            A+  E+  LG +V E  D   I P + L+     +Y DHRMA A ++       + I D 
Sbjct: 349 AALAHEINSLGGNVTETEDGLTIVPAD-LHGGTWRSYADHRMATAGAIVGLRVDGIEIED 407 
 
Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
            G T KT P + ++ +T +  
Sbjct: 408 IGTTAKTLPGFENLWATMLS 427 
 
 
>ref|ZP_02422012.1| hypothetical protein EUBSIR_00853 [Eubacterium siraeum DSM 15702] 
 gb|EDS01327.1| hypothetical protein EUBSIR_00853 [Eubacterium siraeum DSM 15702] 
          Length = 405 
 
 Score =  177 bits (449), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 136/433 (31%), Positives = 209/433 (48%), Gaps = 44/433 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P K +SG + +P SKS+S+R+L+ AA  +GTT +DNLL   D+H  + AL  LG+ 
Sbjct: 2   DIKITPSK-LSGKLIVPPSKSISHRMLICAAFCDGTTHIDNLLECMDLHATINALTALGV 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +     +        G   P E  K  V  F   +G  +R +    +A G  A +   G 
Sbjct: 61  KINGKDGSYDIT----GITQPSE--KAAVDCF--ESGSTLRFMIPIFSAFGCEAEFT--G 110 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             ++ ERPI  L+  + + GA       T   P R+   G L GGK  + GS+SSQ+++  
Sbjct: 111 RGKLPERPITPLIEPMTENGA----VFETLSMPYRIK--GKLSGGKYYIDGSVSSQFITG 164 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL A  +   D EI +   L S PYV +T+  M++FGV    S++ + ++IKGGQKY+ P 
Sbjct: 165 LLFALSVLSKDSEIILTTSLESKPYVNITIDCMKQFGVGV--SETENGYFIKGGQKYQ-P 221 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            N  VE D S +++FLA A   G  + +      S+QGD    ++ E              
Sbjct: 222 HNCTVEADMSQSAFFLA-ANCAGSDIELTNLNLNSVQGDKAIVDIAEKFR---------- 270 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                         L  ID   + +PD+   +AV+  F + P  I +    R+KE +R+  
Sbjct: 271 ----------NGGDLSVIDA--SDIPDLVPAIAVMMSFREKPCRIINCERLRIKECDRLA 318 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIRD 424 
           A    +  LG       +   I P E      +  Y+DHR+AMA ++AA      V I+  
Sbjct: 319 ATTELINDLGGKAISTENSIEIFPVEAFKGGTVRNYNDHRIAMAGAVAATRSTGEVIIKG 378 
 
Query: 425 PGCTRKTFPDYFD 437 
             CT K++P +FD 
Sbjct: 379 AECTNKSYPGFFD 391 
 
 
>ref|YP_003937400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           sticklandii DSM 519] 
 emb|CBH22495.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Clostridium sticklandii] 
          Length = 468 
 
 Score =  177 bits (448), Expect = 3e-42,   Method: Compositional matrix adjust. 
 Identities = 128/440 (29%), Positives = 232/440 (52%), Gaps = 26/440 (5%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + + P K++SG + +P SKS+S+R ++ A+LS+G + + N++ S+D+   + A++  G+  
Sbjct: 40  VTINP-KKLSGEISIPPSKSMSHRAIIAASLSDGMSKITNVVLSDDIIATINAMKNFGVE 98 
 
Query: 67  VEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           +E  D A  R   +  G K  V    +   +    +G  +R L            +   G 
Sbjct: 99  IEVQDNADLRKTAIIKGNKNLVYTGND---IDCNESGSTLRFLIPFAGLMDEEVKFT--G 153 
 
Query: 126 VPRMRERPIGDLVVGL--KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
             ++ ERP+ D+   +  KQ   ++      +  P+ VNG   L  G+ +L G ISSQ++ 
Sbjct: 154 KGKLVERPL-DVYYEIFDKQ---NISYRNEENKLPLVVNG--KLKAGEFQLRGDISSQFI 207 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
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           + L+   PL   D +I I   L S  YV+MT+  ++ FG+  E+ + +  FYIKG Q YK 
Sbjct: 208 TGLMFVLPLLDSDSKIIITTDLESKGYVDMTIDTLKVFGILIENKE-YKEFYIKGNQAYK 266 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           + +   VEGD S A++++   AI G  +  +     SLQ D K  ++ + MGA +   E  
Sbjct: 267 A-REYKVEGDFSQAAFWIVAGAI-GDKIICKDVNLESLQADKKIIDIAKAMGADIKKLED 324 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                G      G  HLK+++++ +++PD+   + V+A  ++G T I + +  R+KE++R 
Sbjct: 325 -----GHIEVNSG--HLKSMEIDASQIPDIIPVICVMASMSEGETRIINASRLRIKESDR 377 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + +  +EL+KLGA + E  D  II    +L    + +++DHR+AMA ++A+   ++ V I 
Sbjct: 378 IKSTVSELSKLGADITEHEDSIIINGKTQLTGGKLSSWNDHRIAMAMAIASIRCQLEVEI 437 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
                  K++P +++   T  
Sbjct: 438 SGAEAVSKSYPHFWEDFKTL 457 
 
 
>gb|EFT77790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL030PA1] 
          Length = 429 
 
 Score =  177 bits (448), Expect = 4e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 219/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    L G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRLCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + S P++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHDGASVPSTPHIAMTCAMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|ZP_03290752.1| hypothetical protein CLONEX_02970 [Clostridium nexile DSM 1787] 
 gb|EEA81116.1| hypothetical protein CLONEX_02970 [Clostridium nexile DSM 1787] 
          Length = 422 
 
 Score =  176 bits (447), Expect = 4e-42,   Method: Compositional matrix adjust. 
 Identities = 135/441 (30%), Positives = 218/441 (49%), Gaps = 40/441 (9%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P K  SG + +P SKSL++R ++ A L+ G +V+ N+  S D+   +  +R LG S++ 
Sbjct: 5   ITPAKIDSGNITIPPSKSLAHRAIICACLAPGRSVISNIDYSVDIRATIEGMRHLGASIK 64 
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Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQ-----LFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            DK                 D  E  Q     +    +G  +R      +  G  AT+   
Sbjct: 65  EDKDTLFI------------DGIETFQYDGDVVNCHESGSTLRFFLPLFSLTGKRATF-- 110 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G  R+ ERP     +  ++ G D   F+ T  P + ++G   L  G++ L G++SSQ++ 
Sbjct: 111 SGSKRLIERPQNVYEMLFQEQGID---FVRT-YPNIIIDG--RLKPGELTLKGNVSSQFI 164 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           + LL A PL   D +I I     S  YV++T+++++RF +  E+ D++    IKG Q+Y+ 
Sbjct: 165 TGLLFALPLLEADSKIHIEPPFESRSYVDLTIQMLKRFQIIVEYEDAY-TLAIKGNQQYQ 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P +  VEGD S    F A   +   +V   G    SLQGD K  ++ + M A +   +  
Sbjct: 224 -PTDVLVEGDYSQL-VFWASLGVLNHSVETHGLDLHSLQGDKKTIDIFQSMNAGIKVLDD 281 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                      F    L    +++N  PD+   L  +A  A+G T  ++    R+KE++R 
Sbjct: 282 GYQ--------FCPGTLNGTVIDLNDCPDLGPMLFALATQANGKTTFQNAGRLRIKESDR 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
           + A+ TEL KLG S+        IT P KL  NVT +  ++DHR+ MA S LA  A+ P+ 
Sbjct: 334 IEAMETELKKLGCSISSTFGTVTITGPVKLQGNVT-LHGHNDHRIVMALSILATIADEPI 392 
 
Query: 421 TIRDPGCTRKTFPDYFDVLST 441 
           TI D     K++P +F  L++ 
Sbjct: 393 TIDDAQAISKSYPGFFKDLAS 413 
 
 
>ref|ZP_04057460.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           gingivalis ATCC 33624] 
 gb|EEK14869.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           gingivalis ATCC 33624] 
          Length = 405 
 
 Score =  176 bits (447), Expect = 5e-42,   Method: Compositional matrix adjust. 
 Identities = 137/427 (32%), Positives = 208/427 (48%), Gaps = 54/427 (12%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+ + GSKS SNR+LLL  L     + +N+  S+D   M   L  LG              
Sbjct: 17  TLNIGGSKSESNRLLLLKQLFPSLEI-ENISPSKDTEMMSRGLHLLG------------- 62 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                         EE+ +  G+AG AMR LTA   A   +   VL G  RM++RPIG L 
Sbjct: 63  --------------EEINV--GDAGTAMRFLTAYY-ACCTDRKVVLTGSERMQQRPIGIL 105 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+QLGA +D       PP+ + G   + GG++ +  ++SSQYLSALL+        + 
Sbjct: 106 VEALRQLGASIDYLSTEGFPPLSITG-KHIEGGELTIKANVSSQYLSALLLVGSTFPKGL 164 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP----KNAYVEGD 253 
            + +  ++ S+PY+ MTL L+ + G++A   D+           Y +P    +   VE D 
Sbjct: 165 TLHLEGEITSLPYLRMTLALLNQLGIEAVLEDNIITV-------YHTPEVEAQTIVVEPD 217 
 
Query: 254 ASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            SSASYF +  A++  G ++ +      SLQGD   A++ +  G K  +    + +     
Sbjct: 218 WSSASYFYSMIALSEVGSSLFLNHYKKESLQGDRILADIYQSFGVKTIFWRDKIQLI-KE 276 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
           R+ F          N+   PD+A T+AV          +  + +  +KET R+ A+R E+ 
Sbjct: 277 RDDFS----TIFSYNLMDCPDIAQTIAVTCFGLGVECFLSGLHTLNIKETNRLEALRDEI 332 
 
Query: 372 TKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           TKLG  V        I  P K+  NV +I TY DHRMAMAF+   C +VP+TI        
Sbjct: 333 TKLGGEVHISQGEIWIGVPRKIARNV-SIATYGDHRMAMAFA-PLCLKVPLTIEKGEVVE 390 
 
Query: 430 KTFPDYF 436 
           K++P+++ 
Sbjct: 391 KSYPNFW 397 
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>ref|YP_004045439.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Riemerella 
           anatipestifer DSM 15868] 
 gb|ADQ81933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Riemerella 
           anatipestifer DSM 15868] 
 gb|EFT36070.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Riemerella 
           anatipestifer RA-YM] 
          Length = 410 
 
 Score =  176 bits (447), Expect = 5e-42,   Method: Compositional matrix adjust. 
 Identities = 133/430 (30%), Positives = 208/430 (48%), Gaps = 42/430 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + + GSKS SNR+L+L  L  G   ++NL N++D   +  AL +                 
Sbjct: 17  ISISGSKSESNRLLILQRLL-GDLQINNLSNAQDTQLLQKALYS---------------- 59 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                        +EV + + +AG AMR LT+      G  T +L G  RM++RPI  LV 
Sbjct: 60  ------------NDEV-IDIHHAGTAMRFLTSYFVIQEGRTT-ILTGSDRMKQRPIAPLV 105 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             LK LGA++       CPP+++ G   L   +V +S  +SSQ++S+LL+ A      ++ 
Sbjct: 106 EALKSLGAEITYLEKEGCPPLKIVG-KKLYKNEVSISAEVSSQFISSLLLVAGFLENGLK 164 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I ++  + S PY+EMTL+++   G++ E             +     K   VE D SSAS 
Sbjct: 165 IALVGHITSRPYLEMTLKMLSDLGIETEFKGQTIEVKPLKKELATDNKEYTVESDWSSAS 224 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL-EMMGAKVTWTETSVTVTGPPREPFGR 317 
           YF +  AI    V +E    TS+QGD    ++  +  G +  +      V  P ++   + 
Sbjct: 225 YFYSLVAIGKKQVALESFKETSMQGDKALVKIYRDFFGVETQFQNGERLVLTPIKD--FK 282 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + LK I+++MN  PD+A T+ V A        I  +A+ +VKET+R+VA++ EL K+G   
Sbjct: 283 QPLK-INLDMNDCPDIAQTVCVTAAALGVHFQIEGLATLKVKETDRLVALKNELLKIGLE 341 
 
Query: 378 VEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
            E   D   I       V     I TY DHRMAM+F+  A     + I D     K++P  
Sbjct: 342 TEITEDS--IKSARFFQVEEIPCIKTYHDHRMAMSFAPYALVG-DIKIEDASVVEKSYPY 398 
 
Query: 435 YFDVLSTFVK 444 
           +++   T  K 
Sbjct: 399 FWEDFKTLSK 408 
 
 
>ref|YP_879090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium novyi NT] 
 sp|A0Q388.1|AROA_CLONN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK62560.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium novyi NT] 
          Length = 435 
 
 Score =  176 bits (447), Expect = 5e-42,   Method: Compositional matrix adjust. 
 Identities = 129/444 (29%), Positives = 233/444 (52%), Gaps = 39/444 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I + P  E++G + +P SKSL++R ++ A LSEG + ++N++ SED+   +  +++LG 
Sbjct: 2   ENIKIIP-SELNGEINIPPSKSLAHRAIISAGLSEGVSNIENIIFSEDIKATIRGMKSLG 60 
 
Query: 65  LSVE-----ADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           + +E       K ++R+ +   G  K  +E+      +    +G  +R L      A    
Sbjct: 61  IEIEDITNEYKKGSERSTLKVIGKEKLTLEND----TIDCSESGSTLRFLIPIALRAEKE 116 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            T+   G  ++  RP+       +  G  +      +  P+ V+G   +  G+  + G++ 
Sbjct: 117 VTFT--GRGKLVSRPLDVYYNIFENQG--IKYKTSNNELPLTVDG--KINPGEFHVKGNV 170 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQ+++ L+   P   GD +I I  +L S  YV++T+  +++FGV+ E+++ +  F IKG 
Sbjct: 171 SSQFITGLMYTLPFLDGDSKIIITTELESKGYVDLTIDTLKKFGVEIENNN-YKEFIIKG 229 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
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            QK  S ++  V+GD S  ++F+  A I G  V        SLQGD    ++++ MGA + 
Sbjct: 230 NQKSTS-RDYRVQGDFSQGAFFIV-AGILGSNVKTLDLDIDSLQGDKAIIDIVKKMGANI 287 
 
Query: 299 T----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
                + ET  + T              I ++ ++ PD+   LAV+   + G T I +   
Sbjct: 288 KVGRDYIETKKSKT------------HGITIDASECPDLVPILAVLGAVSHGTTKIINAE 335 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R+KE +R+ A+ TEL+K+GA ++E  D  II    KL    +D+++DHR+AMA ++A+ 
Sbjct: 336 RLRIKECDRLKAMATELSKIGADIKELEDGLIIKGKYKLKGGVVDSWNDHRIAMAMAIAS 395 
 
Query: 415 --CAEVPVTIRDPGCTRKTFPDYF 436 
             C E PV I++     K++PD++ 
Sbjct: 396 IKCTE-PVIIQNSMAVNKSYPDFW 418 
 
 
>ref|YP_055974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes KPA171202] 
 gb|AAT83016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes KPA171202] 
          Length = 429 
 
 Score =  176 bits (447), Expect = 5e-42,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 219/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    L G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRLCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + S P++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHDGASVPSTPHIAMTCAMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAIVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>ref|ZP_01882742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pedobacter sp. BAL39] 
 gb|EDM37644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pedobacter sp. BAL39] 
          Length = 417 
 
 Score =  176 bits (447), Expect = 6e-42,   Method: Compositional matrix adjust. 
 Identities = 139/438 (31%), Positives = 219/438 (50%), Gaps = 50/438 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K I   + L GSKS  NR L+++ALS+G   V N+                  S+ AD   
Sbjct: 13  KHIHTEITLTGSKSECNRALIISALSKGAVAVANM------------------SIAADTV 54 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               ++       P +   +     +G AG AMR LTA ++A  G+  + L G  RM++R 
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Sbjct: 55  TLARILKQVSTHNPHQQTVD-----VGPAGTAMRFLTAFLSALPGD--FRLTGTERMKQR 107 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           PIG L   LK +GA++  +LG +  PP+ +NG        VK+ G ISSQY+SALLM AP 
Sbjct: 108 PIGILSEALKTIGANI-SYLGEEGYPPLHINGPLNQSADTVKIKGDISSQYISALLMVAP 166 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
                + +EI  +L S+PYV+MTL ++   G+   H  S  +  IK  Q +K+     VE 
Sbjct: 167 RLPEGLTLEIEGELTSVPYVKMTLDMLTEAGIS--HEWSAQQISIK-PQSFKA-TTLTVE 222 
 
Query: 252 GDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+ASY+ + AA+     + +      SLQGD +  E++   G   + T   + ++   
Sbjct: 223 PDWSAASYWYSIAALASESAIELPYLKEKSLQGDSRIREIMTAFGLHTSNTANGIALSKI 282 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
           P   F  + L     ++   PD+A T+ V A       A   + + ++KET+R+ A++ E 
Sbjct: 283 P-AAFTDEVL-----DLKDCPDLAQTVIVCAAAMKKNLAFTGLETLKIKETDRIKALQNE 336 
 
Query: 371 LTKLGASVEEGPDYCIITP-------PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           L K+G ++ E  D+ + T        PE++      TY+DHRMAMAF+  +     V +  
Sbjct: 337 LAKIGVTLTE--DHLVYTLNCDGLHFPERVTFA---TYEDHRMAMAFAPLSLLINEVVLE 391 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
           +     K++PD++  L T 
Sbjct: 392 EMDVVEKSYPDFWKDLQT 409 
 
 
>ref|YP_003513920.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stackebrandtia 
           nassauensis DSM 44728] 
 gb|ADD44827.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stackebrandtia 
           nassauensis DSM 44728] 
          Length = 431 
 
 Score =  176 bits (446), Expect = 6e-42,   Method: Compositional matrix adjust. 
 Identities = 138/433 (31%), Positives = 215/433 (49%), Gaps = 30/433 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PGSKS+ +R+L+L A S G + V   L + D   M+  L+ +G+ V     A  
Sbjct: 21  VRGRVSIPGSKSMMSRVLVLTAASHGASSVAAPLLARDSALMVAGLQAMGIRVVTTDDAL 80 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V      + P   A  +     G AG  MR L      A G  T+  DG P  R+RP+ 
Sbjct: 81  WMV----HPRAPQGPAAVDC----GLAGTVMRFLPPLAAVAHGPITF--DGDPYARKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LA 193 
             L+  L  LG  VD    ++  P  + G G + GG++ +  S SSQ+LS LL++AP    
Sbjct: 131 APLLRALTALGVSVDA--ASESLPFTIQGTGRISGGEITIDASSSSQFLSGLLLSAPRYD 188 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS--DSWDRFYIKGGQKYKSPKNAYVE 251 
            G V       + S P+V MT+ ++   G   + S  + W+   ++ GQ     +  +VE 
Sbjct: 189 RGIVLRHQGPPVPSRPHVRMTVDMLRAAGAAVDDSRPNVWE---VEPGQLGG--RAWHVE 243 
 
Query: 252 GDASSASYFLAGAAITGGTVTV-EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+A+ FLA A +TGG VTV +   TTS  GD+   ++   +G +   +   +T+TG  
Sbjct: 244 PDLSNAAPFLAAALVTGGEVTVPDWPATTSQPGDL-LRDLFTQLGGRAVLSHDGLTITG- 301 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                    ++ ID ++++  ++   +A V   AD P+ +R +   R  ET+R+ A+  E 
Sbjct: 302 ------SGSVRGIDADLSEAGELTPVVAAVCALADSPSTLRGIGHLRGHETDRLAALTAE 355 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L +LG  V E  D   I  P  L+ + +DTYDDHRMA A ++   A   V + D  CT K 
Sbjct: 356 LNRLGGDVTETDDGLRIR-PRPLHGSVVDTYDDHRMAQAAAVLGLAVPDVVLSDVACTSK 414 
 
Query: 431 TFPDYFDVLSTFV 443 
           T P +  + +  V 
Sbjct: 415 TLPQFPQLWTELV 427 
 
 
>gb|EFT31959.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL005PA2] 
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 gb|EFT33770.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL005PA3] 
          Length = 429 
 
 Score =  176 bits (446), Expect = 6e-42,   Method: Compositional matrix adjust. 
 Identities = 139/435 (31%), Positives = 220/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  ++    + G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLDAPDRMCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + SIP++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHNGASVPSIPHIAMTCTMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+      
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTIAAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA  A G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLARGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KLG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 KLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
 
 
>gb|ADZ12570.1| 5-enolpyruvylshikimate-3-phosphate synthase [Riemerella 
           anatipestifer RA-GD] 
          Length = 678 
 
 Score =  176 bits (446), Expect = 6e-42,   Method: Compositional matrix adjust. 
 Identities = 133/430 (30%), Positives = 208/430 (48%), Gaps = 42/430 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + + GSKS SNR+L+L  L  G   ++NL N++D   +  AL +                 
Sbjct: 17  ISISGSKSESNRLLILQRLL-GDLQINNLSNAQDTQLLQKALYS---------------- 59 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                        +EV + + +AG AMR LT+      G  T +L G  RM++RPI  LV 
Sbjct: 60  ------------NDEV-IDIHHAGTAMRFLTSYFVIQEGRTT-ILTGSDRMKQRPIAPLV 105 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             LK LGA++       CPP+++ G   L   +V +S  +SSQ++S+LL+ A      ++ 
Sbjct: 106 EALKSLGAEITYLEKEGCPPLKIVG-KKLYKNEVSISAEVSSQFISSLLLVAGFLENGLK 164 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           I ++  + S PY+EMTL+++   G++ E             +     K   VE D SSAS 
Sbjct: 165 IALVGHITSRPYLEMTLKMLSDLGIETEFKGQTIEVKPLKKELATDNKEYTVESDWSSAS 224 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL-EMMGAKVTWTETSVTVTGPPREPFGR 317 
           YF +  AI    V +E    TS+QGD    ++  +  G +  +      V  P ++   + 
Sbjct: 225 YFYSLVAIGKKQVALESFKETSMQGDKALVKIYRDFFGVETQFQNGERLVLTPIKD--FK 282 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           + LK I+++MN  PD+A T+ V A        I  +A+ +VKET+R+VA++ EL K+G   
Sbjct: 283 QPLK-INLDMNDCPDIAQTVCVTAAALGVHFQIEGLATLKVKETDRLVALKNELLKIGLE 341 
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Query: 378 VEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
            E   D   I       V     I TY DHRMAM+F+  A     + I D     K++P  
Sbjct: 342 TEITEDS--IKSARFFQVEEIPCIKTYHDHRMAMSFAPYALVG-DIKIEDASVVEKSYPY 398 
 
Query: 435 YFDVLSTFVK 444 
           +++   T  K 
Sbjct: 399 FWEDFKTLSK 408 
 
 
>ref|ZP_06644106.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erysipelotrichaceae 
           bacterium 5_2_54FAA] 
 gb|EFE47603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erysipelotrichaceae 
           bacterium 5_2_54FAA] 
          Length = 421 
 
 Score =  176 bits (446), Expect = 7e-42,   Method: Compositional matrix adjust. 
 Identities = 123/426 (28%), Positives = 203/426 (47%), Gaps = 33/426 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V +P SKS+++R ++ A+L++G +++ N+  S+D+   +  ++ LG  +E    A+   
Sbjct: 12  GHVHIPPSKSMAHRAIICASLAKGRSIISNVAYSKDIRATIEGMKQLGAHIEV---AEDT 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           V +     F     KE   +F   +G  +R      +      T+   G    R + + + 
Sbjct: 69  VTIDGIANFQGLKDKE---IFCNESGSTLRFFIPIFSLCEKPITFTGSGRLLQRPQKVYE 125 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLMAAPLA 193 
            +   K L    D            +GI     LP G+ ++ G +SSQ++S LL   PL  
Sbjct: 126 DIFHEKGLAFQQD-----------THGIHIQEALPYGEYQIKGDVSSQFISGLLFTLPLL 174 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  I I+    S  YVE+TL+++E FGV A   D      I GGQ Y++  N  +EGD 
Sbjct: 175 EKDSIIRILPPFESRSYVELTLQMLEHFGVHAYFKDEM-TLTIPGGQSYQA-NNYEIEGD 232 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++F   AAI  G +TV G    S QGD    E+L+  GA++           P    
Sbjct: 233 YSQLAFFAVYAAIH-GKITVTGVSHASRQGDKAILEILKSFGARIEEV--------PHGY 283 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
            F +  LK   +++   PD+   L V+ +++ G T I +    R+KE++R+ A+  EL K 
Sbjct: 284 TFYKSELKGTSIDLANCPDLGPILCVLGMYSLGNTHIYNAGRLRIKESDRIAAMEEELRK 343 
 
Query: 374 LGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLA-ACAEVPVTIRDPGCTRKT 431 
            G ++    D   I   +  +    +  ++DHR+ MA S+A AC+    TI D     K+ 
Sbjct: 344 FGVTITSTEDAIFIQGGQDFSCKQTLHGHNDHRIVMALSVATACSNSCATIEDAQAITKS 403 
 
Query: 432 FPDYFD 437 
           +P +FD 
Sbjct: 404 YPTFFD 409 
 
 
>ref|YP_001505320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. EAN1pec] 
 gb|ABW10414.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. EAN1pec] 
          Length = 459 
 
 Score =  176 bits (446), Expect = 7e-42,   Method: Compositional matrix adjust. 
 Identities = 150/459 (32%), Positives = 221/459 (48%), Gaps = 49/459 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ 68 
           +  TV +PGSKS +NR L+LAA ++G + +   L S D   M  ALR LG +V        
Sbjct: 18  VRATVTVPGSKSGTNRALVLAAAADGVSRLRGALRSRDTVLMAAALRELGATVTDEAAPG 77 
 
Query: 69  -----------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 117 
                      AD+ A   VV G     PV   +    +  GNAG   R   A  T A G 
Sbjct: 78  GAEPGRPGEPGADQGAADIVVTG-----PVGAVRGTAAIDCGNAGTVARFTPALATLARG 132 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +  +  DG PRMR+RP+  L+  L++LGA +D     D  P  V G G + GG V +  S 
Sbjct: 133 DVRF--DGDPRMRDRPLTPLLRALRELGAHIDG----DRMPFTVRGTGAVSGGAVTVDAS 186 
 
Query: 178 ISSQYLSALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
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            SSQ +S LL+AA     G        +L S PY++MT+  +   GV  +  D        
Sbjct: 187 DSSQLVSGLLLAAARFERGATVTHAGHRLPSGPYLDMTVADLRAAGVVVDVDDPTADLLR 246 
 
Query: 237 KGGQKYKS------------PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 284 
            GG    S            P +  +E D +SA+ F+A AA+TGG VT+ G   ++ Q   
Sbjct: 247 AGGTPAASTRRWRVKPGGPRPLDRVIEPDLNSAAPFVAAAAVTGGEVTITGWPASTEQPG 306 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
               ++L  MG +       + VTG  R       +  IDV+++   + A  L  +A+ A 
Sbjct: 307 RMLPDLLVAMGCRAELVPEGLRVTGGGR-------ITGIDVDLSDFGEAAPVLTGLAVLA 359 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           D P+ +R +A  R++ET+R+ A+ +EL +LGA V    D   I  P  L    +D + DH 
Sbjct: 360 DSPSRLRGIAHLRLQETDRLAALASELGRLGARVTVTDDGLSII-PVPLRGARLDPHADH 418 
 
Query: 405 RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           R+AM +++   A   VT+ D   T KT PD+  + +T + 
Sbjct: 419 RLAMTYAVVGLAVPGVTVDDIATTGKTVPDFARMWTTML 457 
 
 
>ref|YP_002765629.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis PR4] 
 sp|C0ZX05.1|AROA_RHOE4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAH32890.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis PR4] 
          Length = 437 
 
 Score =  176 bits (446), Expect = 7e-42,   Method: Compositional matrix adjust. 
 Identities = 143/433 (33%), Positives = 218/433 (50%), Gaps = 44/433 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE--ADKA 72 
           +   V LPGSKS++NR L+LAAL++G + +   L S D   M+ ALR LG+ VE   D   
Sbjct: 18  VDAVVTLPGSKSITNRALILAALADGPSTITGALRSRDADLMIAALRDLGIGVEEAGDPT 77 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             R          P+   + +  L    AG  MR L      A G   +  DG  + R R 
Sbjct: 78  TLRIT------PGPLRGGEVDCGL----AGTVMRFLPPLAAMADGIVRF--DGDEQARTR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G ++  L+ LGA ++     D  P  V G G L GG V +  S SSQ++S LL++A   
Sbjct: 126 PLGTILEALRGLGARIEG----DALPFTVTGTGSLRGGTVTIDASGSSQFVSGLLLSAAA 181 
 
Query: 193 ALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAE------HSDSWDRFYIKGGQKYKSP 245 
               V +    K + S+P+++MT+ ++ + GV          +D+W        +    P 
Sbjct: 182 FEEGVTVHHDGKPVPSMPHIDMTVEMLRQSGVSVTTPATGGDADTW--------RVAPGP 233 
 
Query: 246 KNAY---VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
             A    +E D S+A+ FLA AA+TGGTV+V    +++ Q       +L  MGA VT  + 
Sbjct: 234 VRAVDWAIEPDLSNATPFLAAAAVTGGTVSVPMWPSSTTQPGDAIRGILASMGADVTLAD 293 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +TV GP       + L+ ID++++ + ++  T+A +A  A+G + +R +A  R  ET+ 
Sbjct: 294 GVLTVRGP-------EKLRGIDIDLHDVGELTPTVAALAALAEGTSHLRGIAHLRGHETD 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+  E+ KLG SV E  D   I P E L+     +Y DHRMA A ++       V + 
Sbjct: 347 RLAALADEINKLGGSVTETDDGLTIVPAE-LHGGQWLSYADHRMATAGAIIGLVVDGVDV 405 
 
Query: 423 RDPGCTRKTFPDY 435 
            D G T KT P + 
Sbjct: 406 DDVGTTAKTLPGF 418 
 
 
>ref|XP_001019959.1| 3-dehydroquinate synthase [Tetrahymena thermophila] 
 gb|EAR99714.1| 3-dehydroquinate synthase [Tetrahymena thermophila SB210] 
          Length = 1559 
 
 Score =  176 bits (446), Expect = 7e-42,   Method: Composition-based stats. 
 Identities = 127/408 (31%), Positives = 209/408 (51%), Gaps = 25/408 (6%) 
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Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           ++L GSKS++NR+L+L+AL +    + N+L +ED   M+ +L+TLG        A    V 
Sbjct: 382 IQLAGSKSITNRVLILSALLDKEIQLQNVLFAEDTEVMMKSLQTLGACSIQQLDANTVKV 441 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G GG F  +D KE   +++ N+G + R + + +     N + V+    RM+ERPI DL+ 
Sbjct: 442 KGNGGAFNFQDEKE---IYVNNSGTSARFICSMLLLLKPNQSVVIRCCERMKERPIKDLI 498 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L     + +        P RV       GG + ++  ISSQY++ +LMAAP AL  V  
Sbjct: 499 EALSDF-LNFEYLEKEFYLPFRVTKKYEFKGGDIHINSKISSQYVTGILMAAPYALEPVR 557 
 
Query: 199 IEI--IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEGDAS 255 
           + +   +++ S P+++MT  +M++FG    + +  + F I    KY  PK + Y+E DA+ 
Sbjct: 558 VILSQTEQITSEPFIQMTFDMMKQFGSNI-YREKQNIFNIS-NTKYLYPKESYYIEPDAA 615 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           +ASY +A A +    + ++G    SLQGD+KF E L  +G  V + +  V + G       
Sbjct: 616 TASYDMAWAVLNQKKIIIKGFQIHSLQGDLKFTEKLVGLGYCVEYNDVGVIIRG----DL 671 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVV--ALFADGPTA--IRDVASWRVKETERMVAIRTEL 371 
            +K       + N   D  +T  ++  AL  +   +  I ++A+ RVKE +R+ A+   L 
Sbjct: 672 PQKECTQTTFDFNDCTDTFITFGIILAALENNNNQSYKIVNIANQRVKECDRIHALSLNL 731 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDT--------YDDHRMAMAFS 411 
            K G    E  D   I P +K  +   D+        ++DHR+ MAFS 
Sbjct: 732 KKFGIKTIEYDDGIEIFPNKKQLLEQCDSKQSIIIECFNDHRLGMAFS 779 
 
 
>ref|YP_003541749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanohalophilus 
           mahii DSM 5219] 
 gb|ADE36104.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanohalophilus 
           mahii DSM 5219] 
          Length = 427 
 
 Score =  176 bits (445), Expect = 8e-42,   Method: Compositional matrix adjust. 
 Identities = 148/427 (34%), Positives = 219/427 (51%), Gaps = 27/427 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V  P SKS ++R + + +LSE   VV   L SED    + A + LG  +  +K    
Sbjct: 10  VEGEVFAPPSKSYTHRAITIGSLSE-KCVVRRPLISEDTKATIHACKMLGAQINEEKG-- 66 
 
Query: 75  RAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              + G  GK  + ED      + +GN+G  +R +TA  +   G    +L G   +R RP 
Sbjct: 67  DLFIEGVKGKPHIPEDV-----IDVGNSGTTLRFMTAVASLVDG--VSILTGDNSLRTRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
            G L+  L  LG +V   L   C P+ V G  GL G   K+ GSISSQ++SALL+A PL  
Sbjct: 120 NGPLIEVLHDLGVEVISTLNNGCAPLVVKG--GLKGAIAKIDGSISSQFISALLIACPLT 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
                + I  +L S PYV +TL ++   G +  E S+   +F I   Q Y + ++  V G 
Sbjct: 178 SKSTTLSIKGELRSKPYVNVTLEILREAGAEIFEDSNHNIKFIIPPNQDY-NLRDYLVPG 236 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGP 310 
           D SSASY LA AA+TG  V V+     S QGD+    +L+ MGA ++W + +  VTV G  
Sbjct: 237 DFSSASYLLAAAAMTGSRVVVKNM-FPSQQGDMAIIGILKQMGAGISWDKDNGRVTVNG- 294 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  + LK + V+    PD+  T+AV+   A+G T I +    R KET+R+ A+  E 
Sbjct: 295 -------RDLKGVRVDAAATPDLVPTIAVLGAVAEGQTVIENAEHVRYKETDRLHAMAVE 347 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L K+G SV+E  D   I    KL  + +  + DHR+ MA ++A       T+         
Sbjct: 348 LKKMGVSVKEDQDKLTIKGG-KLKGSELHGWHDHRIVMALTIAGMVAGDTTVDTAESIFI 406 
 
Query: 431 TFPDYFD 437 
           ++P++FD 
Sbjct: 407 SYPNFFD 413 
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>gb|EGD35333.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga sp. 
           oral taxon 338 str. F0234] 
          Length = 447 
 
 Score =  176 bits (445), Expect = 9e-42,   Method: Compositional matrix adjust. 
 Identities = 135/427 (31%), Positives = 210/427 (49%), Gaps = 53/427 (12%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+ + GSKS +NR+LLL  +      V+N   S+D   M   L +                
Sbjct: 57  TLNIGGSKSETNRLLLLQCILPSLQ-VENASFSKDSSLMYEGLHS--------------- 100 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                       +KE +   +G+AG  MR LTA    A      +L G  RM+ERPIG L 
Sbjct: 101 ------------SKEIIN--IGDAGTVMRFLTAYY--AISKRKVILTGSERMQERPIGIL 144 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+QLGA +        PP+R+ G   L GG + +   ISSQ++SALLM AP  +  + 
Sbjct: 145 VDALRQLGASITYLAREGYPPLRIEG-KPLLGGTLTIRADISSQFISALLMIAPTFVKGL 203 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            + +  ++ S PY+ MTL L+   G++A   + + +  Y        SPK   VE D SS 
Sbjct: 204 SLHLEGEITSFPYLRMTLSLLNELGIEATFEEHTLEVPYTPT----ISPKTIIVEPDWSS 259 
 
Query: 257 ASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE- 313 
           ASYF +  A++  G T+++      SLQGD   A++ +  G K  + E  + +     E  
Sbjct: 260 ASYFYSLIALSEVGTTLSLLHYKQDSLQGDRILADIYKTFGVKTLFLEDRIQLVKKKTEI 319 
 
Query: 314 -PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
            P           N+   PD+A T+AV          +  + +  +KET R+VA++ ELT 
Sbjct: 320 PPI-------FSYNLIDTPDIAQTIAVTCFGLGVECFLSGLKTLNIKETNRLVALKEELT 372 
 
Query: 373 KLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           KL   V+       + P  ++  N+ AI+ ++DHRMAMAF+   C +VP+TI +     K 
Sbjct: 373 KLSGEVQISDSEIWVAPCTEITPNI-AINPHNDHRMAMAFA-PLCLKVPITITETKVVEK 430 
 
Query: 431 TFPDYFD 437 
           ++P++++ 
Sbjct: 431 SYPNFWE 437 
 
 
>ref|YP_004036929.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halogeometricum 
           borinquense DSM 11551] 
 gb|ADQ67484.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halogeometricum 
           borinquense DSM 11551] 
          Length = 432 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 150/445 (33%), Positives = 216/445 (48%), Gaps = 29/445 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ + P + I G  + P SKS ++R +L A      TV+ N L S D    + A+   G  
Sbjct: 2   DVTISPSR-IDGRTRAPPSKSYTHRAILAAGYGGQATVL-NPLVSADTKATMRAVDAFGG 59 
 
Query: 66  SVEADKAAKRAVVVGCGGK--FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +         V G  G+   P +    E      N+G  MR +TA   AA G+   VL 
Sbjct: 60  DTDLSADESSLSVSGFDGRPEVPADVVNCE------NSGTTMRLVTAC--AALGDGLTVL 111 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +R RP G L+  +  LG   +        P+ V     + GG V + G +SSQY+ 
Sbjct: 112 TGDDSLRSRPQGPLLDAVTDLGGRGESTRRNGQAPLVVGD--AMDGGTVSIPGDVSSQYI 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALLMA  +    ++IE+  +L S PYV++TL L++ FGV+AE   + D F + GGQ Y  
Sbjct: 170 SALLMAGAVTDEGIDIELETELKSAPYVDITLELLDEFGVEAEQ--TADGFSVAGGQSYD 227 
 
Query: 244 SPKNAY-VEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
                Y V GD SS SY L   A AA  G +V VEG    S QGD    +++  MGA VT 
Sbjct: 228 PTGGEYEVPGDFSSISYLLAAGAIAAAEGESVVVEGA-RPSAQGDAAIVDIVRDMGADVT 286 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
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           W   +  +T        R  L    V++   PD+  T+A +   ADG T I +    R K 
Sbjct: 287 WDRDAGELT------VSRATLTGTTVDVGDTPDLLPTIATLGAVADGDTVIENCEHVRYK 340 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAA-CAE 417 
           ET+R+ A+  EL K+GASV E  D   I   E   V A ++   DHR+ M+ ++A   AE 
Sbjct: 341 ETDRVSAMADELGKMGASVTEEQDRLTIHGGETDLVGATVEGRHDHRIVMSLAIAGLVAE 400 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
              T+        +FP++FD + +  
Sbjct: 401 GETTVTGAEHVDVSFPNFFDAIESL 425 
 
 
>ref|YP_003581491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes SK137] 
 gb|ADD99333.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes SK137] 
 gb|EFS38047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL074PA1] 
 gb|EFS48000.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL083PA1] 
 gb|EFS68323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL007PA1] 
 gb|EFS71361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL056PA1] 
 gb|EFT17707.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL053PA1] 
 gb|EFT19928.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL045PA1] 
 gb|EFT27781.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL005PA1] 
 gb|EFT52363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL078PA1] 
 gb|EFT67861.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL038PA1] 
          Length = 429 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 139/435 (31%), Positives = 218/435 (50%), Gaps = 27/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PGSKS +NR L+LAALS+G +V++ +L S D + M   L+ LG  ++       
Sbjct: 17  LAGRVTVPGSKSQTNRALVLAALSDGPSVLEGVLASRDSYLMSAGLQLLGADIQPIGPGS 76 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G      P+E          G AG  MR L        G   +V  G  +   RP 
Sbjct: 77  VQVMPGLAHPTGPIE---------CGMAGTVMRFLPVVAALVPGQTRFV--GDEQASRRP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  ++ GL+QLG +VD    +D  P  +N    L G KV +  + SSQ++SALL+A+    
Sbjct: 126 IAPVLNGLRQLGVEVD----SDRLPFSLNAPDRLCGPKVTIDSATSSQFISALLLASARF 181 
 
Query: 194 LGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +++      + S P++ MT  ++   GV    SD    + ++ G  +    +  +E  
Sbjct: 182 PQGIDLRHDGASVPSTPHIAMTCAMLADRGVTVV-SDEPCHWVVRPGPIHA--LDDVIEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D ++A+ FLA A I GG+VTV G  T S Q   +F  + E MGA V+  + S+T+T     
Sbjct: 239 DLTNAAVFLAAALIVGGSVTVPGWPTDSTQPGAQFMGIAEKMGAMVSRVDGSMTITAQ-- 296 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G + L+ +DV++++  ++   +A VA    G + IR VA  R  ET+R+ A+  EL  
Sbjct: 297 ---GWQELRPLDVDLHEASELTPVVAAVASLTRGRSRIRGVAHIRGHETDRLAALEHELA 353 
 
Query: 373 KLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
            LG  V++  +   IT    +KL+      Y DHRMA A +L       V + D  CT K 
Sbjct: 354 NLGVEVQQTDNGLDITGRGADKLHGGKFGCYADHRMAHAGALLGLVIDGVELDDITCTSK 413 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           T P +  + +  V+  
Sbjct: 414 TMPQFPQMWANLVEE 428 
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>ref|YP_003309207.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sebaldella termitidis 
           ATCC 33386] 
 gb|ACZ09276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sebaldella termitidis 
           ATCC 33386] 
          Length = 424 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 127/434 (29%), Positives = 223/434 (51%), Gaps = 25/434 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EI + P K + G + +P SKS S+R ++ A+L++G + + NL  S D+      ++  G  
Sbjct: 2   EIKIIPTK-LKGEINIPPSKSYSHRAVIAASLTDGESRIGNLNFSVDIQTTTDIMKNFGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E  +      + G  G   +E+      +    +G  +R     +  +  N    +DG 
Sbjct: 61  VIE--QGEDYLKITGNQGNVTIENN----YIQCNESGSTIR-FIIPIALSRNNGQLTIDG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             ++ ERP         + G       G    P+ + G   L     ++ G+ISSQ+++  
Sbjct: 114 KGKLIERPFDTYYKIFDKQGISYKTTNGK--LPLYIEG--SLKADTFEVEGNISSQFITG 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   PL  GD EI I   L S  YV++TL+++E   ++ +++D +  F IKG Q YK   
Sbjct: 170 LLYTLPLLDGDSEIVIKGPLESKGYVDLTLKILEMADIEVKNND-YKSFLIKGNQTYKGF 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  VEGD S  ++++  A I    +  +     SLQGD    E+++ MGA +   + ++ 
Sbjct: 229 -DYTVEGDYSQVAFWIV-AGILSEEINCKNVYKDSLQGDRAIVEIVQRMGANLEINDKNI 286 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V      P G+     IDV+  + PD+A  L V+A  ++G T I +    R+KE++R+  
Sbjct: 287 KVF-----P-GKTKGTVIDVS--QCPDIAPVLTVLAALSEGETRIINAERLRIKESDRIT 338 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
           ++RTEL KLGA + E  D  +I   ++L     +D+++DHR+AMA ++A+   + P+ I  
Sbjct: 339 SMRTELNKLGADIREEGDTLVINGVDELEGGVTVDSWNDHRVAMALAIASIKCKNPILIT 398 
 
Query: 424 DPGCTRKTFPDYFD 437 
           D G  RK++P++++ 
Sbjct: 399 DAGAVRKSYPNFWN 412 
 
 
>ref|ZP_07089459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           genitalium ATCC 33030] 
 gb|EFK54772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           genitalium ATCC 33030] 
          Length = 433 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 142/431 (32%), Positives = 214/431 (49%), Gaps = 31/431 (7%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T  +PGSKSL+NR  +LAAL++G + +   L S D   M  AL ++G+    D  A  A  
Sbjct: 24  TQVIPGSKSLTNRAYVLAALADGPSTLVGALRSRDTDLMESALESMGVQFTRDGDAVTA- 82 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                       A    ++  G AG  MR + A    A G    ++DG P+ R RP+  + 
Sbjct: 83  ---------TPGALTGAEVDCGLAGTVMRFVPAVAAFASG--PVLIDGDPQARSRPVSTI 131 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLALGD 196 
           +  L+ LG  VD     D  P  VNG G   GG+V++  S SSQ++SALL+A A    G  
Sbjct: 132 LNALRDLGVHVDG----DSLPFTVNGSGSALGGRVEIDASSSSQFVSALLLAGARFERGV 187 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
             +    KL S+P+++MT+ ++   GV  E  D  + + ++ G      +   +E D S+ 
Sbjct: 188 QLVHTGGKLPSMPHIQMTVDMVRDAGVTVETGD--NEWTVQPGPIAG--RTWMIEPDLSN 243 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET----SVTVTGPPR 312 
           A+ FLA AA+TGG VTV      + Q       +LE MG  V+        ++ VTGP   
Sbjct: 244 ATPFLAAAAVTGGEVTVPFWPQETTQAGDAIRGILERMGCDVSLVPNGPAHALKVTGPE- 302 
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Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G K L+ I ++M+ + ++  T+A +A  A  P+ +  +A  R  ET+R+ A+  E+  
Sbjct: 303 ---GGK-LRGISLDMSDIGELTPTVAALAAHATTPSELTGIAHLRGHETDRLAALSAEIN 358 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
            LG   +E  D   IT P  L+     +Y DHRMA A ++       VT+ D G T KT  
Sbjct: 359 ALGGQCDELDDGLRIT-PAPLHSGTWHSYADHRMATAGAIIGLTVEGVTVEDIGTTAKTL 417 
 
Query: 433 PDYFDVLSTFV 443 
           P +  + S  V 
Sbjct: 418 PGFEHMWSGMV 428 
 
 
>ref|YP_004053366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marivirga tractuosa 
           DSM 4126] 
 gb|ADR21258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marivirga tractuosa 
           DSM 4126] 
          Length = 416 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 134/439 (30%), Positives = 212/439 (48%), Gaps = 61/439 (13%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           ++ LP SKS SNR+L++ ALS+G   ++NL ++ D   ++  L                  
Sbjct: 18  SINLPSSKSESNRLLVMNALSDGKIDLNNLSSARDTQTLIKLL----------------- 60 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                     E+  E     + +AG AMR LTA    A  N    L G  RM++RPI  L 
Sbjct: 61  ----------ENENELNTFDVLDAGTAMRFLTAYFAVATKNEV-ALTGTERMKKRPIRIL 109 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
           V  L+ +GA++        PP+++         K+ + G+ISSQY+SALLM AP     + 
Sbjct: 110 VNALRSIGAEISYNNEEGFPPLKIKPFQKQISSKISIPGNISSQYISALLMIAPSLPHGL 169 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           EI+I   + S PY+ MTL LME  G+  ++S + +   I+  QKY+      VE D S++ 
Sbjct: 170 EIKIEPPVFSKPYINMTLGLMELSGI--QYSQNKNTISIQ-YQKYQESSQG-VESDWSAS 225 
 
Query: 258 SYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           SY+ +  A +  G  V +EG  + S QGD    E++   G    + +T + +     E   
Sbjct: 226 SYWFSIIAQSEIGKKVFLEGLKSKSFQGDNDIKEIVGNFGVSYKFEKTGILL-----EKI 280 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
                  + ++  K PD+A T+   A   +    +  + S R+KET+R+ A++ EL+K   
Sbjct: 281 SSAKNSLLKLDFKKCPDLAQTVLPCAASLNVDLEMTGLESLRIKETDRISALQNELSKFN 340 
 
Query: 376 ASVEEGPDYCIITPPEK-------LNVTA-----IDTYDDHRMAMAFSLAACAEVPVTIR 423 
                    C +T PEK        N  A     I+TY+DHRMAM F+  A  +  + I+ 
Sbjct: 341 ---------CKLTEPEKGIWKLDSSNFKAKEGIIIETYEDHRMAMGFAPLAL-KTGIQIK 390 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           D     K++P +++ L  F 
Sbjct: 391 DIEVVNKSYPSFWEDLELF 409 
 
 
>ref|NP_633262.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosarcina mazei 
           Go1] 
 sp|Q8PXI0.1|AROA_METMA RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAM30934.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosarcina mazei 
           Go1] 
          Length = 430 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 151/427 (35%), Positives = 222/427 (51%), Gaps = 27/427 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G V  P SKS ++R + LAALS+ + +   LL S D    + A    G +V  +K  + 
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Sbjct: 10  IKGEVFAPPSKSYTHRAITLAALSKESIIHRPLL-SADTLATIRASEMFGAAVRREK--E 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G  GK  + D      +   N+G  +R +TA      G    VL G   +R RP  
Sbjct: 67  NLIIQGSNGKPGIPDD----VIDAANSGTTLRFMTAIAGLTDG--ITVLTGDSSLRTRPN 120 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  L +LGA      G +  P+ V G  G+ G +V++SGSISSQ++SALL+A PLA  
Sbjct: 121 GPLLEVLNRLGAKACSTRGNERAPIVVKG--GIKGSEVEISGSISSQFISALLIACPLAE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEG 252 
               + II KL S PYV++T+ ++   GVK  H+D  +  +F I G QKY   K   V G 
Sbjct: 179 NSTTLSIIGKLKSRPYVDVTIEMLGLAGVKI-HTDDNNGTKFIIPGKQKY-DLKQYTVPG 236 
 
Query: 253 D-ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTG 309 
           D +S++    A A + G  +TV+     S QGD    + L+ MGA +TW   +  VTV G 
Sbjct: 237 DFSSASYLLAAAAMLEGSEITVKNL-FPSKQGDKVIIDTLKQMGADITWDMEAGIVTVRG 295 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                 GRK LKAI  +    PD+  T+AV+A  A+G + I +    R KET+R+ A+ T 
Sbjct: 296 ------GRK-LKAITFDAGSTPDLVPTVAVLASVAEGTSRIENAEHVRYKETDRLHALAT 348 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           EL K+G S++E  D   IT    L    +  +DDHR+ M+ ++A        +        
Sbjct: 349 ELPKMGVSLKEEMDSLTITGG-TLEGAEVHGWDDHRIVMSLAIAGMVAGNTIVDTTESVS 407 
 
Query: 430 KTFPDYF 436 
            ++PD+F 
Sbjct: 408 ISYPDFF 414 
 
 
>ref|YP_003155352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachybacterium 
           faecium DSM 4810] 
 gb|ACU85762.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachybacterium 
           faecium DSM 4810] 
          Length = 441 
 
 Score =  175 bits (444), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 134/425 (31%), Positives = 212/425 (49%), Gaps = 16/425 (3%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +   V++PGSKSL+ R + LAA ++  +V+   L S D   M  AL  LG  +E +   
Sbjct: 14  RPVDALVRVPGSKSLTARWMFLAAAADEPSVLRGALVSRDTRLMRDALERLGAVLEVEDG 73 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           A     +    +       E V++  G AG  MR +        G+  +  D      +R 
Sbjct: 74  ALHVTPLPPPAEH----PAEPVEIHTGLAGTVMRFVPMLAALHHGDVRFTGDEA--AFQR 127 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L+Q G +V         P+ V+G G LPGG+V++  S SSQ++S LL+ A   
Sbjct: 128 PMDAVVDVLRQQGVEVTEHGEPGRLPLTVHGTGRLPGGRVEVDASASSQFISNLLLVAAR 187 
 
Query: 193 ALGDVE-IEIIDKLISIPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGGQKYKSPKNAYV 250 
           A  D+E + + + L S+P+++MT+  + + GV+A H  D+  R           P    + 
Sbjct: 188 AETDIELVHVGEVLPSLPHIDMTVETLRQAGVEATHQLDAEGRHAWSVRHGAIRPLEVTI 247 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A  FLA A  TGGT+ V+    T+ Q    + ++L  MG +V W E         
Sbjct: 248 EPDLSNAGPFLAAAMATGGTIAVDDWPETTTQPGDAYRDLLTRMGGEV-WREGRTLCV-- 304 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   L+ ID +M+ M ++  T++ +   A+ P+ +  VA  R  ET+R+ A+ TE 
Sbjct: 305 ----RGTGTLRGIDADMSAMGELVPTMSALCALAETPSRLTGVAHLRGHETDRLKALATE 360 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           LTK+GA   E  D   I P E L     ++Y+DHRMA A ++       + + D G T+K 
Sbjct: 361 LTKIGARTSELEDGLEIHPGE-LRGDVFESYEDHRMATAGAIIGLRVPDLRVVDIGTTQK 419 
 
Query: 431 TFPDY 435 
           T PD+ 
Sbjct: 420 TLPDF 424 
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>ref|ZP_02867959.1| hypothetical protein CLOSPI_01799 [Clostridium spiroforme DSM 1552] 
 gb|EDS74216.1| hypothetical protein CLOSPI_01799 [Clostridium spiroforme DSM 1552] 
          Length = 426 
 
 Score =  175 bits (443), Expect = 2e-41,   Method: Compositional matrix adjust. 
 Identities = 121/425 (28%), Positives = 224/425 (52%), Gaps = 25/425 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++P SKSL++R ++ A+L++G + +DN+  S+D+   + A+++LG  +E      
Sbjct: 10  KLKGKVQVPPSKSLAHRAIICASLAKGISRIDNIEYSKDIQATIKAMQSLGTKIEK---Y 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +++     F     K   ++    +G  +R +   ++    N  +   G   + +RP 
Sbjct: 67  NDYLIIDGTSTF----TKNNSEIDCEESGSTLRFMIP-ISIVEENKVH-FTGHGNLGKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +       +Q   ++      D   + V  IG L     K+ G+ISSQ+++ LL A PL  
Sbjct: 121 LDTFYKIFEQ--QNIGYLYKKDILDLYV--IGKLKPDHYKIPGNISSQFITGLLFALPLL 176 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD  IEI   L S  Y+++TL+++ ++G+K  +++ +  F I G Q+Y + ++  VE D 
Sbjct: 177 KGDSIIEITSPLESKGYIDLTLQMLNQYGIKIINNN-YQSFIIIGNQEYHA-QDYRVEAD 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A+++L   AI G  V +      SLQGD    ++LE MGAK+T     V VTG     
Sbjct: 235 FSQAAFYLVAGAI-GNDVVLTDLNLDSLQGDKATLDILESMGAKITVLGDGVKVTG---- 289 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               ++L A  V+ ++ PDV   ++V    A G + + +    R+KE +R+VA  +++ + 
Sbjct: 290 ----ENLSATIVDASQCPDVIPVVSVALALATGRSEVINAKRLRIKECDRLVATSSQINE 345 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIRDPGCTRKTF 432 
           L  +V+E P+  II   ++       +Y+DHR+AM  ++AA   + P+ I +  C  K++ 
Sbjct: 346 LSGNVKELPEGMIINGVDEFTGGNCSSYNDHRIAMMLAIAATRSIRPIIIDNMECVEKSY 405 
 
Query: 433 PDYFD 437 
           P +++ 
Sbjct: 406 PSFWE 410 
 
 
>ref|ZP_03929090.1| conserved hypothetical protein [Acidaminococcus sp. D21] 
 gb|EEH90320.1| conserved hypothetical protein [Acidaminococcus sp. D21] 
          Length = 425 
 
 Score =  175 bits (443), Expect = 2e-41,   Method: Compositional matrix adjust. 
 Identities = 131/425 (30%), Positives = 212/425 (49%), Gaps = 22/425 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV  P SKS+ +R L+ AAL++G + + ++  S+D+      L  LG ++      K 
Sbjct: 11  LAGTVTAPSSKSMGHRFLICAALAQGESWIRDVSFSKDIAATRRCLEALGATIMEGPGEK 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                   G+ P + +     +  G +G  +R L       G    ++ +G   +  RP+ 
Sbjct: 71  GRKTYFVKGQPPHQKSP---LMDCGESGSTLRFLIPLAALDGNCYNFIGEG--ELGTRPL 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
                  K+   ++    G++   P+ V G   L  G   + G +SSQ++S LL A PL  
Sbjct: 126 TPYETLFKE--ENLHFHYGSERHFPLSVQG--PLKSGHFVVPGDVSSQFISGLLFALPLL 181 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  IEI     S  YV +TL  +  FGV     D    + + GGQ Y+ P +  VEGD 
Sbjct: 182 QRDSTIEITGSFESQSYVALTLSALSTFGVHV-FQDEPRLYRVLGGQAYR-PYSGSVEGD 239 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A++FL   A+  G +++ G  T+SLQGD     +L+ MGAK+     S+T+       
Sbjct: 240 FSQAAFFLVAGALGKG-ISIRGVKTSSLQGDKAILPILQRMGAKLEEGPESLTI-----H 293 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
           P     L  I ++ +  PD+   L+V A  A G T I      R+KE +R+ A+ +ELTK 
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Sbjct: 294 P---SSLHGIRIDASDCPDLVPILSVAAALAKGTTEIIHAERLRLKECDRLKAMASELTK 350 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTF 432 
           +GA VEE PD  II     L+    D+++DHR+AM+ ++AA  ++ PV +      +K++ 
Sbjct: 351 MGAHVEERPDGLIIRGVPMLHGAGADSWNDHRVAMSLAIAATRSDGPVILTGSESVQKSY 410 
 
Query: 433 PDYFD 437 
           P ++  
Sbjct: 411 PQFWQ 415 
 
 
>emb|CBL34654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium siraeum 
           V10Sc8a] 
          Length = 405 
 
 Score =  174 bits (442), Expect = 2e-41,   Method: Compositional matrix adjust. 
 Identities = 135/433 (31%), Positives = 208/433 (48%), Gaps = 44/433 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P K +SG + +P SKS+S+R+L+ AA  +GTT +DNLL   D+H  + AL  LG  
Sbjct: 2   DIKITPSK-LSGKLIVPPSKSISHRMLICAAFCDGTTHIDNLLECMDLHATINALTALGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +     +        G   P E  K  V  F   +G  +R +    +A G  A +   G 
Sbjct: 61  KINGKDGSYDIT----GITRPSE--KAAVDCF--ESGSTLRFMIPIFSAFGCEAEFT--G 110 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             ++ ERPI  L+  + + GA       T   P R+   G L GGK  + GS+SSQ+++  
Sbjct: 111 RGKLPERPIAPLIEPMTENGA----VFETLSMPYRIK--GRLNGGKYYIDGSVSSQFITG 164 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL A  +   D EI +  +L S PYV +T+  M++FGV     ++ + ++IKGGQKY+ P 
Sbjct: 165 LLFALSVLSKDSEIILTTRLESKPYVNITIDCMKQFGVWV--CETENGYFIKGGQKYQ-P 221 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            N  VE D S +++FLA A   G  + +      S+QGD    ++ E              
Sbjct: 222 HNCTVEADMSQSAFFLA-ANCAGSDIELTNLNLNSVQGDKTIVDIAEKFR---------- 270 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                         L  ID   + +PD+   +AV+  F + P  I +    R+KE +R+  
Sbjct: 271 ----------NGGDLSVIDA--SDIPDLVPAIAVMMSFWEKPCRIINCERLRIKECDRLA 318 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIRD 424 
           A    +  LG       +   I P E      +  Y+DHR+AMA ++AA      V I+  
Sbjct: 319 ATTELINDLGGKAISTENSIEIFPVEAFKGGTVRNYNDHRIAMAGAVAATRSTGEVIIKG 378 
 
Query: 425 PGCTRKTFPDYFD 437 
             CT K++P +FD 
Sbjct: 379 AECTNKSYPGFFD 391 
 
 
>ref|ZP_07920257.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudoramibacter 
           alactolyticus ATCC 23263] 
 gb|EFV02610.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudoramibacter 
           alactolyticus ATCC 23263] 
          Length = 427 
 
 Score =  174 bits (442), Expect = 2e-41,   Method: Compositional matrix adjust. 
 Identities = 139/449 (30%), Positives = 227/449 (50%), Gaps = 43/449 (9%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L+P   I G +  P SKS+S+R+++ AAL++G + V ++L SED+     A+  LG  + 
Sbjct: 4   ILKP-HPICGEIVAPPSKSVSHRMVMAAALAKGESTVHHVLLSEDLKATCAAMEALGAHI 62 
 
Query: 68  EADKAAKRAVVV---GC-------GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 117 
           E+   ++  V +   GC       G      ++   ++  L  AG+  R L          
Sbjct: 63  ESAAESRGLVTLTIRGCDRPKAAAGATIYCRESGSTLRFMLPLAGMHARDLH-------- 114 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
                + G  R+ ERP+G         G         + P + +NG  GL  G   L G+ 
Sbjct: 115 -----ITGEGRLSERPLGPFRENFTAHGVQWTAPENRELP-LTLNG--GLQPGHFLLPGN 166 
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Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +SSQ+++ LL A PL  GD  I++I ++ S PYV +TL ++ + G+  + S  +  + I  
Sbjct: 167 LSSQFITGLLFALPLLDGDSTIDVITEMESAPYVAITLAVLGQAGIVVDASADFRHYRIA 226 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GGQ Y +P    VEGD S A+++LA   +  G VT  G    S QGD +  + +  MG   
Sbjct: 227 GGQHY-APGVFTVEGDYSQAAFWLA-IGVLSGPVTCRGLLFDSAQGDARVVDWMREMGGD 284 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           +T T        P R       L+ I++N+++ PD+   LAV+A  A G + I      R 
Sbjct: 285 ITRTADGFCAR-PSR-------LRGIEMNVSQCPDLVPVLAVLAAAASGTSRIVGAGRLR 336 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           +KE++R+ A+ T LT LGA V+E P+  +I     L    + +++DHR+AMA + A+  C 
Sbjct: 337 LKESDRLAAMTTVLTALGADVKEKPEGLVIRGGRPLKGGRVSSFNDHRVAMALATASTVC 396 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A  PV +      +K++P +++    FVK 
Sbjct: 397 A-APVVLDGAEAVQKSYPQFWE---DFVK 421 
 
 
>ref|YP_001887328.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           B str. Eklund 17B] 
 sp|B2TQ51.1|AROA_CLOBB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD25121.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           B str. Eklund 17B] 
          Length = 433 
 
 Score =  174 bits (441), Expect = 3e-41,   Method: Compositional matrix adjust. 
 Identities = 131/431 (30%), Positives = 220/431 (51%), Gaps = 30/431 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G VK P SKS+++R ++ AAL +G + + N+  S+D+   + A+R+LG  +   K   
Sbjct: 10  KLKGEVKTPPSKSMAHRGVICAALGDGISKIRNINYSDDIIATINAMRSLGAIIT--KED 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF----LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +   V+G       E  K+ ++L        +G  +R L        G++ ++  G   + 
Sbjct: 68  EYLHVIG----IKSEKCKKNIELNRTIDCNESGSTLRFLVPISCIFEGSSRFI--GRGNL 121 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+          G       G     +R+ GI  L  G+ KL G ISSQ++S +L   
Sbjct: 122 GKRPLDTYYEIFDNQGIKHSYKKGK--LDLRIEGI--LKCGEFKLRGDISSQFISGMLFT 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            PL  GD ++ I   L S  Y+++TL  M  FG++   ++++  F IKG Q YKS +N   
Sbjct: 178 LPLLEGDSKVIITTDLESKGYIDLTLSAMSDFGIEI-INNNYREFIIKGNQTYKS-RNYR 235 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +EGD S A++FL   A+    V +      SLQGD +  E+LE M  K+   +    + G 
Sbjct: 236 IEGDYSQAAFFLVADALK-SEVFINDLNLESLQGDKEVIEILERMNMKIKNIDNG--LLG 292 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
             RE  G     +  ++ ++ PD+   +++ A   +G T I +V   R+KE +R+ A+ + 
Sbjct: 293 IQRENLG-----STIIDGSQCPDIIPVISLAASLCNGRTEIINVGRLRIKECDRLSAVAS 347 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           EL KLGA + E  D  II   + L     + ++ DHR+AM  ++A+  C E P+ + D   
Sbjct: 348 ELNKLGAHIIEKEDSLIIDGVKTLKGGVKVWSHKDHRIAMMLAIASTVCME-PIILEDYE 406 
 
Query: 427 CTRKTFPDYFD 437 
           C  K++P +FD 
Sbjct: 407 CISKSYPAFFD 417 
 
 
>ref|ZP_05368127.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rothia mucilaginosa 
           ATCC 25296] 
 gb|EET75609.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rothia mucilaginosa 
           ATCC 25296] 
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          Length = 503 
 
 Score =  174 bits (440), Expect = 3e-41,   Method: Compositional matrix adjust. 
 Identities = 141/455 (30%), Positives = 220/455 (48%), Gaps = 47/455 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---AD----- 70 
           V +PGSKSL+NR LLLAAL++  + +   L+S D   M+ ALR LG  +E    D      
Sbjct: 31  VHIPGSKSLTNRYLLLAALADSPSYLRAPLHSRDSALMIEALRQLGAGIELVPTDSPFGP 90 
 
Query: 71  --KAAKRAVVVGCGGKFPVEDAKEE-VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             K      V     +   + A+   V +  G AG  MR + A      G   +  DG P 
Sbjct: 91  DVKVTPLNFVEAHSAQAQSDSAQSRTVSIECGLAGTVMRFVPALAALLPGE--FAFDGDP 148 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPP--VRVNGIGGLPGGK----VKLSGSISSQ 181 
             R+RP+G ++ GL+QLG  VDC  G +  P  +R  G+    G      V++  S SSQ 
Sbjct: 149 HARQRPMGPVLEGLRQLGVQVDCEQGENALPFVLRSPGLASAEGVSEAPVVRIDASTSSQ 208 
 
Query: 182 YLSALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGG 239 
           ++SALL+ AP L  G V +     + SIP+++MT+  + + G++  EH  S       G  
Sbjct: 209 FVSALLLMAPRLPQGMVLVHEGSSVPSIPHIQMTVEALRQMGIRVQEHYPSQGNEAESGE 268 
 
Query: 240 QKYKSPKNAY------VEGDASSASYFLAGAAITGGTVTV---------EGCGTTSLQGD 284 
            ++     ++      +E D S+A  FLA A +TG +VT+            GTT + GD 
Sbjct: 269 YRWTVHPGSFPGFEMTIEPDLSNAGPFLAAAVVTGESVTIPHWPAPAADSSAGTTQV-GD 327 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
           + + E+L  +GA+V + E  +TVTGP + P G         +++   ++A T+A    F  
Sbjct: 328 M-WRELLPALGAQVRYAEGRLTVTGPAQLPEGD-----FSFDLSAGGELAPTMAAACAFV 381 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA----IDT 400 
            G   +  +A  R  ET+R+ A+  E+ +LG +  +  D  +I  P      A      T 
Sbjct: 382 KGRVELTGIAHLRGHETDRLAALAAEINRLGGAAHDTADSLVIEAPIPATAEAAPVLAHT 441 
 
Query: 401 YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           YDDHRMA   ++       V +++     KT P++ 
Sbjct: 442 YDDHRMATFAAIIGLRRPNVVVQNVATVAKTMPEF 476 
 
 
>ref|ZP_07800142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Faecalibacterium cf. 
           prausnitzii KLE1255] 
 gb|EFQ06486.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Faecalibacterium cf. 
           prausnitzii KLE1255] 
          Length = 423 
 
 Score =  174 bits (440), Expect = 3e-41,   Method: Compositional matrix adjust. 
 Identities = 131/437 (29%), Positives = 218/437 (49%), Gaps = 30/437 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + +Q  + + GT+  P SKS+++R +L AAL+EG + + NL  S+D+   LGA   L    
Sbjct: 3   VTIQNARPVGGTITAPPSKSMAHRAVLCAALAEGRSHITNLEFSKDISATLGAAAQLCAR 62 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V     A  AVV G G   P+    +  +     +G  +R L    +  G   ++   G  
Sbjct: 63  VR--TGADDAVVEGLGHFVPLAAPVDCCE-----SGSTLRFLIPIASLTGQAVSFT--GR 113 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            R+ ERP        ++ G      L  +     +   G L  G+ +L+G++SSQ++S L 
Sbjct: 114 GRLMERPQSVYEALYREQG------LRFEQSAAGLTVEGALTPGEYRLAGNVSSQFISGL 167 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A PL  G+  + +I  + S  Y++MT  +   FGV++   D  +   I GGQ Y  P  
Sbjct: 168 LFALPLLSGNSTLHLIPPVESRSYIDMTRSVQAAFGVQSHWLDE-NTLAIPGGQHYH-PC 225 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  VEGD S A++     A  GG VT+ G    +LQGD    ++L   GAK T TE  ++ 
Sbjct: 226 DYTVEGDYSQAAFPAVLGAACGG-VTITGLAPETLQGDAAILDILRRCGAKFTQTEAGIS 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                   F +  L  +D+++   PD+   L V+ L  +G T IR+    R+KE++R+ A 
Sbjct: 285 --------FEKAPLHGVDIDLADCPDLGPMLMVLGLLCEGTTVIRNAERLRLKESDRIAA 336 
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Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFS-LAACAEVPVTI 422 
           +  EL   G  +E EG    +    ++L+  A  +  ++DHR+ M+ + LA    +P+T+ 
Sbjct: 337 MEAELRACGGVLESEGGTITVHGCADRLHAPAGVLHGHNDHRVVMSLAVLALSTGIPLTV 396 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            D     K++P++F+ + 
Sbjct: 397 DDAEAITKSWPNFFEAI 413 
 
 
>ref|NP_787695.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tropheryma whipplei 
           str. Twist] 
 gb|AAO44664.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tropheryma whipplei 
           str. Twist] 
          Length = 486 
 
 Score =  174 bits (440), Expect = 4e-41,   Method: Compositional matrix adjust. 
 Identities = 127/439 (28%), Positives = 212/439 (48%), Gaps = 36/439 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRA 76 
           + +PGSKSL+NR L++AA++ G T + NLL S D + M+  LR +G  +E           
Sbjct: 62  MSIPGSKSLTNRHLIIAAIASGETTIHNLLESRDTNLMIEGLRRIGCKIEKLNHTGTHDT 121 
 
Query: 77  VVVG----CGGKF---------PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            V+     C             P +      ++  G AG  MR L        G+  +   
Sbjct: 122 GVISPHCTCLNDLIQPSDVRIIPSKHYTCSTKIDCGLAGTVMRFLPVLAGLCKGSVEFFG 181 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           D   +   RP+   +  L++LG  VD     D  P  V+G G + GG ++ +   SSQ++ 
Sbjct: 182 DD--QAIRRPMDGTLHALRKLGVQVD----GDRIPFTVHGRGEIEGGALETTEHSSSQFI 235 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQK 241 
           S LL++A      + ++ I + L S PY++MT+ +M  +G+   HSD  W         K 
Sbjct: 236 SGLLLSACRFKNGLTLKHIGNPLPSRPYIDMTVEVMREWGINVTHSDGVWAVT-----PK 290 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             + K+  +E D S+A+ F+ GA +TGG+ T++   + + Q       +L   GA++T T 
Sbjct: 291 ELTGKHITIEPDLSNAAPFMIGAIVTGGSATIQNWPSKTSQPGKYLEAILPQFGAEITKT 350 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             ++TV+G         ++  I  ++  + ++   L  +A  A+ P+   ++   R  ET 
Sbjct: 351 ANTITVSG-------TGNITGIRADLGHIGELVPNLVALATLAETPSVFYNIGHIRYHET 403 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  E++ LG ++  G DY  ITP          TY DHRMA + ++       +T 
Sbjct: 404 DRIEALVNEISSLGGTITAGKDYIKITPTTLTRSGVWKTYKDHRMATSGAIIGLRH-KLT 462 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I D  CT KTFP + D+ S 
Sbjct: 463 IEDIECTSKTFPRFADLWS 481 
 
 
>ref|ZP_07899258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus vortex 
           V453] 
 gb|EFU41653.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paenibacillus vortex 
           V453] 
          Length = 430 
 
 Score =  174 bits (440), Expect = 4e-41,   Method: Compositional matrix adjust. 
 Identities = 144/435 (33%), Positives = 229/435 (52%), Gaps = 22/435 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++P  +++G +    SK+ + R LL+AAL+EGT+ +    +SED   M   ++ LG  
Sbjct: 2   DVIVRPTPKLNGEIGALSSKNYTTRYLLVAALAEGTSTIYYPAHSEDSDAMRRCIQDLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E D+  ++AV+ G G K P  D KE   L +GNAG  +R L   VTA     T+V    
Sbjct: 62  VIEEDE--EKAVITGFG-KSP-RDVKE---LNVGNAGAVLRFLMG-VTALSKEVTFVNTY 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP  DL+  L QLG +V+   G    P+ + G G   GG++ +SG +SSQYLSA 
Sbjct: 114 PDSLGKRPHDDLIETLGQLGVEVEHNEGR--LPITIRG-GHPKGGQLTVSGEVSSQYLSA 170 
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Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL   PL   D EI +   L S   +  TL ++E+ G+  + ++ +  F + GGQ Y++  
Sbjct: 171 LLFLTPLLAEDSEITVTGDLKSKVVIGQTLEVLEQAGITIDAAEDYTFFRVPGGQSYEA- 229 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K   V+GD   ++  LA AA+T   VT+      S QG+    +VL  M   +T    +V 
Sbjct: 230 KTYTVQGDYPGSAAVLAAAAVTQSDVTIRNLSEDSKQGERAIIDVLRKMEVPLTHENGNV 289 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V        G   LKA++ + +   D  + +   A+FA+G +   +V + R KE +R+  
Sbjct: 290 HVE-------GNGTLKALEFDGDAATDAVLAMVAAAVFAEGTSRFYNVENLRYKECDRIT 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT-PPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
               EL K GA+VEE     I+   PE +     I+ + DHR+ MA ++    A+ P+ I 
Sbjct: 343 DYLNELRKAGANVEERQAEIIVHGRPEGVEGGVEINAHFDHRVIMALTVVGLRAQQPIRI 402 
 
Query: 423 RDPGCTRKTFPDYFD 437 
           +D     K++P YFD 
Sbjct: 403 KDAHHVAKSYPQYFD 417 
 
 
>ref|ZP_07294998.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           hygroscopicus ATCC 53653] 
 gb|EFL23367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           hygroscopicus ATCC 53653] 
          Length = 458 
 
 Score =  173 bits (439), Expect = 4e-41,   Method: Compositional matrix adjust. 
 Identities = 138/435 (31%), Positives = 218/435 (50%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---ADK 71 
           +  TV +PGSKS++NR L+LAAL+     +   L S D   M  ALR +G+ +E   +D  
Sbjct: 24  VDATVTVPGSKSVTNRGLILAALAAEPGWLRRPLRSRDTLLMADALRAMGVGIEETVSDS 83 
 
Query: 72  AAKRAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           A       G G  + +  A       + +GNAG  MR L    + A G   +  DG PR  
Sbjct: 84  AFGAGGSSGGGEAWRIIPAGLHGPATIDVGNAGTVMRFLPPVASLADGPVRF--DGDPRS 141 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V++  S SSQ++S+LL++ 
Sbjct: 142 HERPLHGVIDALRALGARIDDD-GRGALPLTVHGGGALDGGPVRIDASASSQFVSSLLLS 200 
 
Query: 190 APLALGDVEIEIIDK-LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK---YKSP 245 
           AP     VE+  I   L S+P++ MT+ ++   G + +  ++       GG++     +P 
Sbjct: 201 APRFNQGVEVRHIGAALPSLPHIRMTVDMLRAAGARVDTPEA-------GGEQGVWRVAP 253 
 
Query: 246 -----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
                ++  VE D S+A+ FLA A +TGG VT+      + Q       +   MG      
Sbjct: 254 SALLGRDLVVEPDLSNAAPFLAAALVTGGRVTIPDWPEHTTQPGDALRRIFTDMGGSCEL 313 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           T+  +T TG  R       +  ID +++++ ++   +A VA  AD  + +R +A  R+ E 
Sbjct: 314 TDAGLTFTGTGR-------ITGIDADLHEVGELTPVIAAVAALADSESVLRGIAHLRLHE 366 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T+R+ A+  E+ +LG  V E  D   I  P  L+     TY+DHR+A A ++       V 
Sbjct: 367 TDRLAALAKEINELGGEVAETEDGLHIR-PRPLHGGIFHTYEDHRLATAAAVLGLTVEGV 425 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            I +   T KT PD+ 
Sbjct: 426 QIENVATTAKTLPDF 440 
 
 
>ref|ZP_04861607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           D str. 1873] 
 gb|EES92099.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           D str. 1873] 
          Length = 435 
 
 Score =  173 bits (439), Expect = 4e-41,   Method: Compositional matrix adjust. 
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 Identities = 117/438 (26%), Positives = 222/438 (50%), Gaps = 42/438 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+SG + +P SKSL++R ++ A LS+G + ++N++ SED+   +  + +LG+ ++ D +  
Sbjct: 10  ELSGDINIPPSKSLAHRAIISAGLSDGISNIENIIFSEDIKATIRGMESLGVEIK-DISE 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL---------- 123 
           K+            +D   +    +G   + +       + +G    +++           
Sbjct: 69  KKQ-----------DDFNRKTLKVIGRDRLVLTRSEIDCSESGSTLRFLIPISLRTCNKV 117 
 
Query: 124 --DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
              G  ++  RP+       K  G       G    P+ ++G   L  G+  + G+ISSQ 
Sbjct: 118 KFTGKGKLVSRPLDVYYSIFKNQGIKYKTSNGK--LPLFIDG--ALKSGEFYVEGNISSQ 173 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +++ L+   P   GD +I I  +L S  Y+++T+  +++FG+K E+ D +  F+I+G QK 
Sbjct: 174 FITGLMYTLPFLSGDSKIIITTELESKGYIDLTIDTLKKFGIKIENKD-YKEFFIRGKQK 232 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             S  N  V+GD S  ++++  A I G  +        SLQGD    ++++ MG  +    
Sbjct: 233 SIS-NNYRVQGDFSQGAFWIV-AGILGSNIKTLDLDINSLQGDRVIIDIVKDMGGNIKIK 290 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E  +           +   K I ++ ++ PD+   LAV+   + G T I +    R+KE  
Sbjct: 291 ENYIETK--------KSKTKGITIDASECPDLVPILAVLGSLSTGTTRIINAERLRIKEC 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+ A+ TEL K+GA ++E  D  +I   E L    +D+++DHR+AM+ ++A+  C E P 
Sbjct: 343 DRLKAMATELKKIGADIQELEDGLLIKGREYLKGGTVDSWNDHRIAMSMAIASIKCTE-P 401 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           +TI++     K++PD+++ 
Sbjct: 402 ITIKNSEAVNKSYPDFWE 419 
 
 
>pdb|1P88|A Chain A, Substrate-Induced Structural Changes To The Isolated N- 
           Terminal Domain Of 5-Enolpyruvylshikimate-3-Phosphate 
           Synthase 
 pdb|1P89|A Chain A, Substrate-Induced Structural Changes To The Isolated N- 
           Terminal Domain Of 5-Enolpyruvylshikimate-3-Phosphate 
           Synthase 
          Length = 216 
 
 Score =  173 bits (439), Expect = 4e-41,   Method: Compositional matrix adjust. 
 Identities = 109/224 (48%), Positives = 140/224 (62%), Gaps = 8/224 (3%) 
 
Query: 28  SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 87 
           SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG+S        R  ++G GG     
Sbjct: 1   SNRALLLAALAHGKTVLTNLLDSDDVRHMLNALTALGVSYTLSADRTRCEIIGNGGPLHA 60 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 147 
           E A E   LFLGNAG AMR L AA+    G+   VL G PRM+ERPIG LV  L+  GA  
Sbjct: 61  EGALE---LFLGNAGTAMRPLAAALCL--GSNDIVLTGEPRMKERPIGHLVDALRLGGAK 115 
 
Query: 148 VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 207 
           +      + PP+R+ G  G  GG V + GS+SSQ+L+ALLM APLA  D  I I   L+S 
Sbjct: 116 ITYLEQENYPPLRLQG--GFTGGNVDVDGSVSSQFLTALLMTAPLAPEDTVIRIKGDLVS 173 
 
Query: 208 IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            PY+++TL LM+ FGV+ E +  + +F +KGGQ Y+SP    VE 
Sbjct: 174 KPYIDITLNLMKTFGVEIE-NQHYQQFVVKGGQSYQSPGTYLVE 216 
 
 
>ref|ZP_06837390.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           ammoniagenes DSM 20306] 
 gb|EFG81552.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           ammoniagenes DSM 20306] 
          Length = 424 
 
 Score =  173 bits (439), Expect = 4e-41,   Method: Compositional matrix adjust. 
 Identities = 133/425 (31%), Positives = 213/425 (50%), Gaps = 33/425 (7%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I  T ++PGSKS++NR  +LAAL++  +++ N L S D   M  ALR +G+ +EAD     
Sbjct: 17  IQWTQQIPGSKSITNRAFILAALADSPSLLRNPLTSRDTELMANALRAVGIGIEADGTDV 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R          P E     +   L  AG  MR L      A G     +DG  + R RP+ 
Sbjct: 77  RIT--------PAEITGGSIDCGL--AGTVMRFLPPLAALASGPVE--IDGDEQARVRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ LG DV     +D  P+ V   G   GG++ +  S SSQ++S LL++AP    
Sbjct: 125 STMSQSLRDLGVDVS----SDTLPMTVTSTGVPAGGELTIDASGSSQFVSGLLLSAPRYE 180 
 
Query: 195 GDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPKNAYV 250 
             + +      L S+P+++MT+ ++ + G+  +  ++W + +   I+GG          + 
Sbjct: 181 QGITVRHKGGTLPSMPHIDMTVAMLRQAGITVDEGENWWKVHPGTIQGG-------TWNI 233 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A+ FLA A +TGG +TV     T+ Q    F  +++ MGA    T   +   G  
Sbjct: 234 EPDLSNATPFLAAALVTGGVLTVNDWPATTTQPGDAFRHIIQEMGATAEQTPEYLRAIG- 292 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
              P GR  L+ I+++M+++ ++  T+A +A  AD P+ +  +A  R  ET+R+ A+  E 
Sbjct: 293 --NPNGR--LQGIELDMSQIGELTPTVAALAALADTPSRLTGIAHLRGHETDRLKALAAE 348 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           +  LG +V E  D   I+ P  L+     +Y DHRMA A ++       V I D   T K 
Sbjct: 349 INNLGGNVTELDDGLEIS-PAPLHGGTWKSYADHRMATAGAIIGLRVEGVEIDDIETTAK 407 
 
Query: 431 TFPDY 435 
           T P + 
Sbjct: 408 TLPGF 412 
 
 
>gb|ABZ08445.1| putative EPSP synthase (3-phosphoshikimate 
           1-carboxyvinyltransferase) [uncultured marine 
           crenarchaeote HF4000_APKG3B16] 
          Length = 422 
 
 Score =  173 bits (439), Expect = 4e-41,   Method: Compositional matrix adjust. 
 Identities = 122/423 (28%), Positives = 215/423 (50%), Gaps = 22/423 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           EISG +  P +KS ++R + LA+L+   +++ N+L S D +  + A +  G+ +   K   
Sbjct: 9   EISGKIACPSNKSYTHRAIFLASLAIDKSIIKNILRSGDTNATINACKNFGVEI---KDV 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              + V       +     +      N+G  +R  TA   +A  N   VL G   +++RP 
Sbjct: 66  GDDITVTSASVLKLHSNTIDA----ANSGTTIRIATA--ISALANDKIVLTGDSSLKKRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  L+  L+ LGA   C      PP+ V+G   + GG+VK+ G+ISSQ++SAL++ AP   
Sbjct: 120 MQPLLDALESLGAK--CSSSNGNPPISVSGT--IKGGEVKIPGNISSQFISALMITAPKL 175 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              + + I  KL+S PY++ T+ +M++FGV+ E    + + YI   Q YK+     +  D 
Sbjct: 176 ENGLILNIQGKLVSKPYIDATITMMKKFGVEVETKTPYKK-YIIPEQNYKA-TTLTIPSD 233 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SS +  L+ A + G  +T++    +  Q D    ++LE+MG  +T  + ++ +  P +  
Sbjct: 234 FSSLALLLSAAVLLGEDLTIQISTGSMPQADEAIIDILEIMGVVITLDKNTIKIKSPEKL 293 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G+        +++  PD+   +A++AL    P  I +V   R KET+R+  I  EL K 
Sbjct: 294 DGGK-------FDLSDSPDLIPAIAILALKTSKPIEIFNVEHARYKETDRIAVIARELAK 346 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG  V+E  D  ++   + L    +++ +DHR+ MAF +A       TI  P     ++P 
Sbjct: 347 LGIKVKEKKDGLVLNNSDNLTGADLNSENDHRLFMAFCIAGMYVGNCTISHPESVEISYP 406 
 
Query: 434 DYF 436 
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           ++  
Sbjct: 407 NFI 409 
 
 
>ref|YP_482851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. CcI3] 
 gb|ABD13122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. CcI3] 
          Length = 446 
 
 Score =  173 bits (439), Expect = 5e-41,   Method: Compositional matrix adjust. 
 Identities = 146/450 (32%), Positives = 227/450 (50%), Gaps = 42/450 (9%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP++ +   V +PGSKS +NR L+LAAL+ GT+ +   L S D   M G LRTLG+ V   
Sbjct: 25  QPVEAV---VAVPGSKSGTNRALVLAALANGTSRLRGALRSRDTLLMAGVLRTLGIEVST 81 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +      VV G     P   A    +   GNAG   R   A  T   G+   V DG  RM 
Sbjct: 82  E--GPDWVVHG----HPTPSAAPTARAECGNAGTVARFTPALATLTRGD--VVFDGDARM 133 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           RERP+  L+  L++LGA++D     D  P  V+G G L GG+V +  S SSQ +S LL+A 
Sbjct: 134 RERPLTPLLGALRELGAEIDG----DRMPFTVHGRGRLRGGEVIVDASHSSQLVSGLLLA 189 
 
Query: 190 APLALGDVEIEII---DKLISIPYVEMTLRLMERFGVKAE-----------HSDSWDRFY 235 
           +P    D  + ++    +L S PY++MT+  +   G   E            +D+  R+  
Sbjct: 190 SPHY--DTGVTVVHRGSRLPSAPYLDMTVADLRAAGATVEVDAVCSPAAGPVADT-RRWR 246 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++ G+   + +   +E D +SA+ FLA A  TGG V +     ++ Q      ++L  MG 
Sbjct: 247 VEPGRPTAADRT--IEPDMNSAAAFLAAAVATGGRVMISDWPESTEQPGRLLPDLLVAMG 304 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
                T   + +TG      G  H   IDV+++   + A  L  +A+ AD P+ +R +A  
Sbjct: 305 GTARRTSAGLEITG-----AGAVH--GIDVDLSDFGEAAPILTALAVLADSPSRLRGIAH 357 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            R++ET+R+ A+  EL +LGA +    D   I+ P  L+   +D + DHR+AMA+++    
Sbjct: 358 LRLQETDRLAALALELGRLGARITVADDGLAIS-PAPLHGARLDPHADHRLAMAYAVVGL 416 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
               + I D   T KT PD+ ++ +  +   
Sbjct: 417 VVPGIVIDDIATTGKTVPDFPEMWTAMLDQ 446 
 
 
>ref|NP_789134.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tropheryma whipplei 
           TW08/27] 
 sp|Q83I86.1|AROA_TROW8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD66871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Tropheryma whipplei 
           TW08/27] 
          Length = 443 
 
 Score =  173 bits (439), Expect = 5e-41,   Method: Compositional matrix adjust. 
 Identities = 127/439 (28%), Positives = 212/439 (48%), Gaps = 36/439 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRA 76 
           + +PGSKSL+NR L++AA++ G T + NLL S D + M+  LR +G  +E           
Sbjct: 19  MSIPGSKSLTNRHLIIAAIASGETTIHNLLESRDTNLMIEGLRRIGCKIEKLNHTGTHDT 78 
 
Query: 77  VVVG----CGGKF---------PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            V+     C             P +      ++  G AG  MR L        G+  +   
Sbjct: 79  GVISPHCTCLNDLIQPSDVRIIPSKHYTCSTKIDCGLAGTVMRFLPVLAGLCKGSVEFFG 138 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           D   +   RP+   +  L++LG  VD     D  P  V+G G + GG ++ +   SSQ++ 
Sbjct: 139 DD--QAIRRPMDGTLHALRKLGVQVD----GDRIPFTVHGRGEIEGGALETTEHSSSQFI 192 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQK 241 
           S LL++A      + ++ I + L S PY++MT+ +M  +G+   HSD  W         K 
Sbjct: 193 SGLLLSACRFKNGLTLKHIGNPLPSRPYIDMTVEVMREWGINVTHSDGVWAVT-----PK 247 
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Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             + K+  +E D S+A+ F+ GA +TGG+ T++   + + Q       +L   GA++T T 
Sbjct: 248 ELTGKHITIEPDLSNAAPFMIGAIVTGGSATIQNWPSKTSQPGKYLEAILPQFGAEITKT 307 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             ++TV+G         ++  I  ++  + ++   L  +A  A+ P+   ++   R  ET 
Sbjct: 308 ANTITVSG-------TGNITGIRADLGHIGELVPNLVALATLAETPSVFYNIGHIRYHET 360 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  E++ LG ++  G DY  ITP          TY DHRMA + ++       +T 
Sbjct: 361 DRIEALVNEISSLGGTITAGKDYIKITPTTLTRSGVWKTYKDHRMATSGAIIGLRH-KLT 419 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I D  CT KTFP + D+ S 
Sbjct: 420 IEDIECTSKTFPRFADLWS 438 
 
 
>emb|CBK88194.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium 
           cylindroides T2-87] 
          Length = 422 
 
 Score =  173 bits (438), Expect = 6e-41,   Method: Compositional matrix adjust. 
 Identities = 120/431 (27%), Positives = 213/431 (49%), Gaps = 36/431 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SGT+ +P SKS+S+R ++ A+L++G + + NL  S+D+   +  +R+ G  +E  K + 
Sbjct: 9   KVSGTIAIPASKSISHRAIICASLAQGKSTITNLTFSKDIEATISCMRSFGAKIEVQKNS 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ GC     + D ++ +      +G  +R L  A   +    TY+  G  R+ ERP 
Sbjct: 69  --CIIEGCN----LFDLQDGICCDCNESGSTLRFLIPAGALSNKKVTYL--GKGRLLERP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           +     G+ Q+  D    L       +R+   G L  G  ++ G+ISSQ++S LL   PL 
Sbjct: 121 M-----GIYQIIFDEQKLLFEQSQDAIRIQ--GKLQSGHYQIDGNISSQFISGLLFVLPL 173 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              D  + I +   S  YV++TL +++ FG++ +     + +YIKG QKY +  +  +EG 
Sbjct: 174 LDSDSTLTINEPYESRSYVDLTLDMLKCFGIEIKQDK--NTYYIKGNQKYIA-HDVKIEG 230 
 
Query: 253 DASSASYF--LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D S  ++F  LAG      ++T       S+QGD    ++L   G  +   +  +T+    
Sbjct: 231 DYSQMAFFGVLAGL---NNSLTCSNMNLNSVQGDKAILDILASAGCSINSKKDFITIHPS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
             +P      K ID  ++  PD+   L V+A + +  T I +    R+KE++R+ A+  E 
Sbjct: 288 KLQP------KTID--LSDCPDLGPILCVLASYCEQTTTIINAQRLRMKESDRIEAMEVE 339 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFS-LAACAEVPVTIRDPG 426 
           L K    ++   D   I         ++  ID+++DHR+ MA      CA  P  I +   
Sbjct: 340 LKKWNVDIQTTFDTITIHGKNGYALDDIPIIDSHNDHRIVMAMCVFGLCANTPCIIENAQ 399 
 
Query: 427 CTRKTFPDYFD 437 
              K++PD+F+ 
Sbjct: 400 AITKSYPDFFE 410 
 
 
>ref|ZP_08026066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces sp. oral 
           taxon 178 str. F0338] 
 gb|EFW10345.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces sp. oral 
           taxon 178 str. F0338] 
          Length = 433 
 
 Score =  172 bits (437), Expect = 7e-41,   Method: Compositional matrix adjust. 
 Identities = 138/428 (32%), Positives = 204/428 (47%), Gaps = 28/428 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I   V LPGSKS + R L LAA+S+  T +   L++ D    +GAL  +G S      A  
Sbjct: 13  IDAVVALPGSKSQTARALYLAAVSDAPTTIRGALDARDTRLFVGALEQMGASFAPQGGAL 72 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R          P+ +      +  G AG  MR L     AA    T   DG    R RP+ 
Sbjct: 73  RVT--------PMGERPRPAAIDCGLAGTVMRFLPP--LAALSRGTTRFDGDAAARARPL 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLA 193 
             L+  L+ +GA V         P  + G    P G +  +  S SSQ+LSALL+ APL  
Sbjct: 123 APLLGALEGMGARVHHEGAPGRLPFTIRGPLRTPLGAQCAVDASASSQFLSALLLVAPLI 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD------SWDRFYIKGGQKYKSPKN 247 
              + +    +++S+P+VEMT+R + R G+  E  D      +W  F  +      SP + 
Sbjct: 183 GDPLFVSAPGRVVSMPHVEMTVRALARAGIDIEEVDEAGPVRTWHVFPGR-----PSPGD 237 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E D S+A  FLA A +TGG V V G    + Q    +  +L  MGA+V   +  +TV 
Sbjct: 238 TDIEPDLSNAGPFLAAAMVTGGRVRVPGWPRATSQPGDAWRAILGHMGARVELGDDGLTV 297 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            GP     G  +   ID +M+ + ++   LA +   A  P+ +  +A  R  ET+R+ A+ 
Sbjct: 298 EGP-----GAGNYPGIDADMSAVGELTPALAAICASASSPSRLSGIAHLRGHETDRVAAL 352 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TEL +LG   ++G D C+   P  L    ++TY+DHRMA   ++       V +RD  C 
Sbjct: 353 ATELNRLGGDAQDGGD-CLAITPAPLRPGTVETYEDHRMAAFGAVLGLTTAGVGVRDIEC 411 
 
Query: 428 TRKTFPDY 435 
           T KT P + 
Sbjct: 412 TSKTLPGF 419 
 
 
>gb|AAD13108.1| 5-enolpyruvylshikimate 3-phosphate synthase [Corynebacterium 
           glutamicum] 
          Length = 498 
 
 Score =  172 bits (437), Expect = 7e-41,   Method: Compositional matrix adjust. 
 Identities = 135/437 (30%), Positives = 221/437 (50%), Gaps = 34/437 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I   + +PGSKS++NR L+LAAL+   + + ++L S D   M   LR+LG+++  +   
Sbjct: 89  RPIVSDLAIPGSKSITNRALILAALASTPSTIIDVLRSRDTDLMTDGLRSLGITITEEAV 148 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +  V  G      VE          G AG  MR L      A G   +  DG P+ R R 
Sbjct: 149 DRYRVEPGQLSAGSVE---------CGLAGTVMRFLPPVAAFADGPVHF--DGDPQARVR 197 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAP 191 
           P+  ++  L+ LG +VD     +  P  VN  G +P GG V++  S SSQ++S LL++AP 
Sbjct: 198 PMTSILDALRSLGVEVD----NNNLPFTVNA-GEVPEGGVVEIDASGSSQFVSGLLLSAP 252 
 
Query: 192 LALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                V ++ +  +L S+P++EMT+ ++   G++ E S+  +++ +  G+     +   + 
Sbjct: 253 RFKNGVTVKHVGGRLPSMPHIEMTVDMLRSAGIEIEESE--NQWVVHPGEILG--RTWRI 308 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET----SVT 306 
           E D S+A+ FLA AA+TGGT+ +      + Q       +LE MG +V          ++ 
Sbjct: 309 EPDLSNATPFLAAAAVTGGTIKINHWPIKTTQPGDAIRSILERMGCEVELVAQGEGYDLS 368 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           VTGP         LK I+++M+ + ++  T+A +A  A   + +  +A  R  ET+R+ A 
Sbjct: 369 VTGP-------VALKGIEIDMSDIGELTPTVAALAALASTESRLTGIAHLRGHETDRLAA 421 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  E+ KLG    E  D  +I  P  L+     +Y DHRMA A ++   A   V + D   
Sbjct: 422 LTAEINKLGGKCTELKDGLLIE-PASLHGGVWHSYADHRMATAGAIIGLAVDGVQVEDIK 480 
 
Query: 427 CTRKTFPDYFDVLSTFV 443 
            T KTFP + +V    V 
Sbjct: 481 TTSKTFPGFENVWEEMV 497 
 
 
>ref|XP_002773648.1| 3-dehydroquinate synthase, putative [Perkinsus marinus ATCC 50983] 
 gb|EER05464.1| 3-dehydroquinate synthase, putative [Perkinsus marinus ATCC 50983] 
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          Length = 1978 
 
 Score =  172 bits (437), Expect = 8e-41,   Method: Compositional matrix adjust. 
 Identities = 162/481 (33%), Positives = 232/481 (48%), Gaps = 107/481 (22%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSE---GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           G ++LPGSKS+SNR L+LAAL+E   G   V NL  SED+  ML AL  LG+ V+      
Sbjct: 432 GVLELPGSKSISNRALVLAALAEKPGGKCRVFNLTPSEDIRVMLAALSKLGVDVKYLSEG 491 
 
Query: 74  KRA---VVVGC-GGKFPV--EDAKEEVQ-LFLGNAGIAMRSLTAAV-----TAAGGNATY 121 
             +   V + C GG   +  + AK  V  +++ NAG   R +T  +     T    +A   
Sbjct: 492 PESGLNVELRCPGGSLTLLHDTAKAGVTTVWVENAGTVARFITPLLGYLVATCKDPSAAV 551 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQL--GADVDCFLG--TDCPPVRVNGI------------- 164 
           V+DG  RMR RP+ DLV  +++   G  VD ++G    C P+++                 
Sbjct: 552 VVDGNERMRVRPVEDLVNCMQRAFKGVRVD-YVGPTQGCLPLKITKARKRSVADASEGSQ 610 
 
Query: 165 --GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE----IEIID----KLISIPYVEMT 214 
              G P G V LS  +SSQ++S +L+ + LA G  E    + + D    K +S PY++MT 
Sbjct: 611 TSSGFPCGTVDLSSKVSSQFVSGMLLVSSLARGGEEEGFTLRLEDTRGGKAVSQPYIDMT 670 
 
Query: 215 LRLMERFGVKA-EHSDSWDRFYIK--GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 271 
            R+ME FGVKA   +DS  R Y K   GQK  +P    VE DAS+ASY LA AA TG  + 
Sbjct: 671 CRVMEEFGVKALPETDSDGRLYYKVAAGQKLVAPGTYRVEADASAASYPLAIAAATGCEI 730 
 
Query: 272 TV----EGCGTTSLQGDVKF-AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 326 
           TV    +  G+  +QG+  F +++L+ MG +                              
Sbjct: 731 TVNLPYQSLGSRPVQGETLFVSKILKPMGCQ----------------------------- 761 
 
Query: 327 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS--VEEGPDY 384 
                              G + I +VA+ RVKE +R+ A+   +     S   EE PD  
Sbjct: 762 -------------------GESCITNVANQRVKECDRIAAMAENINLCFHSKVAEERPDG 802 
 
Query: 385 CII---TP-PEKLNVTAIDTYDDHRMAMAFSLAACAEVP--VTIRDPGCTRKTFPDYFDV 438 
            +I   +P  + L     D++DDHR+AMA ++ A    P  V I  P C  KTF D++DV 
Sbjct: 803 LVIHGGSPVVDGLQSVTTDSHDDHRVAMAIAVLATRFPPEMVCISQPRCVEKTFSDFWDV 862 
 
Query: 439 L 439 
           L 
Sbjct: 863 L 863 
 
 
>ref|YP_003400659.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Archaeoglobus 
           profundus DSM 5631] 
 gb|ADB57986.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Archaeoglobus 
           profundus DSM 5631] 
          Length = 414 
 
 Score =  172 bits (437), Expect = 8e-41,   Method: Compositional matrix adjust. 
 Identities = 139/430 (32%), Positives = 216/430 (50%), Gaps = 38/430 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+ G    P SKS ++R  L +ALS  + + + L+ +ED    L   + +G      +   
Sbjct: 9   EVEGVATPPPSKSYTHRAFLSSALSRHSEIFNPLI-AEDTLATLRCCKGIGARFFRHRCF 67 
 
Query: 74  KRAVVVGC----GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +     GC     G F V ++   ++LF+G     + SL+  V+        VLDG   + 
Sbjct: 68  E---FFGCDEIKSGYFYVSNSGTTLRLFMG-----ILSLSKGVS--------VLDGDESI 111 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RP  +L   L +LGA V  F     P + V GI  L GG VK+  +ISSQ++SALL + 
Sbjct: 112 RRRPNLELAKALIKLGAKVKGFRDFSAPII-VGGI--LKGGCVKIR-AISSQFVSALLFS 167 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            PLA  D E+ +ID + S PY+++TL ++E  G+K E     + FYI+  Q+++  +    
Sbjct: 168 LPLAKFDSELRVID-VKSKPYIDVTLHVLEESGIKLERE--GNTFYIECEQEFR-LRRFD 223 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V  D SSASY +A + +  G V + G    S QGD    +++  MG +V W +    +   
Sbjct: 224 VPADFSSASYLIA-SGVLAGRVELRGV-YDSRQGDKAIVDIVRSMGGEVRWKKEDGVLIA 281 
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Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
              E      L+ I+V+    PD+  T+AV+   A G T I +    R KET R+      
Sbjct: 282 EKSE------LEGIEVDAGDTPDLVPTIAVLGAVAKGRTVIYNAEHLRYKETNRIETTYR 335 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            L  LG  VE+  D  +I     +    +D+Y DHR+AMAF++       VT+++      
Sbjct: 336 NLKALGVEVEKRRDGLVIKGG-NIRGGVVDSYGDHRIAMAFAVLGLVADKVTVKNAEVVS 394 
 
Query: 430 KTFPDYFDVL 439 
            +FP++FDVL 
Sbjct: 395 VSFPNFFDVL 404 
 
 
>ref|YP_001137748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glutamicum R] 
 sp|A4QC99.1|AROA_CORGB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAF53846.1| hypothetical protein [Corynebacterium glutamicum R] 
          Length = 430 
 
 Score =  172 bits (436), Expect = 8e-41,   Method: Compositional matrix adjust. 
 Identities = 135/435 (31%), Positives = 220/435 (50%), Gaps = 34/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I   + +PGSKS++NR L+LAAL+   + + ++L S D   M   LR+LG+++  +   + 
Sbjct: 23  IVSDLAIPGSKSITNRALILAALASTPSTIIDVLRSRDTDLMTDGLRSLGITITEEAVDR 82 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V  G      VE          G AG  MR L      A G   +  DG P+ R RP+ 
Sbjct: 83  YRVEPGQLSAGSVE---------CGLAGTVMRFLPPVAAFADGPVHF--DGDPQARVRPM 131 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLA 193 
             ++  L+ LG +VD     +  P  VN  G +P GG V++  S SSQ++S LL++AP   
Sbjct: 132 TSILDALRSLGVEVD----NNNLPFTVNA-GEVPEGGVVEIDASGSSQFVSGLLLSAPRF 186 
 
Query: 194 LGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              V ++ +  +L S+P++EMT+ ++   G++ E S+  +++ +  G+     +   +E  
Sbjct: 187 KNGVTVKHVGGRLPSMPHIEMTVDMLRSAGIEIEESE--NQWVVHPGEILG--RTWRIEP 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET----SVTVT 308 
           D S+A+ FLA AA+TGGT+ +      + Q       +LE MG +V          ++VT 
Sbjct: 243 DLSNATPFLAAAAVTGGTIKINHWPIKTTQPGDAIRSILERMGCEVELVAQGEGYDLSVT 302 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           GP         LK I+++M+ + ++  T+A +A  A   + +  +A  R  ET+R+ A+  
Sbjct: 303 GP-------VALKGIEIDMSDIGELTPTVAALAALASTESRLTGIAHLRGHETDRLAALT 355 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            E+ KLG    E  D  +I  P  L+     +Y DHRMA A ++   A   V + D   T 
Sbjct: 356 AEINKLGGKCTELKDGLLIE-PASLHGGVWHSYADHRMATAGAIIGLAVDDVQVEDIKTT 414 
 
Query: 429 RKTFPDYFDVLSTFV 443 
            KTFP + +V    V 
Sbjct: 415 SKTFPGFENVWEEMV 429 
 
 
>ref|YP_062746.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leifsonia xyli subsp. 
           xyli str. CTCB07] 
 gb|AAT89641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leifsonia xyli subsp. 
           xyli str. CTCB07] 
          Length = 436 
 
 Score =  172 bits (435), Expect = 1e-40,   Method: Compositional matrix adjust. 
 Identities = 134/433 (30%), Positives = 224/433 (51%), Gaps = 23/433 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S +V LPGSKSL+ R L+LAAL++G +++   L+S D   M+ ALR+LG+ VE     + 
Sbjct: 17  VSASVALPGSKSLTARELVLAALADGPSLLRAPLHSRDSAAMVEALRSLGVRVE-----E 71 
 
Query: 75  RAVVVGCGGKFPVEDAKE---EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
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           R    G G  F V  A+E      +  G AG  MR +      A G   +  D     R  
Sbjct: 72  REGSGGFGSDFLVTPAEELLGSTTIECGQAGTVMRFVPPIAGLALGPTMF--DADDSARG 129 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+ LG +++   G    P  V+G G + GG +++  S SSQ++SALL++A  
Sbjct: 130 RPMTAIIASLRGLGVEINDD-GHGALPFTVHGTGTVAGGAIEVDASRSSQFVSALLLSAS 188 
 
Query: 192 LALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                +++    ++L S+P++EMT+  +   GV  +  ++  R+ ++ G    + ++  + 
Sbjct: 189 RFENGLDLTHSGERLPSLPHIEMTVAALAARGVAVDSPET-GRWVVQPGPI--AARDVDI 245 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A+ FLA A +TGG+VT+ G   ++ Q     A +L + GA VT     +TVTGP 
Sbjct: 246 EPDLSNAAPFLAAAVVTGGSVTITGWPESTTQVGADLAHLLPLFGATVTKAVDRLTVTGP 305 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       ++ I +++    ++A  L  +A  AD P+ I  +      ET+R+ A+  E 
Sbjct: 306 ER-------IQGIRLDLTTGGELAPALVAIAALADSPSEITGIGHICHHETDRLAALAAE 358 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           +   G +V E  D   +  P  L      +Y+DHRMA A ++   A   V I +   T K 
Sbjct: 359 INGFGGAVTELEDGLRVE-PRPLTGGVWRSYEDHRMATAGAIVGLAVEGVEIENVATTAK 417 
 
Query: 431 TFPDYFDVLSTFV 443 
           T P + ++ +  + 
Sbjct: 418 TLPHFTELWARML 430 
 
 
>ref|NP_599992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glutamicum ATCC 13032] 
 ref|YP_225054.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glutamicum ATCC 13032] 
 sp|Q9Z470.3|AROA_CORGL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAB98157.1| 5-enolpyruvylshikimate-3-phosphate synthase [Corynebacterium 
           glutamicum ATCC 13032] 
 emb|CAF19468.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE [Corynebacterium 
           glutamicum ATCC 13032] 
          Length = 430 
 
 Score =  172 bits (435), Expect = 1e-40,   Method: Compositional matrix adjust. 
 Identities = 135/435 (31%), Positives = 220/435 (50%), Gaps = 34/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I   + +PGSKS++NR L+LAAL+   + + ++L S D   M   LR+LG+++  +   + 
Sbjct: 23  IVSDLAIPGSKSITNRALILAALASTPSTIIDVLRSRDTDLMTDGLRSLGITITEEAVDR 82 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V  G      VE          G AG  MR L      A G   +  DG P+ R RP+ 
Sbjct: 83  YRVEPGQLSAGSVE---------CGLAGTVMRFLPPVAAFADGPVHF--DGDPQARVRPM 131 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLA 193 
             ++  L+ LG +VD     +  P  VN  G +P GG V++  S SSQ++S LL++AP   
Sbjct: 132 TSILDALRSLGVEVD----NNNLPFTVNA-GEVPEGGVVEIDASGSSQFVSGLLLSAPRF 186 
 
Query: 194 LGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              V ++ +  +L S+P++EMT+ ++   G++ E S+  +++ +  G+     +   +E  
Sbjct: 187 KNGVTVKHVGGRLPSMPHIEMTVDMLRSAGIEIEESE--NQWVVHPGEILG--RTWRIEP 242 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET----SVTVT 308 
           D S+A+ FLA AA+TGGT+ +      + Q       +LE MG +V          ++VT 
Sbjct: 243 DLSNATPFLAAAAVTGGTIKINHWPIKTTQPGDAIRSILERMGCEVELVAQGEGYDLSVT 302 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           GP         LK I+++M+ + ++  T+A +A  A   + +  +A  R  ET+R+ A+  
Sbjct: 303 GP-------VALKGIEIDMSDIGELTPTVAALAALASTESRLTGIAHLRGHETDRLAALT 355 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            E+ KLG    E  D  +I  P  L+     +Y DHRMA A ++   A   V + D   T 
Sbjct: 356 AEINKLGGKCTELKDGLLIE-PASLHGGVWHSYADHRMATAGAIIGLAVDGVQVEDIKTT 414 
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Query: 429 RKTFPDYFDVLSTFV 443 
            KTFP + +V    V 
Sbjct: 415 SKTFPGFENVWEEMV 429 
 
 
>ref|YP_003716296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Croceibacter 
           atlanticus HTCC2559] 
 gb|EAP85908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Croceibacter 
           atlanticus HTCC2559] 
          Length = 410 
 
 Score =  172 bits (435), Expect = 1e-40,   Method: Compositional matrix adjust. 
 Identities = 126/424 (29%), Positives = 212/424 (50%), Gaps = 43/424 (10%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           + ++ + GSKS SNR+L+L AL    T+  N+ NS+D   +  AL+               
Sbjct: 12  NASIAVTGSKSESNRLLILQALYPNLTIT-NVSNSDDTKVLQKALQ-------------- 56 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
                          + +  + + +AG AMR LTA   A   N    L G  RM+ERP+  
Sbjct: 57  ---------------QNQGIVDIHHAGTAMRFLTAYY-ALKANTDVTLTGSKRMKERPMS 100 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            LV  LK+LGA +        PP+ + GI       V L+ ++SSQY+SAL++ A      
Sbjct: 101 ILVDALKKLGAQITYKTNDGFPPLLIKGITP-EKTSVSLNANVSSQYISALMLVAASLNS 159 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
            ++I++  ++ S+PY+ MTL L+ R G++    +  +   I   Q   + +   VE D S 
Sbjct: 160 GLDIQLKGRVTSVPYINMTLSLLNRVGIRGTFKN--NSITIPPCQSI-ADQIVVVESDWS 216 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SASY+ +  A++    +++      SLQGD    E+    G +  +++ ++ +     +  
Sbjct: 217 SASYYYSLVALSKNAEISLTSYRQESLQGDSALKEIYTAFGVETLFSDNTLLL-----KK 271 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
              K  K ++ +++  PD+A T+AV  L       +  + + ++KET+R+ A++TEL KL 
Sbjct: 272 TSHKLQKHVEFDLSNTPDIAQTIAVTCLGLGISCKLTGLHTLKIKETDRLTALKTELYKL 331 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           G       D   +     +N  A IDTY+DHRMAMAF+  A  +  +TI D G   K++P 
Sbjct: 332 GGITIITNDTLELKATPSVNRNAEIDTYNDHRMAMAFAPLAL-KTDLTINDAGVVSKSYP 390 
 
Query: 434 DYFD 437 
            +++ 
Sbjct: 391 TFWE 394 
 
 
>ref|YP_832132.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter sp. 
           FB24] 
 gb|ABK04032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter sp. 
           FB24] 
          Length = 460 
 
 Score =  171 bits (434), Expect = 1e-40,   Method: Compositional matrix adjust. 
 Identities = 139/427 (32%), Positives = 213/427 (49%), Gaps = 24/427 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL---SVEADK 71 
           +  TV +PGSKSL+NR L+LAAL++G + +   L+S D   M+ ALR LG     V +D  
Sbjct: 30  VDATVTVPGSKSLTNRYLVLAALADGPSRLRAPLHSRDSALMIEALRQLGAGIREVHSDG 89 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           A    + V        + A  +  +  G AG  MR +     AA  N   V DG P  R+ 
Sbjct: 90  AFGPDLEV---TPLRADAAATDAAIDCGLAGTVMRFVPP--VAALRNGATVFDGDPHARK 144 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGT--DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           RP+G ++  L  LG DV    GT     P  V G G + GG + +  S SSQ++SALL+  
Sbjct: 145 RPMGTIIEALAALGVDVRAADGTPPSALPFTVAGSGHVRGGHLVIDASASSQFVSALLLV 204 
 
Query: 190 APLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
                  + +E + K + S+ ++ MT+ ++   GV  +  DS    ++    + ++  +  
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Sbjct: 205 GARFTEGLHLEHVGKPVPSLDHINMTVAVLREVGVSVD--DSVPNHWVVAPGRIRA-FDR 261 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A  FLA A  T GTV +    + + Q    +  +L  MGA VT    ++TVT 
Sbjct: 262 RIEQDLSNAGPFLAAALATRGTVRIPNWPSPTTQVGDLWRSILTAMGATVTLDNGTLTVT 321 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G P         +    +     ++A T+A +   A GP+ +  +A  R  ET+R+ A+  
Sbjct: 322 GGP---------EITGADFADTSELAPTVAALCALATGPSRLTGIAHLRGHETDRLAALV 372 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           TE+ +LG   EE  D  +I  P KL+   + +Y DHRMA A ++   A   V + D G T 
Sbjct: 373 TEINRLGGDAEETSDGLVIR-PAKLHGGVVHSYADHRMATAGAILGLAVPGVEVEDIGTT 431 
 
Query: 429 RKTFPDY 435 
            KT PD+ 
Sbjct: 432 SKTMPDF 438 
 
 
>ref|ZP_01201597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium BBFL7] 
 gb|EAS21015.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Flavobacteria 
           bacterium BBFL7] 
          Length = 425 
 
 Score =  171 bits (434), Expect = 1e-40,   Method: Compositional matrix adjust. 
 Identities = 137/449 (30%), Positives = 221/449 (49%), Gaps = 59/449 (13%) 
 
Query: 10  QPIKEISGTV--KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +P+  +S  V   + GSKS SNR+L+L AL     +V NL NS+D  +M  AL++   +V 
Sbjct: 7   KPLNSLSKEVVFTITGSKSESNRLLILKALYPELEIV-NLSNSDDTVHMQEALQSQQSNV 65 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +                             +G+AG AMR LTA   +  G  +  + G   
Sbjct: 66  D-----------------------------IGHAGTAMRFLTAYYASKEGQVS--ITGSQ 94 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           RM++RPI  LV  L+ +GA ++       PP+++NG G + G  VKL  S+SSQY++AL+ 
Sbjct: 95  RMQQRPIAVLVDALRSIGAKIEYVNEEGYPPLQING-GHIVGTTVKLDASVSSQYITALM 153 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV-----------KAEHSDSWDRFYI 236 
           + AP     ++IE+I KL S PY+EMT+R ++  GV           + +   S +   I 
Sbjct: 154 LIAPSLDKGLKIELIGKLTSRPYIEMTVRHLQSIGVTVNWAKQDVDSQKDIQTSSEFIQI 213 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           K  +K  +  +  VE D SSA Y+ +  A+   G  + ++     S+QGD K +E  E   
Sbjct: 214 KPLEKIIN-NSLTVESDWSSAGYWYSWVALQDIGYKLILQYYFKDSVQGDSKLSEYYEAF 272 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G + ++    + +     +   R     I +N+   PD A T+    L       +  +  
Sbjct: 273 GVQTSFDNNQLILIKRSHKVAQR-----IVINLVNEPDQAQTIFATCLALGVDAHLTGLH 327 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL----NVTAIDTYDDHRMAMAF 410 
           + R+KET+R+ A++   ++   SV E     I      L    +   IDT+DDHRMAMAF 
Sbjct: 328 TLRIKETDRIAALKDVGSRFRESVIETTQDTITLTCVPLVQYDDPVVIDTFDDHRMAMAF 387 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +  A ++  + I+D G   K++P ++D L 
Sbjct: 388 APLA-SKTSLIIKDAGVVSKSYPQFWDDL 415 
 
 
>emb|CBK98719.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Faecalibacterium 
           prausnitzii L2-6] 
          Length = 425 
 
 Score =  171 bits (433), Expect = 2e-40,   Method: Compositional matrix adjust. 
 Identities = 136/429 (31%), Positives = 217/429 (50%), Gaps = 30/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I GT+  P SKS+++R +L +AL+EG + ++NL  S+D+   L A   L   V     A  
Sbjct: 12  IGGTITAPPSKSMAHRAVLCSALAEGASHIENLEFSKDISATLSAAGQLCAKVRT--GAD 69 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           RAVV G G   PV    +  +     +G  +R L    +  G   T+V  G  R+ ERP  
Sbjct: 70  RAVVEGLGSFLPVSAPVDCCE-----SGSTLRFLIPIASLTGQKVTFV--GRGRLMERP- 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L Q     +  L  +  P  +   G L  G+ +L+G++SSQ++S LL A PL   
Sbjct: 122 QTVYEKLYQ-----EQSLRFEQSPAGLAVEGTLKSGEYELAGNVSSQFISGLLFALPLLA 176 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           GD  + +I  + S  Y+EMT     RFGV++   D  +   I GGQKY+ P +  VEGD  
Sbjct: 177 GDSTLHLIPPVESRSYIEMTRAAQRRFGVESRWQDE-NTLLIPGGQKYR-PCDYTVEGDY 234 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A++     A+ GG VT++G    +LQGD    ++L   GA    T+  +          
Sbjct: 235 SQAAFPAVLGAVQGG-VTLKGLSADTLQGDAAILDILRRCGASFRTTDAGIV-------- 285 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
           F +  L  +D+++   PD+   L V+ L  +G T IR+    R+KE++R+ A+  EL    
Sbjct: 286 FEKAPLHGVDIDLADCPDLGPVLMVLGLLCEGTTTIRNAERLRIKESDRIAAMEAELRAC 345 
 
Query: 375 GASVE-EGPDYCIITPPEKLNVTA--IDTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRK 430 
           G  +E +G    I    + L+  A  +  ++DHR+ M+   LA  A + ++I D    +K 
Sbjct: 346 GGVLESKGGTITIHGCADSLHAPAAPLHGHNDHRVVMSLAVLALAAGLELSIDDAEAVQK 405 
 
Query: 431 TFPDYFDVL 439 
           ++P +F+ + 
Sbjct: 406 SWPHFFEAI 414 
 
 
>ref|YP_001581882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosopumilus 
           maritimus SCM1] 
 sp|A9A231.1|AROA_NITMS RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABX12444.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosopumilus 
           maritimus SCM1] 
          Length = 422 
 
 Score =  171 bits (433), Expect = 2e-40,   Method: Compositional matrix adjust. 
 Identities = 124/427 (29%), Positives = 218/427 (51%), Gaps = 22/427 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +ISG +  P +KS ++R + LA+L+   + V+N+L S D    + A +  G S+E + ++ 
Sbjct: 9   KISGQIVCPSNKSYTHRAIFLASLAGNGSKVENVLLSADTMATVEACKKFGASIEIENSS 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++V    K P++  K   ++   N+G  +R   A+  A+  +    L G   +++RP 
Sbjct: 69  ---IIV----KNPIKFDKIVPEINTENSGTTIR--IASGIASLFSEEITLTGDESLQKRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  L+  L  +GA      G   PP+++ G   + GG V + G+ SSQ++SALL++APL  
Sbjct: 120 MQPLLDALSSIGAQCQSTDGK--PPIKITG--KISGGDVTIPGNFSSQFISALLISAPLT 175 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              + + I D L+S PY++ T+  M +FGV  +    + R+ I   Q Y +     V  D 
Sbjct: 176 EKGINLSIKDNLVSKPYLDATIATMRKFGVSVQTLIPYKRYNI-SPQVYNA-ATFTVPID 233 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            SS +  L+ A + G    ++G      QGD  F ++LE +G  V   E  + +  P +  
Sbjct: 234 FSSLALLLSAAVLNGDETVIKGNIGNLPQGDEVFIDILEQLGVTVNIGEDEIKIKSPEKL 293 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             GR        +++  PD+   L ++AL ++ P  I +V   R+KET+R+     EL K 
Sbjct: 294 KGGR-------FDLSNSPDLLPPLTILALNSENPIEIVNVKHARLKETDRIAITSRELVK 346 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG  V+E  D  I+   E L    +++ +DHR+ MAF +A        + DP   + ++P 
Sbjct: 347 LGIKVQENEDGLILESTENLTGAELNSENDHRLFMAFCIAGMYVGNCVVTDPESVQVSYP 406 
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Query: 434 DYFDVLS 440 
           D+ + ++ 
Sbjct: 407 DFVEEMN 413 
 
 
>ref|YP_003089374.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dyadobacter 
           fermentans DSM 18053] 
 gb|ACT96209.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dyadobacter 
           fermentans DSM 18053] 
          Length = 411 
 
 Score =  171 bits (433), Expect = 2e-40,   Method: Compositional matrix adjust. 
 Identities = 139/442 (31%), Positives = 217/442 (49%), Gaps = 51/442 (11%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V  P + I   ++L  SKS  NR L++ AL+   + + N+  + D   ML  L +     
Sbjct: 5   LVHPPQQPIRAEIQLAASKSECNRALIINALTGFQSELTNISEARDSQTMLRLLNS---- 60 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                                 DA  +V     +AG  MR LTA    A  N    + G  
Sbjct: 61  ---------------------TDAVADVI----DAGTTMRFLTAYF--AVTNQKKTMTGT 93 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           PRM ERPIG LV  L++LGAD+        PP+++NG       ++ + G +SSQY+SAL 
Sbjct: 94  PRMCERPIGILVDALRKLGADITYEKVDGYPPLQLNGFTYSGNNELTMRGDVSSQYISAL 153 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LM AP     ++I++  ++ S PY+EMTL  M  FG+  E+   W+   +        PK 
Sbjct: 154 LMIAPQLPSGLKIKLEGEVGSRPYIEMTLNQMAHFGI--EYIADWEHNTLTIPPFKYQPK 211 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              +E D S ASY+ +  A+     V + G    SLQGD    +++  +G +  +T+  V 
Sbjct: 212 PYAIESDWSGASYWYSIVALADDAEVELLGLKKDSLQGDSAIVDIMRHLGVESAFTDRGV 271 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            +T  P +        ++  +    PD+A T+AVVA       ++  + S ++KET+R+  
Sbjct: 272 LLTKIPAK-------ASLGWDFTNCPDLAQTVAVVAAVKKIRLSLTGIESLKIKETDRVF 324 
 
Query: 366 AIRTELTKLGA---SVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           A++ EL KLGA    +E+   Y + T    P +   V +I TYDDHRMAMAF+        
Sbjct: 325 ALQQELKKLGAELTEIEKDHLYEVTTLTDIPTDP--VPSIHTYDDHRMAMAFAPVGMVS- 381 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
            + I++PG   K++P Y+  L+ 
Sbjct: 382 DILIQEPGVVVKSYPGYWKDLA 403 
 
 
>gb|AAQ84158.1| PlmJK [Streptomyces sp. HK803] 
          Length = 1003 
 
 Score =  171 bits (432), Expect = 2e-40,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 220/435 (50%), Gaps = 25/435 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             IS  + +P SK  ++R L+LA+L++G + +  L ++  V Y +  LR  GL V+  +  
Sbjct: 10  HRISSEILVPNSKYHAHRALILASLADGESRIHGLSDARHVEYTVRLLR--GLGVQLVRE 67 
 
Query: 73  AKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               VV G GG + PV+D      +  G++G  +  +T    A+  N    + G    R  
Sbjct: 68  GDTFVVRGLGGHYRPVQDT-----VSAGSSGTTLYFMTG--LASLSNRAVTITGQKYFRN 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+G L+  L+Q+G  ++     DCPPV+V       GG+V + G++S Q++S LL+ AP 
Sbjct: 121 RPVGPLLRALEQIGVRLES--ANDCPPVQVRSHRPT-GGEVTIPGTLS-QWISGLLLLAP 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   I + D L    Y+E+T+ +M +FG++   +  W RF +   Q  + P    +  
Sbjct: 177 FATGPTTITVSDTLNERTYLELTVAMMRQFGLEVTVAPDWRRFDVAPHQSVR-PTELTLP 235 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEG----CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            D  SA++ +A AA+    V + G     G  +   +  F ++   MG  +     +  V 
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Sbjct: 236 PDIGSAAFGIATAALHPSDVLLRGMPSLTGGPADHPEFHFLDIARSMGVPMELDPVAGGV 295 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                 P     LKA+DV+   +PD+   L+ +A FA G +  R+VA  R+KE++R   + 
Sbjct: 296 RIQQDAPL----LKAVDVDCRDVPDMLPVLSTLATFAHGESVFRNVAHTRLKESDR-AGV 350 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
             +L  +GA +E   D   +T  + L    + +Y+DHR+ M+ ++A+  A    T+  P  
Sbjct: 351 MVQLNSMGAELELSDDTLRVTGVDSLVGAELSSYNDHRVLMSLAVASSRARGHSTLSYPH 410 
 
Query: 427 CTRKTFPDYFDVLST 441 
             R ++P + D++++ 
Sbjct: 411 AYRISYPGFLDMMNS 425 
 
 
>gb|AAD51963.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 153 
 
 Score =  171 bits (432), Expect = 3e-40,   Method: Compositional matrix adjust. 
 Identities = 88/162 (54%), Positives = 115/162 (70%), Gaps = 9/162 (5%) 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLMAAPLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF + 
Sbjct: 1   SVSSQFLTALLMAAPLASQDTVISIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVV 59 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G Q+Y+SP +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA 
Sbjct: 60  RGKQQYQSPGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRGSVQGDIRFADVLEKMGA 119 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            VTW +  +  T        R  LKAID++MN +PD AMT+A 
Sbjct: 120 TVTWGDDFIACT--------RGELKAIDMDMNHIPDAAMTIA 153 
 
 
>ref|YP_002488440.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter 
           chlorophenolicus A6] 
 gb|ACL40351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter 
           chlorophenolicus A6] 
          Length = 475 
 
 Score =  170 bits (431), Expect = 3e-40,   Method: Compositional matrix adjust. 
 Identities = 139/433 (32%), Positives = 217/433 (50%), Gaps = 25/433 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS---VEA 69 
           + +  TV +PGSKSL+NR L+LAAL++G + +   L+S D   M+ ALR LG +   V   
Sbjct: 25  RPVDATVTVPGSKSLTNRYLVLAALADGPSRLRAPLHSRDSVLMIEALRQLGATITEVPG 84 
 
Query: 70  DKAAKRAVVV----GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           D A    + V      GG+   + A   V +  G AG  MR +       GG +T+  DG 
Sbjct: 85  DGAFGPDLEVVPLQHRGGEGQEDAAGTAVHIDCGLAGTVMRFVPPLAALRGGPSTF--DG 142 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYL 183 
            P  R+RP+G ++  LK LG  V    G      P  V G G + GG + +  S SSQ++ 
Sbjct: 143 DPHARKRPMGTIIEALKALGVGVSAEDGGTPASLPFVVEGTGEVRGGHLVIDASASSQFV 202 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           SALL+        + +E + K + S+ ++ MT+ ++   GV+ +  DS    ++       
Sbjct: 203 SALLLVGARFTEGLHLEHVGKPVPSLDHINMTVAVLRGAGVQVD--DSVPNHWVVSPGPI 260 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           ++  +  +E D S+A  FLA A  +GGTV + G    + Q    +  +L  MGA+V+  + 
Sbjct: 261 RA-FDQQIEQDLSNAGPFLAAALASGGTVRIPGWPEQTQQVGDLWRSILARMGAEVSLLD 319 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +TV        G   +K  D       ++A T+A +   A GP+ +  +A  R  ET+ 
Sbjct: 320 GVLTVR-------GGTEIKGAD--FADTSELAPTVAALCALATGPSRLSGIAHLRGHETD 370 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+ TE+ +LG   EE  D  +I  P KL+   + +Y DHRMA A ++   A   V + 
Sbjct: 371 RLAALVTEINRLGGDAEETSDGLVIR-PAKLHAGVVHSYADHRMATAGAILGLAVEGVQV 429 
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Query: 423 RDPGCTRKTFPDY 435 
            D   T KT PD+ 
Sbjct: 430 EDIATTAKTMPDF 442 
 
 
>ref|ZP_07705928.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dermacoccus sp. 
           Ellin185] 
 gb|EFP57731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dermacoccus sp. 
           Ellin185] 
          Length = 486 
 
 Score =  170 bits (431), Expect = 3e-40,   Method: Compositional matrix adjust. 
 Identities = 152/440 (34%), Positives = 218/440 (49%), Gaps = 34/440 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G   +PGSKSL+NR L+LAAL++  +++   L S D   M  ALR +G+ VE     
Sbjct: 44  RPVVGAFSVPGSKSLTNRYLVLAALADDDSLLRAPLRSRDTLLMAQALRAMGVQVEDVPG 103 
 
Query: 73  AKRAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                    G  + V  A  +   Q+  G AG  MR L      A G   +  DG    R 
Sbjct: 104 DSPE-----GDDWHVTPAPFRGPAQVDCGLAGTVMRFLPPVAALADGPVAF--DGDEHAR 156 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+G ++  L  LG  +D        P  V+G G + GG+V+++ S SSQ++SALL++  
Sbjct: 157 NRPMGPVLQALADLGVRIDDD-SRRALPFTVHGTGAVTGGRVEVNASTSSQFVSALLLSG 215 
 
Query: 191 PLALGDVEIEIIDK---LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK---S 244 
             A  D  + I+     L SIP+++MT+ ++   GV  E  D  D     G   Y      
Sbjct: 216 --ARFDEGVTIVHTGATLPSIPHIDMTVEVLRDAGVVIEVGDDVD---ADGRGSYAWSVE 270 
 
Query: 245 PKN-----AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           P +       VE D S+A+ FLA AA+TGG V +    T + Q       VLE MG KVT 
Sbjct: 271 PSDIRALDVMVEPDLSNAAPFLAAAAVTGGEVFMADWPTFTTQPGDHIRGVLERMGCKVT 330 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                + V GP     GR  L+ IDV++ +  ++   +  +   ADG + IR VA  R   
Sbjct: 331 LDRDGLRVRGPES---GR--LRGIDVDLTEASELTPVVVALCALADGGSRIRGVAHIRGH 385 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           ET+R+ A+  E T +GA V E  D  +IT  P E L+     TYDDHRMAMA ++      
Sbjct: 386 ETDRLAALSREFTAIGAQVHETEDGLVITPVPREVLHGGLFHTYDDHRMAMAAAVVGLVV 445 
 
Query: 418 VPVTIRDPGCTRKTFPDYFD 437 
             + + + G T KT P +FD 
Sbjct: 446 DGIVVENVGTTAKTLP-HFD 464 
 
 
>ref|YP_003274671.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gordonia bronchialis 
           DSM 43247] 
 gb|ACY22778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gordonia bronchialis 
           DSM 43247] 
          Length = 421 
 
 Score =  170 bits (431), Expect = 4e-40,   Method: Compositional matrix adjust. 
 Identities = 143/433 (33%), Positives = 221/433 (51%), Gaps = 27/433 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV+LPGSKS++NR L+LAAL++G + +   L S D + MLGAL  LG+ V  D A + 
Sbjct: 13  LDATVELPGSKSITNRALVLAALADGPSTIRGTLRSRDTNLMLGALSALGVGVRVDPAQE 72 
 
Query: 75  RAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V         +E A      +  G AG  MR L     AA  +   V DG  + R RP 
Sbjct: 73  TTV--------SIEPATLHAADIDCGLAGTVMRFLPP--LAALADGPVVFDGDEQARSRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM-AAPL 192 
              ++  L+ LG  VD     D  P  V+  G + GG+V +  S SSQ++S LL+ AA   
Sbjct: 123 QTTILAALRGLGVRVDG----DALPFTVHSTGRVTGGEVTIDASGSSQFVSGLLLSAARF 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G V   +   + S P+++MT+ ++   GV+ + S + D + +  G    S  +  VE  
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Sbjct: 179 DDGLVIWHVGPPVPSTPHIDMTVDMLATAGVEVDTSQA-DTWRVAPGP--ISAVDWTVEP 235 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A+ FLA AA+TGGTV V      + Q   + A+VL  MGA V   + +++V GP R 
Sbjct: 236 DLSNAAAFLAAAAVTGGTVRVPYWPVVTTQPGARIADVLAAMGATVEHLDGTLSVRGPER 295 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L  + +++  + ++  T+A +   ADG + +  +A  R  ET+R+ A+ TE+T 
Sbjct: 296 -------LSGVTLDLRDIGELTPTIAALCALADGDSRLSGIAHLRGHETDRLAALTTEIT 348 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           +LG    E  D   IT    L+    ++Y DHRMA A ++       V + D   T KT  
Sbjct: 349 RLGGVCRETDDGLAIT-GSTLHGGTWESYADHRMATAGAIIGLVTPGVLVDDVETTTKTL 407 
 
Query: 433 PDYFDVLSTFVKN 445 
           PD+ ++    ++  
Sbjct: 408 PDFPNMWQRMLEQ 420 
 
 
>gb|ADI07135.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces 
           bingchenggensis BCW-1] 
          Length = 464 
 
 Score =  170 bits (431), Expect = 4e-40,   Method: Compositional matrix adjust. 
 Identities = 138/441 (31%), Positives = 211/441 (47%), Gaps = 38/441 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS++NR L+LAAL+     +   L S D   M  ALRTLG+ +E       
Sbjct: 24  VDATVTVPGSKSVTNRGLILAALAAEPGWLRRPLRSRDTLLMAEALRTLGVGIEETVPDH 83 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-----------LGNAGIAMRSLTAAVTAAGGNATYVL 123 
                G  G    E   E  ++            +GNAG  MR L      A G   +   
Sbjct: 84  SPGSHGSHGAPGSEGGGEAWRVIPAGLHGPATVDVGNAGTVMRFLPPVAALADGPVRF-- 141 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG  R  ERP+  ++  L+ LGA +D   G    P+ V+G G L GG V++  S SSQ++ 
Sbjct: 142 DGDKRSHERPLHGVIDALRALGARIDDD-GRGSLPMTVHGGGALDGGPVRIDASSSSQFV 200 
 
Query: 184 SALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK- 241 
           SALL++AP     VE+  +   L S+P++ MT+ ++   G   +  ++       GG+   
Sbjct: 201 SALLLSAPRFNQGVEVRHVGAALPSLPHIRMTVDMLRAAGAAVDAPEA-------GGEPN 253 
 
Query: 242 --YKSP-----KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
               SP     ++  VE D S+A+ FLA A +TGG VT+      + Q       +   M 
Sbjct: 254 VWRVSPSALLGRDLVVEPDLSNAAPFLAAALVTGGRVTIPDWPERTTQPGDSLRRIFTNM 313 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G     T+  +T TG  R       +  ID +++++ ++   +A VA  AD  + +  +A 
Sbjct: 314 GGACELTDAGLTFTGTGR-------ITGIDADLHEVGELTPVIAAVAALADSESTLSGIA 366 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R+ ET+R+ A+  E+ +LG  V E  D   I  P  L+     TY+DHR+A A ++   
Sbjct: 367 HLRLHETDRLAALAKEINELGGDVTETADGLRIR-PRPLHGGVFHTYEDHRLATAGAVIG 425 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY 435 
                V I +   T KT PD+ 
Sbjct: 426 LVVEGVQIENVATTAKTLPDF 446 
 
 
>ref|YP_003141587.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           ochracea DSM 7271] 
 gb|ACU93026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           ochracea DSM 7271] 
          Length = 409 
 
 Score =  170 bits (431), Expect = 4e-40,   Method: Compositional matrix adjust. 
 Identities = 136/435 (31%), Positives = 208/435 (47%), Gaps = 55/435 (12%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           L GSKS SNR+L+L AL    TV  NL  ++D   +  AL +    V+             
Sbjct: 18  LSGSKSESNRVLILQALFPELTV-QNLSTADDTLLLQQALSSHTEVVD------------ 64 
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Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                            + +AG AMR LTA      G    +L G PRM+ERPI  LV   
Sbjct: 65  -----------------IHHAGTAMRFLTAYFAIQQGKEV-LLTGSPRMKERPINLLVNA 106 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L+QLGAD+        PP+ + G   L   ++ + G++SSQY SALL+ AP     + +  
Sbjct: 107 LQQLGADITYTEKEGFPPIYIRG-KKLINNEIHIQGNVSSQYSSALLLIAPALPNGLTLH 165 
 
Query: 201 IIDKLISIPYVEMTLRLM------ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
           +  ++ S+PY++MT  L+      E+   KA      +   +          N++ VE D 
Sbjct: 166 LEGEVTSLPYLKMTTNLLAHCIGQEQVLFKA------NTIKVNTMNGKNLLHNSWEVESD 219 
 
Query: 254 ASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            SSASY+ A  A++  G T+++    + SLQGD     + E  G   ++    +T+     
Sbjct: 220 WSSASYWYAFVALSPIGTTLSLSYFKSHSLQGDSALKTIYEFFGVHSSFKGNELTI---- 275 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            E       K  + N+N  PD+A T+AV  +       +  + + ++KET+R+ A++TEL 
Sbjct: 276 -EKVAEPQQKRFEYNLNATPDIAQTIAVTCVAMGLECHLTGLHTLKIKETDRLQALQTEL 334 
 
Query: 372 TKLGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
            KLGA V    D   + P P   +  +I TY+DHRMAMAF+     +  + I D     K 
Sbjct: 335 RKLGADVSTTHDSLHLAPCPHLRSGISIATYNDHRMAMAFT-PLMLKTNLEIADKEVVSK 393 
 
Query: 431 TFPDYF-DVLSTFVK 444 
           ++P ++ DV    VK 
Sbjct: 394 SYPSFWHDVAQLTVK 408 
 
 
>ref|ZP_07865192.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           ochracea F0287] 
 gb|EFS98653.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           ochracea F0287] 
          Length = 394 
 
 Score =  170 bits (430), Expect = 5e-40,   Method: Compositional matrix adjust. 
 Identities = 130/421 (30%), Positives = 201/421 (47%), Gaps = 42/421 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           L GSKS SNR+L+L AL    TV  NL  ++D   +  AL +    V+             
Sbjct: 3   LSGSKSESNRVLILQALFPELTV-QNLSTADDTLLLQQALTSHTEVVD------------ 49 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                            + +AG AMR LTA      G    +L G PRM+ERPI  LV   
Sbjct: 50  -----------------IHHAGTAMRFLTAYFAIQQGKEV-LLTGSPRMKERPIHLLVNA 91 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L+QLGAD+        PP+ + G   L   +V + G++SSQY SALL+ AP     + +  
Sbjct: 92  LQQLGADITYTEKEGFPPIYIRG-KKLTNNEVHIQGNVSSQYSSALLLIAPALPNGLTLH 150 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGDASSASY 259 
           +  ++ S+PY++MT  L+     + + S   +   +   +      N++ VE D SSASY 
Sbjct: 151 LEGEVTSLPYLKMTTNLLAHCIGQEQVSFKANTIKVNTMKGKNLLHNSWEVESDWSSASY 210 
 
Query: 260 FLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           + A  A++  G T+++      SLQGD     + E  G   ++    +T+     E     
Sbjct: 211 WYAFVALSPIGTTLSLSYFKPHSLQGDSALKTIYEFFGVHSSFKGNELTI-----EKVAE 265 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
              K  + N+N  PD+A T+AV  +       +  + + ++KET+R+ A++TEL KLGA  
Sbjct: 266 PQQKRFEYNLNATPDIAQTIAVTCVAMGLECHLTGLHTLKIKETDRLQALQTELRKLGAE 325 
 
Query: 378 VEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           V    D   + P   L    +I TY+DHRM MAF+     +  + I D     K++P ++ 
Sbjct: 326 VSITHDSLHLVPCSHLRSGISIATYNDHRMVMAFT-PLMLKTTLEIADKEVVSKSYPSFW 384 
 
Query: 437 D 437 
             
Sbjct: 385 H 385 
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>ref|YP_004014739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. EuI1c] 
 gb|ADP78869.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. EuI1c] 
          Length = 438 
 
 Score =  170 bits (430), Expect = 5e-40,   Method: Compositional matrix adjust. 
 Identities = 146/432 (33%), Positives = 217/432 (50%), Gaps = 30/432 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P++ +   V++PGSKS +NR L+LAA ++G + +   L S D   M GALR LG+ ++ D 
Sbjct: 20  PVRAV---VRVPGSKSGTNRALVLAAAADGVSRLRGALRSRDTVLMAGALRALGVGIDQD 76 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           ++A   VV G  G+    D      +  GNAG   R   A      G+ T+  DG PRMR 
Sbjct: 77  ESAW--VVRGGLGR---RDGT-PTAIDCGNAGTVARFTPALAALTDGDVTF--DGDPRMR 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  L+  L+ LGA VD     D  P+ V G GG+ GG V +  S SSQ +S LL+AA 
Sbjct: 129 HRPLTPLLDALRALGAVVDG----DTMPLVVRGRGGITGGAVTVDASDSSQLISGLLLAA 184 
 
Query: 191 PLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKY-KSPK 246 
           P     VE+  +  +L S PY++MT+  +   G  V+ E  D  D        +    P  
Sbjct: 185 PGYDQGVEVSHVGGRLPSGPYLDMTVTDLRAAGATVETEPGDPADPTGKPPTWRVTPGPL 244 
 
Query: 247 NAY---VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            AY   +E D +SA+ FLA A  TGG VT+      + Q       +LE MGA    T   
Sbjct: 245 RAYDRAIEPDLNSAAPFLAAAVATGGEVTIPDWPAVTTQPGRMLPGLLEAMGAHTELTPE 304 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V        G   L  +D ++  + + A  L  +A+ AD P+ +R +A  R++ET+R 
Sbjct: 305 GLRVR-------GGDGLHGLDADLGDVGEAAPVLTALAVLADSPSRLRGIAHLRLQETDR 357 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  +L +LGA +    D   I  P  L    +D   DHR+AM +++       +T+  
Sbjct: 358 LGALADQLGRLGADISVTEDGLAIR-PAPLRGARLDPLADHRLAMTYAVVGLRVPGITVD 416 
 
Query: 424 DPGCTRKTFPDY 435 
           D   T KT P++ 
Sbjct: 417 DIATTGKTVPEF 428 
 
 
>ref|YP_003362359.1| 5-enolpyruvylshikimate-3-phosphate synthase [Rothia mucilaginosa 
           DY-18] 
 dbj|BAI64539.1| 5-enolpyruvylshikimate-3-phosphate synthase [Rothia mucilaginosa 
           DY-18] 
          Length = 501 
 
 Score =  169 bits (429), Expect = 6e-40,   Method: Compositional matrix adjust. 
 Identities = 139/455 (30%), Positives = 222/455 (48%), Gaps = 47/455 (10%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---AD----- 70 
           V +PGSKSL+NR LLLAAL++  + +   L+S D   M+ ALR LG  +E    D      
Sbjct: 31  VHIPGSKSLTNRYLLLAALADSPSYLRAPLHSRDSALMIEALRQLGAGIELVPTDSPFGP 90 
 
Query: 71  --KAAKRAVVVGCGGKFPVEDAKEE-VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             K    + V     +   + A+   V +  G AG  MR + A      G   +  DG P 
Sbjct: 91  DVKVTPLSFVEAHSAQAQSDSAQSRTVSIECGLAGTVMRFVPALAALLPGE--FAFDGDP 148 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPP--VRVNGIGGLPGGK----VKLSGSISSQ 181 
             R+RP+G ++ GL+QLG  VDC  G +  P  +R  G+    G      V++  S SSQ 
Sbjct: 149 HARQRPMGPVLEGLRQLGVQVDCEQGENALPFVLRSPGLASAEGVSEAPVVRIDASTSSQ 208 
 
Query: 182 YLSALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           ++SALL+ AP L  G V +     + SIP+++MT+  + + G++ +          +GG+ 
Sbjct: 209 FVSALLLMAPRLPQGMVLVHEGSSVPSIPHIQMTVEALRQMGIEVQEHYPNQANEAEGGE 268 
 
Query: 241 -KYKSPKNAY------VEGDASSASYFLAGAAITGGTVTV---------EGCGTTSLQGD 284 
            ++     ++      +E D S+A  FLA A +TG +VT+            GTT + GD 
Sbjct: 269 YRWTVHPCSFPGFEMTIEPDLSNAGPFLAAAVVTGESVTIPHWPAPAADSSAGTTQV-GD 327 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
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           + + E+L  +GA+V + E  +TVTGP + P G         +++   ++A T+A    F  
Sbjct: 328 M-WRELLPALGAQVRYAEGRLTVTGPAQLPEGD-----FSFDLSAGGELAPTMAAACAFV 381 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA----IDT 400 
            G   +  +A  R  ET+R+ A+  E+ +LG S  +  D  +I      +  A      T 
Sbjct: 382 KGRVELTGIAHLRGHETDRLAALAAEINRLGGSAHDTADSLVIEASIPADAEAEQVLART 441 
 
Query: 401 YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           YDDHRMA   ++       V +++     KT P++ 
Sbjct: 442 YDDHRMATFAAIIGLRRPNVVVQNVATVAKTMPEF 476 
 
 
>ref|ZP_05401260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-23m63] 
 ref|ZP_06892619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           NAP08] 
 ref|ZP_06903123.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           NAP07] 
 gb|EFH07185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           NAP08] 
 gb|EFH15523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           NAP07] 
          Length = 437 
 
 Score =  169 bits (429), Expect = 6e-40,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 224/439 (51%), Gaps = 44/439 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+P SKS+++R ++ ++LS G + + N+  S+D+   + A+ +LG  +E      
Sbjct: 10  KLSGDVKIPPSKSIAHRAVICSSLSNGKSRISNIDFSDDIIATIRAMTSLGAIIE----- 64 
 
Query: 74  KRAVVVGCGGKFPVEDA-KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV------LDGV 126 
           K+  ++   G F  E     E QL           LT     +G    ++       DGV 
Sbjct: 65  KKEDILEISGIFSKEGILNRENQL-------NQPKLTIDCNESGSTLRFLVPISLAFDGV 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVK-----LSGSISS 180 
            R     IG   +G + L    + F   +     + N +  +  GK+K     + G+ISS 
Sbjct: 118 KRF----IGRGNLGKRPLDTYYEIFNRQNIKYSYKENQLDLIISGKLKPDEFRVKGNISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+++ LL   P    D +I I  +L S  Y+++TL  M+ FG++   ++++  F IKG Q 
Sbjct: 174 QFITGLLFILPTLESDSKIIITTELESKGYLDLTLSTMKDFGIEI-INNNYKEFIIKGSQ 232 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+ ++  VEGD S  +++L+  AI G  + +      SLQGD +  E+L  MG ++   
Sbjct: 233 TYKA-RDYKVEGDYSQGAFYLSADAI-GEDINILDLKEDSLQGDSEVVEILSRMGMEILR 290 
 
Query: 301 TETSVT-VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               +  +T           L +  ++ ++ PD+   L+VVA  + G T I +    R+K 
Sbjct: 291 EGNKIKGITNG---------LNSTLIDASQCPDIIPVLSVVAALSRGKTTIINAGRLRIK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AE 417 
           E +R+ AI  EL+KLGA++EE  D  II    KLN    + ++ DHR+AM  ++A+C  + 
Sbjct: 342 ECDRLHAINIELSKLGANIEEKEDSLIIEGVSKLNGGVEVWSHKDHRIAMTLAIASCRCD 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            P+ ++D  C  K++P +F 
Sbjct: 402 KPIILKDFECVSKSYPHFF 420 
 
 
>ref|YP_003535360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloferax volcanii 
           DS2] 
 gb|ADE04561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloferax volcanii 
           DS2] 
          Length = 430 
 
 Score =  169 bits (429), Expect = 6e-40,   Method: Compositional matrix adjust. 
 Identities = 142/431 (32%), Positives = 213/431 (49%), Gaps = 26/431 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  + P SKS ++R +L A  S+   V D L+ S D    + A+   G SV+ D   + 
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Sbjct: 10  VAGRTRAPPSKSYTHRAVLAAGYSDEAVVRDALV-SADTKATMRAVEAFGGSVDCD--GQ 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G GG+    D     +    N+G  MR +T    AA G    VL G   +R RP  
Sbjct: 67  TVEVAGFGGRPGTPDDVVNCE----NSGTTMRLVTGC--AALGEGLTVLTGDASLRSRPH 120 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G L+  +  L    +        P+ V    G+ GG V++ G +SSQ+++ALLMA  +   
Sbjct: 121 GPLLDAVFDLDGRAESTRRNGQAPLVVGD--GMTGGTVEIPGDVSSQFITALLMAGAVTE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
             +++E+  +L S PYV++TL L+  FGV+A  +D+   F + GGQ Y     AY V GD 
Sbjct: 179 EGIDVELTTELKSSPYVDITLELLADFGVEATRTDAG--FSVPGGQSYAPEGGAYSVPGD 236 
 
Query: 254 ASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            SS SY LA  A+ G     V +EG    S QGD    +++  MGA V W E +  +    
Sbjct: 237 FSSLSYLLAAGAVAGAEGEDVVIEGA-RPSAQGDSAIVDIVRDMGATVDWDEDAGELV-- 293 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                    L    V++   PD+  T+AV+   ADG T I +    R KET+R+ A+  E 
Sbjct: 294 ----VSAADLTGTTVDVGDTPDLLPTIAVLGAIADGDTVIENCEHVRFKETDRVSAMAEE 349 
 
Query: 371 LTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCT 428 
           L ++GA+V E  D   I   E  L   A+D   DHR+ M+ ++A   A+   TI       
Sbjct: 350 LAEMGANVTEQRDRLTIHGGETDLVGAAVDGRGDHRIVMSLAVAGLVADGETTIAGSEHV 409 
 
Query: 429 RKTFPDYFDVL 439 
             +FP++F+ + 
Sbjct: 410 DVSFPNFFEAM 420 
 
 
>ref|YP_001710766.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clavibacter 
           michiganensis subsp. sepedonicus] 
 emb|CAQ02172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clavibacter 
           michiganensis subsp. sepedonicus] 
          Length = 487 
 
 Score =  169 bits (429), Expect = 6e-40,   Method: Compositional matrix adjust. 
 Identities = 138/422 (32%), Positives = 208/422 (49%), Gaps = 12/422 (2%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV LPGSKSL+NR L+L+AL++  + + + L S D   M+ ALR LG  +E       
Sbjct: 39  LDATVPLPGSKSLTNRELVLSALADSPSTLRSPLRSRDTRLMIEALRALGTVIEEVDGGS 98 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                G   +    +    + +  G AG  MR L      A G  ++  DG P  R RP+ 
Sbjct: 99  ---AFGPDLRITPAELAGGITIECGLAGTVMRFLPPVAALALGPVSF--DGDPSARRRPM 153 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LA 193 
              +  L+ LG DV+   G    P  + G G +PGG++ +  S SSQ++S LL+AAP  A 
Sbjct: 154 SGTIEALRALGVDVNDD-GRRALPFSLYGTGEVPGGEIAIDASASSQFVSGLLLAAPRFA 212 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G       + L S+P++EMT+R +   GV  E  +     +I         +   +E D 
Sbjct: 213 QGLRLRHTGETLPSMPHIEMTIRTLAERGVVVESPEPG--VWIVPPSPIAG-REVRIEPD 269 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FL  A + GG V + G    + Q     A +L   GA VT    ++ V G P   
Sbjct: 270 LSNAAPFLCAALVAGGRVAIPGWPEETTQVGADLAHLLPRFGATVTREGGALVVDGGPGL 329 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G + +  +D++++   ++A  L  +A  ADGP+ I  +   R  ET+R+ A+  E+T  
Sbjct: 330 AAGGR-ITGVDLDLSTGGELAPALVALAALADGPSRITGIGHLRGHETDRLAALAAEITG 388 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG SV E  D   I+ P  L+      Y+DHRMA A ++   A   V I D G T KT P 
Sbjct: 389 LGGSVTELEDGLAIS-PAPLHGGPWRAYEDHRMATAGAIVGLAVPGVEIDDIGTTAKTLP 447 
 
Query: 434 DY 435 
           ++ 
Sbjct: 448 EF 449 
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>emb|CBK96585.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium siraeum 
           70/3] 
          Length = 405 
 
 Score =  169 bits (428), Expect = 7e-40,   Method: Compositional matrix adjust. 
 Identities = 129/425 (30%), Positives = 201/425 (47%), Gaps = 43/425 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SG + +P SKS+S+R+L+ AA  +G T +DNLL   D+H  + AL  LG  +     + 
Sbjct: 9   RLSGKLIVPPSKSISHRMLICAAFCDGITHIDNLLECMDLHATINALTALGAKINGKDGS 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +    K      K  V  F   +G  +R +    +A G  A +   G  ++ ERP 
Sbjct: 69  YDITGITQPSK------KAAVDCF--ESGSTLRFMIPIFSAFGCEAEFT--GRGKLPERP 118 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  L+  + + GA       T   P +V G   L GGK  + GS+SSQ+++ LL A  +  
Sbjct: 119 ITPLIKPMTENGA----VFETLSMPYKVKG--KLSGGKYYIDGSVSSQFITGLLFALSVL 172 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D EI +  +L S PYV +T+  M++FGV     ++ + ++IKGGQKY+ P N  VE D 
Sbjct: 173 SKDSEIILTTRLESKPYVNITIDCMKQFGVGV--CETENGYFIKGGQKYQ-PHNCTVEAD 229 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S +++FLA A   G  + +      S+QGD    ++ E                      
Sbjct: 230 MSQSAFFLA-ANCAGSDIELTNLNLNSVQGDKAIVDIAEKFR------------------ 270 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  ID   + +PD+   +AV+  F   P  I +    R+KE +R+ A    +   
Sbjct: 271 --NGGDLSVIDA--SDIPDLVPAIAVMMSFWKKPCRIINCERLRIKECDRLSATTELIND 326 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIRDPGCTRKTF 432 
           LG       +   I P E      +  Y+DHR+AMA ++AA      V I+   CT+K++ 
Sbjct: 327 LGGKAISTENSIEIFPVEAFKGGTVRNYNDHRIAMAGAVAATRSTGEVIIKGAECTKKSY 386 
 
Query: 433 PDYFD 437 
           P +FD 
Sbjct: 387 PGFFD 391 
 
 
>ref|ZP_04448120.1| hypothetical protein BIFANG_03122 [Bifidobacterium angulatum DSM 
           20098] 
 gb|EEP20852.1| hypothetical protein BIFANG_03122 [Bifidobacterium angulatum DSM 
           20098] 
          Length = 446 
 
 Score =  169 bits (428), Expect = 7e-40,   Method: Compositional matrix adjust. 
 Identities = 143/444 (32%), Positives = 219/444 (49%), Gaps = 43/444 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +  TV++PGSKSLSNR L+LAAL      +  LL S D   M+ ALRTLG+  + D+  
Sbjct: 16  QPLDATVEIPGSKSLSNRYLILAALGTQPVRLVGLLRSRDTELMMNALRTLGVRCDVDEQ 75 
 
Query: 73  AKRAVVVG--CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +   V V     G+F     +   ++F G AG  MR +      A G   +  DG  +   
Sbjct: 76  SATTVTVTPPANGRF-----RGNTKVFCGLAGTVMRFVPGLAMFADGPVEF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            RP+  ++ GL QLGA ++ + G       T  PP  V          VK+  S SSQ++ 
Sbjct: 129 ARPMKPVLDGLAQLGAVIE-YHGENGRLPFTITPPTPVEER--TSPSVVKIDSSGSSQFI 185 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           S LL+      G +E+    +K  S+P++ MT+  ++  GV A   +    + +K G    
Sbjct: 186 SGLLLIGSRIPGGLELRHTGEKTPSLPHIRMTVADLQGAGVDAIADEQVHVWQVKPG-TV 244 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + P++  VE D S+A+ FL  A ITGG+V V     ++ Q        LE MGA+VT+ E 
Sbjct: 245 QLPESVTVEPDLSNAAPFLGAALITGGSVRVPNWPQSTTQPGGLLPGYLERMGAEVTFPE 304 
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Query: 303 TSVTVTGPPREPFGRKHLK-AIDVNMNKMPD--------VAMTLAVVALFADGPTAIRDV 353 
           +            G ++ K + D N+N + D        +A +LA + +FAD PT +  + 
Sbjct: 305 SD-----------GIRYCKVSGDGNINGLGDFDLTAAGEIAPSLAAILVFADKPTNMTGI 353 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFS 411 
              R  ET R+ A+  E+T++G    E  D   I P +   L+   ++TY DHRMA   + 
Sbjct: 354 GHLRGHETNRLEALVNEITRVGGKAHELTDGIAIEPVKSGALHGAEMETYADHRMATFAA 413 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDY 435 
           +       VT+R+   TRKT PD+ 
Sbjct: 414 MLGLRIEGVTVRNVETTRKTLPDF 437 
 
 
>ref|YP_872294.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
 sp|A0LS98.1|AROA_ACIC1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK52308.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
          Length = 423 
 
 Score =  169 bits (428), Expect = 7e-40,   Method: Compositional matrix adjust. 
 Identities = 143/435 (32%), Positives = 217/435 (49%), Gaps = 32/435 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +   V LPGSKS++NR L+LAAL+   T +   L + D   M+  LR+LG+ +  D A  
Sbjct: 17  RVDAVVHLPGSKSMTNRALVLAALAAEPTAIRGGLRARDTELMMAGLRSLGVGI--DDAG 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +V       P E  +    +  G AG  MR L AA T A G  ++  DG PR RERP 
Sbjct: 75  DMWLV------SPAE-LRGPAAIDCGLAGTVMRFLLAAATLATGEVSF--DGDPRARERP 125 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  L+  L+QLGA++    G    PV V G G LPGG   +  S SSQ++SALL+ AP A 
Sbjct: 126 LRPLLDALRQLGAELRDTGGRL--PVTVVGSGHLPGGHCVVDASASSQFVSALLLVAPRA 183 
 
Query: 194 LGDVEIEIIDK-LISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPKNAY 249 
              V +  + + L S+P++ MT+ ++   GV+   +D   R     I+GG           
Sbjct: 184 DTPVTVGHVGRTLPSVPHITMTVAMLRERGVEVAGTDGSWRVQPGPIRGG-------TVQ 236 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S+A+ FLA A +TGG V V      + Q      ++L  MGA+     T +TVTG 
Sbjct: 237 IEPDLSNAAPFLAAALVTGGRVRVPDWPMRTTQAGDALRDLLTAMGARCELDATGLTVTG 296 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
            P        +  +D ++  + ++  TLA +A  AD P+  R +   R  ET+R+ A+   
Sbjct: 297 GPV-------IHGLDADLRDVSELVPTLAALAALADRPSTFRGIGHMRGHETDRLAALAA 349 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           ELT+LG  V    D  +I  P  L+     +Y DHRMA   ++       + + +      
Sbjct: 350 ELTRLGGDVTATDDGLVIR-PRPLHGGVFHSYGDHRMATTGAVLGLVIPGIVVENIQTVA 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
           KT P + ++ +  ++ 
Sbjct: 409 KTMPTFVELWTGMLR 423 
 
 
>ref|YP_002906764.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           kroppenstedtii DSM 44385] 
 gb|ACR18221.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           kroppenstedtii DSM 44385] 
          Length = 497 
 
 Score =  169 bits (428), Expect = 8e-40,   Method: Compositional matrix adjust. 
 Identities = 139/464 (29%), Positives = 213/464 (45%), Gaps = 49/464 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-- 68 
           P + ++ TV +PGSKS++NR L+LAAL+   + +   L S D   M+ ALR +G+S+E   
Sbjct: 28  PPRPVTATVTIPGSKSMTNRALILAALASDPSTITGALRSRDTDLMIAALRAMGVSIEES 87 
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Query: 69  ------------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
                        D   +R                    +  G AG  MR L      A  
Sbjct: 88  DSSSGSSSDSSATDNNCRRTPPASLSLLVTPTPQLHGATVDCGLAGTVMRFLPPVAALAD 147 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG------------- 163 
           G    ++DG P  R+RP+  +   L+QLG  V+     D  P+R+ G              
Sbjct: 148 G--PVLIDGDPHARKRPLKTMADALRQLGVTVEG----DSLPLRIEGASASSDAHSSTEN 201 
 
Query: 164 -----IG---GLPGGKVKLSGSISSQYLSALLM-AAPLALGDVEIEIIDKLISIPYVEMT 214 
                +G   G  G  +++  S SSQ++S LL+ AA    G         L S P++EMT 
Sbjct: 202 PNAAHVGTTEGPRGRAIRIDASSSSQFISGLLLSAARFTHGITVTHTGATLPSQPHIEMT 261 
 
Query: 215 LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
           + ++   G+     +    + +  G+    P    +E D S+A+ F+A AA+TGG V +  
Sbjct: 262 IDMLRDAGIDVTMPEP-HTWQVAPGEI--QPNRWVIEPDLSNATPFMAAAAVTGGRVVIP 318 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMP 331 
              T + Q   +F  +LE MGA        + VTGP      R     L  I ++++ +  
Sbjct: 319 NWPTKTTQPGDQFRTILENMGAHCDLVSHDLVVTGPDAPTDHRSSGTGLTGITMDLHDIG 378 
 
Query: 332 DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 391 
           ++  T+A +A   D P+ +  +A  R  ET+R+ A+ T +  LG  VEE  D  IIT P  
Sbjct: 379 ELTPTIAALAALTDTPSHLYGIAHLRGHETDRLHALATNINALGGQVEETDDGLIIT-PA 437 
 
Query: 392 KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            L+     TYDDHRMA A ++   A   V + +   T KTFPD+ 
Sbjct: 438 PLHGDTWPTYDDHRMATAGAVIGLAVAGVRVENIETTSKTFPDF 481 
 
 
>ref|YP_003681686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nocardiopsis 
           dassonvillei subsp. dassonvillei DSM 43111] 
 gb|ADH69180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nocardiopsis 
           dassonvillei subsp. dassonvillei DSM 43111] 
          Length = 448 
 
 Score =  169 bits (428), Expect = 8e-40,   Method: Compositional matrix adjust. 
 Identities = 146/429 (34%), Positives = 221/429 (51%), Gaps = 34/429 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--- 69 
           + +   + LPGSKS++NR L+LAALSE   +V   L S D   M G+LR LG+ +      
Sbjct: 39  RPVRARLSLPGSKSMTNRALVLAALSETPCLVRRPLVSRDSELMAGSLRALGVGITTEGE 98 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           D A   A + G               + +GNAG  MR +      A G  T   DG PR  
Sbjct: 99  DMAVTPAPLRGP------------ASVDVGNAGTVMRFVPPVAALASG--TVEFDGDPRA 144 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           RERP+G+L+  L+ LGAD+D   G    P+ V+G G + GG+V L  S SSQ++SALL++ 
Sbjct: 145 RERPVGELLAALRALGADIDDG-GRGALPMAVHGTGAVHGGEVTLDASGSSQFVSALLLS 203 
 
Query: 190 APLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSPKN 247 
                  V +      + S P+++MT+ ++   GV    +D SW    ++ G    S  + 
Sbjct: 204 GARFTEGVHVRHSGPPVPSQPHLDMTVEMLRAAGVTVSTADNSW---RVEPGPVKVS--D 258 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVT 306 
             VE D S+A+ FLA A +TGG VT+EG    + Q   +   +   MG +V+ + E  +T 
Sbjct: 259 ITVEPDLSNAAPFLAAALVTGGEVTIEGWPEHTSQPGDELRSLFTRMGGEVSRSPEGLLT 318 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G      GR  +  ID ++  + ++  T+A VA  A  P+ +  +A  R  ET+R+ A 
Sbjct: 319 LRG-----TGR--ILGIDADLRDVGELTPTVAAVAALATTPSRLTGIAHLRRHETDRIAA 371 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  E+ +LG   EE PD  +I  P  +      +YDDHRMA + ++   A   V + +   
Sbjct: 372 LAAEINRLGGDAEELPDGLVIN-PRPMRGGVFHSYDDHRMATSGAVIGLAVPGVEVENIA 430 
 
Query: 427 CTRKTFPDY 435 
            TRKT PD+ 
Sbjct: 431 TTRKTLPDF 439 
 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 755



 

 

>ref|ZP_00993693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Janibacter sp. 
           HTCC2649] 
 gb|EAP99947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Janibacter sp. 
           HTCC2649] 
          Length = 432 
 
 Score =  169 bits (428), Expect = 8e-40,   Method: Compositional matrix adjust. 
 Identities = 138/432 (31%), Positives = 213/432 (49%), Gaps = 23/432 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ T+ LPGSKSL+NR L+LAA + G + + + L S D   M  AL  LG+ ++       
Sbjct: 15  VAATIDLPGSKSLTNRFLVLAARAGGVSRLRSPLRSRDTLLMAQALGGLGVGIDDVDGDD 74 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V  G        +      +  G AG  MR +      A G   +  DG P  R RP+ 
Sbjct: 75  WLVTPG--------EVMGPADIDCGLAGTVMRFVPPLAALARGAVRF--DGDPHARTRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G  +  L+ LG D+D   G    P  V G G + GG V L  S SSQ++SALL++AP    
Sbjct: 125 GPALDALRHLGVDLDDD-GRGALPFTVRGTGSVRGGDVTLDASASSQFISALLLSAPHYD 183 
 
Query: 195 GDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             V I    + + S P+++MT+  +   G   + +++ D + ++ G    +P +  +E D 
Sbjct: 184 QGVTIHHQGEPVPSQPHIDMTVEALRDAGADVDDTEA-DTWRVEPGPL--NPLDVQIEPD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FLA A +TGG V +      + Q   +  ++L+ MGA V+     +TV+      
Sbjct: 241 LSNAAPFLAAALVTGGRVRISSWPQHTTQAGDEIRDILDEMGADVSLGRDGLTVSA---- 296 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                    +DV+++   ++   +A +A  A GP+ IR VA  R  ET+R+ A+  EL   
Sbjct: 297 ---VDGFSGVDVDLHDASELTPVVAALAALAQGPSLIRGVAHIRGHETDRLAALARELNA 353 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LGA+V E  D   I  P  L+ T   TY DHRM MA ++   A   V I D G   KT P 
Sbjct: 354 LGATVTETADGLHIV-PRPLSPTMFHTYGDHRMVMAGAVIGLAVPGVVIEDVGTVAKTLP 412 
 
Query: 434 DYFDVLSTFVKN 445 
            + D+ +  + + 
Sbjct: 413 TFTDLWAHMLGH 424 
 
 
>ref|YP_003841879.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 ref|ZP_07631033.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 gb|ADL50115.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
          Length = 406 
 
 Score =  169 bits (427), Expect = 9e-40,   Method: Compositional matrix adjust. 
 Identities = 126/440 (28%), Positives = 218/440 (49%), Gaps = 54/440 (12%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EI + P K++SG V +P SKS+S+R ++ A+L++G ++V N+  S+D+   L  +  +G+ 
Sbjct: 2   EITINP-KKLSGKVMVPPSKSVSHRAIICASLAKGKSLVKNIKYSQDIEATLDCMSAMGM 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT-------AAGGN 118 
           + E  +      + G             + +F  N  ++M +  +  T       A   + 
Sbjct: 61  TYE--RYEDSLTING-------------IDVFNSNGILSMNTRESGSTIRFLIPMALLCS 105 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            T  + G  ++ +RP+          G     + G      ++   G L  G  +++G + 
Sbjct: 106 ETVEVTGSEKLMQRPLKPYFDIFDTKGIKYS-YEGN-----KLKLSGKLTSGTYEIAGDV 159 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           SSQ++S LL A PL  G+  ++I   L SI YV++TL +++ FG++  ++D +  F IKG 
Sbjct: 160 SSQFISGLLFALPLVEGNSIVKITTALESIGYVDLTLDMLKNFGIEIINND-YKEFIIKG 218 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            Q YK+  +  VEGD S A+++   A + G  +   G    S QGD    E+L ++     
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Sbjct: 219 NQSYKA-MDCTVEGDYSQAAFYEV-AKVLGNDIQCLGLNENSSQGD---KEILSIV---- 269 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
                         E      L  I +++  +PD+   L V+  F  G T I + A  R+ 
Sbjct: 270 --------------EKVKNNGLNGIKIDVKDIPDLVPILTVLGTFCKGTTEIYNAARVRI 315 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE++R+ +   EL KLGA + E PD  II    KL    +D+++DHR+AMA ++A+   E 
Sbjct: 316 KESDRLESTTCELRKLGAKITELPDSLIIEGTGKLKGGVVDSWNDHRIAMALAIASTICE 375 
 
Query: 418 VPVTIRDPGCTRKTFPDYFD 437 
            PVTI       K++P +++ 
Sbjct: 376 EPVTITCAESVNKSYPHFWE 395 
 
 
>ref|ZP_04445584.1| hypothetical protein COLINT_02294 [Collinsella intestinalis DSM 
           13280] 
 gb|EEP44796.1| hypothetical protein COLINT_02294 [Collinsella intestinalis DSM 
           13280] 
          Length = 438 
 
 Score =  169 bits (427), Expect = 1e-39,   Method: Compositional matrix adjust. 
 Identities = 141/434 (32%), Positives = 223/434 (51%), Gaps = 26/434 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SGTV    SKS+++RI++ AAL+ G T V       D+   +  L  +G  ++     
Sbjct: 8   KPLSGTVPAISSKSMAHRIIIAAALANGVTRVACDTTCADIDATIRCLTAIGAKIDPIDG 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                 V    +  +  A     L  G +G  +R +     A G +AT+V  G PR+ ER 
Sbjct: 68  GFEIHPVLKSLEHGILRALAGATLDCGESGSTLRFMLPVACALGADATFV--GSPRLGER 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  L   L   G     F G    P+R +G   +  G+ +L G++SSQY+S LL+AAPL 
Sbjct: 126 PIAPLTDELMAAGC---TFQGATGLPLRTSGR--MRAGRFELPGNVSSQYISGLLLAAPL 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-------WDRFYIKGGQKYKSP 245 
             GD +I +  ++ S PY+ +TL ++  FGVK    +           F I+  Q Y++P 
Sbjct: 181 LDGDTQIAVTGEVESRPYIGLTLAVLNAFGVKVGIEEGATPGGLPLTVFTIER-QGYRTP 239 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               VEGD S+A+++L+  A+   +VTV G   +S+QGD   +  L + GAK      +  
Sbjct: 240 GAIAVEGDWSNAAFWLSAGALGRHSVTVRGVTPSSIQGDRAISAALMLFGAKGQRNARAA 299 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV      P    ++  I++++  +PD+   LA VA  A+G T     +  R+KE +R+  
Sbjct: 300 TV-----RP---DNIHGIELDVRDIPDLVPALAAVAACAEGTTRFTGCSRLRIKECDRLE 351 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIR 423 
           AI TEL KLGA+V    D  +I   ++L+   +++ +DHR+AM  ++AA  CA  PV I  
Sbjct: 352 AIATELGKLGANVRVDGDALVIEGRDQLDGGRVNSRNDHRIAMMAAIAAVRCAS-PVEIE 410 
 
Query: 424 DPGCTRKTFPDYFD 437 
                 K++P +F+ 
Sbjct: 411 GAEAVNKSYPLFFE 424 
 
 
>ref|ZP_07274174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SPB78] 
 gb|EFL02543.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SPB78] 
          Length = 443 
 
 Score =  168 bits (426), Expect = 1e-39,   Method: Compositional matrix adjust. 
 Identities = 144/445 (32%), Positives = 223/445 (50%), Gaps = 35/445 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV++PGSKS++NR L+LAAL+     +   L S D   M  ALRT+G+ +E   +++ 
Sbjct: 20  VRATVRVPGSKSITNRALVLAALAAEPGWLRRPLRSRDTLLMASALRTMGVGIEETVSSE 79 
 
Query: 75  RAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 757



 

 

              VVG G  + V  A  +    + +GNAG  MR L    T A G   +  DG PR  ER 
Sbjct: 80  SCGVVGAGEAWRVIPAGLRGPATVDVGNAGTVMRFLPPVATLAEGAIRF--DGDPRSYER 137 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L+ LGA +D        P+ V G G L GGKV++  S SSQ++SALL++AP  
Sbjct: 138 PLHGVIDALRALGARIDDG-DRGALPLTVFGSGALDGGKVEVDASSSSQFISALLLSAPR 196 
 
Query: 193 ALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQKYKSPKNA 248 
               VE+      L S+P++ M++ ++   G + +  ++    + + +  G      ++  
Sbjct: 197 FNQGVELRHTGATLPSLPHIRMSVDMLRAVGAQVDEPETGGEPNVWRVTPGALLG--RDL 254 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A  FLA A +TGGTVT+      + Q   +  E+   MG     TE  +T+T 
Sbjct: 255 TIEPDLSNAQPFLAAALVTGGTVTIPDWPAGTTQPGDRLREIFTEMGGACELTEAGLTLT 314 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G      GR H   IDV++ ++ ++   +A VA  AD P+ +R VA  R+ ET+R+ A+  
Sbjct: 315 G-----TGRVH--GIDVDLGEVGELTPGIAAVAALADSPSTLRGVAHLRLHETDRLAALT 367 
 
Query: 369 TELTKLGASVEEGPD-------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-V 420 
            E+ +LG  V E  D        C      +   TA       R      LA    VP V 
Sbjct: 368 KEINELGGDVTETADGLHIRRARCTAASSTRTRTTAWP-----RRGQILGLA----VPGV 418 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
            I +   T KT PD+ ++ +  + N 
Sbjct: 419 GIENVATTAKTLPDFPELWTGMLGN 443 
 
 
>ref|NP_294820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           radiodurans R1] 
 gb|AAF10666.1|AE001959_6 3-phosphoshikimate-1-carboxyvinyltransferase [Deinococcus 
           radiodurans R1] 
          Length = 462 
 
 Score =  168 bits (425), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 148/434 (34%), Positives = 211/434 (48%), Gaps = 24/434 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++++ P +E+ G ++   SK+ + R LL AAL+EG T V  +  SED   ML  LR  G  
Sbjct: 33  DVIVHPARELRGELRAQPSKNYTTRYLLAAALAEGETRVVGVATSEDAEAMLRCLRDWGA 92 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE       AV+ G G +      +  V L  GNAG   R L   V A     T+V D  
Sbjct: 93  GVEL--VGDDAVIRGFGAR-----PQAGVTLNPGNAGAVARFLMG-VAALTSGTTFVTDY 144 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP GDL+  L++LGA V    G    P+ V+G   + GG V++S   SSQY SA 
Sbjct: 145 PDSLGKRPQGDLLEALERLGAWVSSNDGR--LPISVSGP--VRGGTVEVSAERSSQYASA 200 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+   PL    +E+ +   + S   +  TL  +  FGV+A  SD   R  I GGQKY+ P 
Sbjct: 201 LMFLGPLLPDGLELRLTGDIKSHAPLRQTLDTLSDFGVRATASDDLRRISIPGGQKYR-P 259 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V GD   ++  L  AA+  G V +       LQG+ +   VL  MGA +     ++ 
Sbjct: 260 GRVLVPGDYPGSAAILTAAALLPGEVRLSNLREHDLQGEKEAVNVLREMGADIVREGDTL 319 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV G      GR  L A+  + +   D    L   A FA+G T   +VA+ R+KE +R+  
Sbjct: 320 TVRG------GRP-LHAVTRDGDSFTDAVQALTAAAAFAEGDTTWENVATLRLKECDRIS 372 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
             R EL +LG    E  D   +T    L   +TA D + DHRM M  +L    A+ P+ I 
Sbjct: 373 DTRAELERLGLRARETADSLSVTGSAHLAGGITA-DGHGDHRMIMLLTLLGLRADAPLRI 431 
 
Query: 423 RDPGCTRKTFPDYF 436 
                 RK++P +F 
Sbjct: 432 TGAHHIRKSYPQFF 445 
 
 
>sp|Q9RVD3.2|AROA_DEIRA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 439 
 
 Score =  168 bits (425), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 148/434 (34%), Positives = 211/434 (48%), Gaps = 24/434 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++++ P +E+ G ++   SK+ + R LL AAL+EG T V  +  SED   ML  LR  G  
Sbjct: 10  DVIVHPARELRGELRAQPSKNYTTRYLLAAALAEGETRVVGVATSEDAEAMLRCLRDWGA 69 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE       AV+ G G +      +  V L  GNAG   R L   V A     T+V D  
Sbjct: 70  GVEL--VGDDAVIRGFGAR-----PQAGVTLNPGNAGAVARFLMG-VAALTSGTTFVTDY 121 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP GDL+  L++LGA V    G    P+ V+G   + GG V++S   SSQY SA 
Sbjct: 122 PDSLGKRPQGDLLEALERLGAWVSSNDGR--LPISVSGP--VRGGTVEVSAERSSQYASA 177 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+   PL    +E+ +   + S   +  TL  +  FGV+A  SD   R  I GGQKY+ P 
Sbjct: 178 LMFLGPLLPDGLELRLTGDIKSHAPLRQTLDTLSDFGVRATASDDLRRISIPGGQKYR-P 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V GD   ++  L  AA+  G V +       LQG+ +   VL  MGA +     ++ 
Sbjct: 237 GRVLVPGDYPGSAAILTAAALLPGEVRLSNLREHDLQGEKEAVNVLREMGADIVREGDTL 296 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV G      GR  L A+  + +   D    L   A FA+G T   +VA+ R+KE +R+  
Sbjct: 297 TVRG------GRP-LHAVTRDGDSFTDAVQALTAAAAFAEGDTTWENVATLRLKECDRIS 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
             R EL +LG    E  D   +T    L   +TA D + DHRM M  +L    A+ P+ I 
Sbjct: 350 DTRAELERLGLRARETADSLSVTGSAHLAGGITA-DGHGDHRMIMLLTLLGLRADAPLRI 408 
 
Query: 423 RDPGCTRKTFPDYF 436 
                 RK++P +F 
Sbjct: 409 TGAHHIRKSYPQFF 422 
 
 
>ref|YP_003653518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermobispora bispora 
           DSM 43833] 
 gb|ADG89625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermobispora bispora 
           DSM 43833] 
          Length = 449 
 
 Score =  167 bits (424), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 144/424 (33%), Positives = 218/424 (51%), Gaps = 28/424 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKA 72 
           +  TV+LPGSKS++NR LLLAAL++G + +   L S D   M  ALR LG  L+   + A 
Sbjct: 24  VDATVRLPGSKSVTNRALLLAALADGPSSIRRALRSRDTDLMAAALRALGAELTPSDESA 83 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +     V  G   P+   +  V + +G AG  MR +     AA  +     DG P  R R 
Sbjct: 84  SSVDWTVRPG---PI---RGGVAIDVGLAGTVMRFVPP--VAALADEPVSFDGDPAARRR 135 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G ++  L+ LGA V+     D  P  V G   + GG+V L  S SSQ +S LL+A    
Sbjct: 136 PMGPILGALRALGAHVEG----DALPFTVRGP--ITGGEVVLDASSSSQMVSGLLLAGAR 189 
 
Query: 193 ALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
               V +      + S+P++EMT+ ++ + GV  + S++ D + ++ G      ++  VE 
Sbjct: 190 FEKGVTVRHSGPPVPSMPHIEMTVHMLRQAGVAVDDSEA-DVWRVEPGPIRA--RDLTVE 246 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D S+A+ FLA A +TGGTVTV      + Q   +   +L  MGA VT     + V+G   
Sbjct: 247 PDLSNAAPFLAAALVTGGTVTVPDWPERTTQAGDRLRHLLAEMGATVTRVPGGLRVSGSG 306 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
           R       +  I+V+++ + ++  T+A +A  ADGP+ I  VA  R  ET+R+ A+ TE+ 
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Sbjct: 307 R-------IAGIEVDLHDVSELTPTIAALAALADGPSRITGVAHIRGHETDRIAALATEI 359 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
            +LG    E  D   I  P  L      +YDDHRMA A ++   A   V + +   T KT 
Sbjct: 360 NRLGGDARETEDGLEIH-PRPLRGGVFRSYDDHRMATAGAVIGLAVPGVQVENIATTAKT 418 
 
Query: 432 FPDY 435 
            P++ 
Sbjct: 419 LPEF 422 
 
 
>ref|ZP_02693258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Epulopiscium sp. 
           'N.t. morphotype B'] 
          Length = 428 
 
 Score =  167 bits (424), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 128/425 (30%), Positives = 223/425 (52%), Gaps = 26/425 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V++P SKSL++R ++ A+LS G +++ N+  S+D+   + A++ LG +++ +  +  
Sbjct: 11  LKGEVEIPPSKSLAHRAIICASLSSGESIISNIDYSDDIIATISAVKALGANIKEE--SN 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              + G  GK  V DA     +    +G  +R      T    +  +V  G   + +RP+ 
Sbjct: 69  TLYITGIQGK-AVNDA----IIDCNESGSTLRFFVPLATLFAESVRFV--GQGNLGKRPL 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                   +    ++     D   + ++  G +      + G ISSQ++S LL A PL   
Sbjct: 122 TPFYEIFDKQA--IEYSYEDDELDLTIH--GEIKADTFAIRGDISSQFISGLLFALPLLD 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D +I +   L SI Y+++TL+++E FG+K E+ + ++ F I+G Q YK+  N  VEGD  
Sbjct: 178 KDSKIVLTTPLESIGYIDLTLQMLEMFGIKVENQN-YETFIIEGKQNYKAI-NYKVEGDF 235 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A++FLA  A+    V V+     S Q D +   +L+ +GA+V  T T+V          
Sbjct: 236 SQAAFFLAAGALGNDIV-VKNININSYQADKEVVALLKQIGAEVEITSTTVRAK------ 288 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
             +  L  I ++ ++ PD+   +A+V     G   I +VA  R+KE +R+ AI  EL+KL 
Sbjct: 289 --KSKLDNIVMDGSECPDIVPIMALVLALCKGKNEINNVARLRIKECDRLAAINMELSKL 346 
 
Query: 375 GASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTF 432 
           GA ++E PD   I   +K N+T  + ++ DHR+AM  ++AA   E  V + D  C  K++ 
Sbjct: 347 GAKIQELPDSLKIEGVDKFNLTKVVSSHKDHRIAMTLAIAATVCENEVILEDYECVSKSY 406 
 
Query: 433 PDYFD 437 
           P +++ 
Sbjct: 407 PAFWE 411 
 
 
>ref|YP_003838341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micromonospora 
           aurantiaca ATCC 27029] 
 ref|YP_004082701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micromonospora sp. 
           L5] 
 gb|ADL48765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micromonospora 
           aurantiaca ATCC 27029] 
 gb|ADU08550.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micromonospora sp. 
           L5] 
          Length = 433 
 
 Score =  167 bits (424), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 139/432 (32%), Positives = 214/432 (49%), Gaps = 27/432 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKA 72 
           ++ T++LPGSKS++ R L+L AL+ G + +   L + D   M G LR LG  +S+  D   
Sbjct: 22  VAATLRLPGSKSMTARALVLGALAGGPSTLARPLRARDTELMAGGLRALGAHMSISDD-- 79 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             R +V      +P+        + +G AG  MR L      A G  T+  DG P  R R 
Sbjct: 80  -DRWLVR----PYPLAG---PAHVDVGLAGTVMRFLPPVAGLAAGRVTF--DGDPHARTR 129 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP- 191 
           P+G L+  L+ LG  +D       P V V G G + GG V +  S SSQ +S LL+AAP  
Sbjct: 130 PLGPLIGALRTLGVRIDAPPAGSLPLV-VLGAGRVTGGDVVIDASASSQLVSGLLLAAPR 188 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
              G V       + S P++ MT++++   G   + +   D + ++ G    S +   +E 
Sbjct: 189 FDRGVVVRHEGPPVPSAPHLRMTVQMLRAAGAAVDDTTP-DVWTVEPGP--LSGRGWEIE 245 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D S A+ F A A +TGG VT++G   +SLQ   +  E+L  MG +V+     +TV     
Sbjct: 246 PDLSGAAPFFAAALVTGGEVTLQGWPRSSLQPVEQLRELLHRMGGEVSLGTDGLTVR--- 302 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
               G   ++ +D +++ + ++   L  + L ADGP+ +  +   R  ET+R+ A+  E  
Sbjct: 303 ----GTGTVRGLDADLSDVGELTPVLTALTLLADGPSRLTGIGHIRGHETDRVTALAKEF 358 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           T LGA + E  D   I  P  L      TY DHRMA A ++A  A   + + D  CT KT 
Sbjct: 359 TALGADITETRDGLDIR-PRPLRGGTFRTYADHRMAHAAAVAGLAVPGIEVDDVACTSKT 417 
 
Query: 432 FPDYFDVLSTFV 443 
            P++  + S  V 
Sbjct: 418 MPEFPALWSGMV 429 
 
 
>ref|YP_004223355.1| 5-enolpyruvylshikimate-3-phosphate synthase [Microbacterium 
           testaceum StLB037] 
 dbj|BAJ73475.1| 5-enolpyruvylshikimate-3-phosphate synthase [Microbacterium 
           testaceum StLB037] 
          Length = 449 
 
 Score =  167 bits (424), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 134/433 (30%), Positives = 213/433 (49%), Gaps = 23/433 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---ADK 71 
           +  TV +PGSKSL+NR L+LAA+++G  ++   L+S+D   M+ ALR LG+ +E    D  
Sbjct: 26  VDATVTVPGSKSLTNRELVLAAIADGPGMLHAPLHSDDSVRMVEALRALGVGIEEVATDS 85 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                ++V     F       +  +  G AG  MR +      A G+              
Sbjct: 86  PFGPDLLVTPPASF-----AGDTTVDCGQAGTVMRFVAPLAGLARGDVAVTAH--ESALH 138 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+G ++  L+ +G D+D   G    P  V G G + GG+V++  S SSQ++S LL+AAP 
Sbjct: 139 RPMGAMISALRDVGVDIDDG-GHWALPFTVRGHGHVRGGEVEIDASQSSQFVSGLLLAAP 197 
 
Query: 192 -LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
              +G     +  +L SIP+++MT+  +   G+  E     +     G  +    K+  + 
Sbjct: 198 RFDVGLHLRHVGSRLPSIPHIDMTVEALGHRGIHVERPSVGEWIVPAGPVRA---KDVAI 254 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A+ FLA A +TGGTV+V G    S Q     A++L  MGA+V+    ++TV+   
Sbjct: 255 EPDLSNAAPFLAAAMVTGGTVSVTGWPLHSTQPGALLADILSEMGARVSRRGGTLTVSAG 314 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       +  ++++++   ++A TL  +A FADGPT +  +   R  ET+R+ A+    
Sbjct: 315 DR-------IVGLELDLSATGELAPTLFGLAAFADGPTTLHGIGHIRGHETDRIAALVGN 367 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L  LG    E  D   I  P+ L       + DHR+A   +L       V I D G T K 
Sbjct: 368 LRSLGGEAHELEDGIRIV-PQPLRGGEWKAHHDHRLATTGALIGLRVPGVEIDDIGTTAK 426 
 
Query: 431 TFPDYFDVLSTFV 443 
           T P +  +  T + 
Sbjct: 427 TLPQFAGLWRTML 439 
 
 
>ref|ZP_03505661.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli Brasil 5] 
          Length = 358 
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 Score =  167 bits (424), Expect = 2e-39,   Method: Compositional matrix adjust. 
 Identities = 132/392 (33%), Positives = 204/392 (52%), Gaps = 44/392 (11%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  ++ P + +SG    PGSKS++NR LLLA L++GT+ +   L S+D  YM  ALR + 
Sbjct: 5   AKLTIIPPGRPLSGRAMPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRYMADALRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G++++ +      VV G G   P      +  LFLGNAG A R L AA     G  T ++ 
Sbjct: 65  GVAID-EPDDTTFVVTGSGRLMP-----PKAPLFLGNAGTATRFLAAAAALVDG--TVIV 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++ + G +SSQY+ 
Sbjct: 117 DGDEHMRKRPIGPLVEAMRTLGIDVSAETG--CPPVTVRGTGRFEADRILIDGGLSSQYV 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQ 240 
           SALLM A      V+IE++ + I ++ Y+++T   M+ FG + E +   +W R    G   
Sbjct: 175 SALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMKAFGARVEKTSPVTW-RVEPTG-- 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y++  +  +E DAS+A+Y  A   ++ G + +        Q D K  E +          
Sbjct: 232 -YRA-ADFVIEPDASAATYLWAAEVLSDGQIDLGVPNDAFTQPDAKAYETIA-------- 281 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                      R P    HL A +++ ++M D   T+AV+A F + P     +A+ RVKE 
Sbjct: 282 -----------RFP----HLPA-EIDGSQMQDAVPTIAVLAAFNETPVRFVGIANLRVKE 325 
 
Query: 361 TERMVAIRTELTKL--GASVEEGPDYCIITPP 390 
            +R+ A+ T L  +  G +VE+G +  + + P 
Sbjct: 326 CDRIRALSTGLNNIREGLAVEQGDELIVHSDP 357 
 
 
>ref|YP_001311640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           beijerinckii NCIMB 8052] 
 sp|A6M254.1|AROA_CLOB8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR36684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           beijerinckii NCIMB 8052] 
          Length = 435 
 
 Score =  167 bits (423), Expect = 3e-39,   Method: Compositional matrix adjust. 
 Identities = 127/434 (29%), Positives = 223/434 (51%), Gaps = 34/434 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+P SKS+++R ++ AAL +G + V N+  S+D+   + A+ +LG  +   +   
Sbjct: 10  KLSGEVKIPPSKSMAHRAVICAALGDGVSKVTNIDYSDDIIATIEAMSSLGAKITKKEDY 69 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +           KE+  +    +G  +R L             + DGV R   R  
Sbjct: 70  LEVYGINSPENIKANSVKEQRTIDCNESGSTLRFLVPIAA--------LFDGVNRFVGR- 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI------GGLPGGKVKLSGSISSQYLSALL 187 
            G+L  G + L      F          +GI      G L  G+ K+ G+ISSQ+++ LL 
Sbjct: 121 -GNL--GKRPLDTYYKIFDEQGIKYSYKDGILDLKTEGKLKAGEFKMEGNISSQFITGLL 177 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
              PL  GD +I I  ++ S  Y+++TLR ++ FGV+   +++++ F IKG Q YKS  + 
Sbjct: 178 FTLPLLDGDSKIVITTEMESKGYIDLTLRAIKDFGVEI-INNNYEEFIIKGNQIYKSI-D 235 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VEGD S A++F    A++   V +      SLQGD +  ++L+ MG K+   +  +   
Sbjct: 236 YRVEGDYSQAAFFFCADALSSNIV-LNDLKLDSLQGDKEVIDILQRMGLKLNNKDNGLIG 294 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           +           LK+  ++ ++ PD+   +++VA  ++G T I +    R+KE +R+ A+ 
Sbjct: 295 SASL-------GLKSTIIDGSQCPDIIPVVSLVAALSEGTTEIINAGRLRIKECDRLAAV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAA--CAEVPVTIR 423 
            +EL KLGA + E  +  II   ++L  NV  + ++ DHR+AM  ++A+  C E  + ++ 
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Sbjct: 348 TSELNKLGAKIIEKEEGLIIEGVKELKGNV-EVWSHKDHRIAMTMAIASTMCKE-RIILK 405 
 
Query: 424 DPGCTRKTFPDYFD 437 
           D  C  K++P ++D 
Sbjct: 406 DYECVSKSYPQFWD 419 
 
 
>ref|YP_843454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosaeta 
           thermophila PT] 
 sp|A0B7Z0.1|AROA_METTP RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABK14814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanosaeta 
           thermophila PT] 
          Length = 421 
 
 Score =  167 bits (423), Expect = 3e-39,   Method: Compositional matrix adjust. 
 Identities = 152/431 (35%), Positives = 218/431 (50%), Gaps = 28/431 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           GTV  P SKS ++R +L+ ALS+   V   L+ S D    + A    G  V+    +    
Sbjct: 12  GTVCAPPSKSYTHRAVLITALSDSGCVHRPLI-SADTRATISACDAFGADVKLRGDSLEI 70 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             V    + P     E V   L N+G  +R ++A      G    VL G   +R RP G  
Sbjct: 71  QGVSGAPRTP-----ENVIDVL-NSGTTLRFMSAVAALTDG---AVLTGDSSIRSRPNGP 121 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L +LGA+     G D  P+ + G   L GG   L GS+SSQ+LSALL+A PL+ G+ 
Sbjct: 122 LLKALNELGAEAFSIRGNDRAPLVIRGR--LRGGSTSLDGSVSSQFLSALLIACPLSSGE 179 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
             I I  +L S PY EMTL ++ + G  AE     D F ++GGQ Y+  +   V GD SS 
Sbjct: 180 TTISIKGELKSRPYAEMTLDILRKAG--AEICTDGDIFRMRGGQSYRLAEYT-VPGDFSS 236 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGPPREP 314 
           ASY LA AA   G+ TVEG    S QGD    ++L  MGA+V+W   S  V V+G      
Sbjct: 237 ASYPLA-AAALAGSATVEGL-FPSRQGDSAIVDILREMGAEVSWDMESGEVRVSG----- 289 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                L+  +++ ++ PD+  TLAV+   A+G T I++    R KET+R+ A+  EL K+ 
Sbjct: 290 ---ADLRGREIDASQTPDLVPTLAVLGAVAEGRTVIKNAEHVRHKETDRIHAMAVELKKM 346 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           GA++ E PD   I   + L+   +  Y DHR+ MA +LA        I        ++P  
Sbjct: 347 GANIRERPDGLEIDGGD-LHGADLHGYHDHRIVMALTLAGIVAGDTRIDTAESVDVSYPG 405 
 
Query: 435 YFDVLSTFVKN 445 
           +F+ +     N 
Sbjct: 406 FFEDMRRLGAN 416 
 
 
>ref|ZP_05271942.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-66c26] 
 ref|ZP_05322336.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           CIP 107932] 
 ref|ZP_05356183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-76w55] 
 ref|ZP_05384950.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-97b34] 
 ref|ZP_05397282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-37x79] 
 ref|YP_003214779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           CD196] 
 ref|YP_003218223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           R20291] 
 ref|ZP_07406684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-32g58] 
 emb|CBA63357.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           CD196] 
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 emb|CBE04506.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           R20291] 
          Length = 437 
 
 Score =  167 bits (423), Expect = 3e-39,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 225/439 (51%), Gaps = 44/439 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+P SKS+++R ++ ++LS G + + N+  S+D+   + A+ +LG  +E      
Sbjct: 10  KLSGDVKIPPSKSMAHRAVICSSLSNGKSRISNIDFSDDIIATIRAMTSLGAIIE----- 64 
 
Query: 74  KRAVVVGCGGKFPVEDA-KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV------LDGV 126 
           K+  ++   G F  E     E QL           LT     +G    ++       DGV 
Sbjct: 65  KKEDILEISGIFSKEGILNRENQL-------NQPKLTIDCNESGSTLRFLVPISLAFDGV 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVK-----LSGSISS 180 
            R     IG   +G + L    + F   +     + N +  +  GK+K     + G+ISS 
Sbjct: 118 KRF----IGRGNLGKRPLDTYYEIFDRQNIKYSYKENQLDLIISGKLKPDEFRVKGNISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+++ LL   P    D +I I  +L S  Y+++TL  ++ FGV+   ++++  F IKG Q 
Sbjct: 174 QFITGLLFILPTLESDSKIIITTELESKGYLDLTLSTIKDFGVEI-INNNYKEFIIKGNQ 232 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+ ++  VEGD S  +++L+  AI G  +++      SLQGD +  E+L  MG ++   
Sbjct: 233 TYKA-RDYKVEGDYSQGAFYLSADAI-GEDISILDLKEDSLQGDSEVVEILSRMGMEILR 290 
 
Query: 301 TETSVT-VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               +  +T           L +  ++ ++ PD+   L+VVA  + G T I +    R+K 
Sbjct: 291 EGNKIKGITNG---------LNSTLIDASQCPDIIPVLSVVASLSIGRTTIINAGRLRIK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AE 417 
           E +R+ AI  EL+KLGA++EE  D  II    KLN    + ++ DHR+AM  ++A+C  + 
Sbjct: 342 ECDRLHAINVELSKLGANIEEKEDSLIIEGVSKLNGGVEVWSHKDHRIAMTLAIASCRCD 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            P+ ++D  C  K++P +F 
Sbjct: 402 KPIILKDFECVSKSYPHFF 420 
 
 
>ref|YP_659044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloquadratum walsbyi 
           DSM 16790] 
 sp|Q18F09.1|AROA_HALWD RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 emb|CAJ53455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haloquadratum walsbyi 
           DSM 16790] 
          Length = 432 
 
 Score =  167 bits (423), Expect = 3e-39,   Method: Compositional matrix adjust. 
 Identities = 141/430 (32%), Positives = 207/430 (48%), Gaps = 31/430 (7%) 
 
Query: 22  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVG 80 
           P SKS ++R +L A   +  T++D L+ S D    + A+   G +VE  D+      + G 
Sbjct: 17  PPSKSYTHRAILAAGYGDSATIIDPLI-SADTQATMRAIEAFGGTVEHVDE--NHIEITG 73 
 
Query: 81  CGGK--FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
             G+   P +    E      N+G   R + A    A G    VL G   +R RP G L+ 
Sbjct: 74  FNGRPRTPTDIINCE------NSGTTTRLVAACGALADG--LCVLTGDESLRSRPHGPLL 125 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             ++ L    +        P+ V       GG V + G ISSQY++ALLMA  + +  ++ 
Sbjct: 126 EAIETLDGRGESTRRNGQAPLIVGD--AFQGGSVAIPGDISSQYITALLMAGAVTVDGID 183 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGDASSA 257 
           I +  +L S PYV++T+ L+  F V  E   + D F + GGQ Y      Y V GD SS  
Sbjct: 184 ITLETELKSAPYVDITVELLSAFDVTVER--TADGFAVPGGQSYTPTDGTYVVPGDFSSI 241 
 
Query: 258 SYFLAGAAITGGTVT---VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SY LA  A+         +EG    S QGD    E+++ MG +V W   +  +T P     
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Sbjct: 242 SYLLAAGAVAATADGAVIIEGA-HPSAQGDSAIVEIIQSMGGQVAWDRNAGELTVPA--- 297 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                L  I V++  MPD+  T+A +   ADG T I +    R KET+R+ A+ TEL  + 
Sbjct: 298 ---ASLTGITVDVGNMPDLLPTIATLGAIADGDTVINNCEHVRYKETDRVSAMATELGAM 354 
 
Query: 375 GASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTF 432 
           GASV E  D   I   E  L+ T ++ + DHR+ M+ ++AA  AE   TI D      +F 
Sbjct: 355 GASVTEKHDQLTIHGGETTLSGTHVEGHGDHRIVMSLAIAALAAEGETTISDSEDVDVSF 414 
 
Query: 433 PDYFDVLSTF 442 
           P +F+ LS   
Sbjct: 415 PSFFESLSAL 424 
 
 
>ref|YP_001088340.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           630] 
 sp|Q187E3.1|AROA_CLOD6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAJ68705.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           630] 
          Length = 437 
 
 Score =  167 bits (422), Expect = 4e-39,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 224/439 (51%), Gaps = 44/439 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+P SKS+++R ++ ++LS G + + N+  S+D+   + A+ +LG  +E      
Sbjct: 10  KLSGDVKIPPSKSMAHRAVICSSLSNGKSRISNIDFSDDIIATIRAMTSLGAIIE----- 64 
 
Query: 74  KRAVVVGCGGKFPVEDA-KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV------LDGV 126 
           K+  ++   G F  E     E QL           LT     +G    ++       DGV 
Sbjct: 65  KKEDILEISGIFSKEGILNRENQL-------NQPKLTIDCNESGSTLRFLVPISLAFDGV 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVK-----LSGSISS 180 
            R     IG   +G + L    + F   +     + N +  +  GK+K     + G+ISS 
Sbjct: 118 KRF----IGRGNLGKRPLDTYYEIFDRQNIKYSYKENQLDLIISGKLKPDEFRVKGNISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+++ LL   P    D +I I  +L S  Y+++TL  ++ FGV+   ++++  F IKG Q 
Sbjct: 174 QFITGLLFILPTLESDSKIIITTELESKGYLDLTLSTIKDFGVEI-INNNYKEFIIKGNQ 232 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+ ++  VEGD S  +++L+  AI G  +++      SLQGD +  E+L  MG ++   
Sbjct: 233 TYKA-RDYKVEGDYSQGAFYLSADAI-GEDISILDLKEDSLQGDSEVVEILSRMGMEILR 290 
 
Query: 301 TETSVT-VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               +  +T           L    ++ ++ PD+   L+VVA  + G T I +    R+K 
Sbjct: 291 EGNKIKGITNG---------LNGTLIDASQCPDIIPVLSVVASLSIGKTTIINAGRLRIK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AE 417 
           E +R+ AI  EL+KLGA++EE  D  II    KLN    + ++ DHR+AM  ++A+C  + 
Sbjct: 342 ECDRLHAINVELSKLGANIEEKEDSLIIEGVSKLNGGVEVWSHKDHRIAMTLAIASCRCD 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            P+ ++D  C  K++P +F 
Sbjct: 402 KPIILKDFECVSKSYPHFF 420 
 
 
>ref|ZP_05351032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           ATCC 43255] 
          Length = 437 
 
 Score =  167 bits (422), Expect = 4e-39,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 224/439 (51%), Gaps = 44/439 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+P SKS+++R ++ ++LS G + + N+  S+D+   + A+ +LG  +E      
Sbjct: 10  KLSGDVKIPPSKSMAHRAVICSSLSNGKSRISNIDFSDDIIATIRAMTSLGAIIE----- 64 
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Query: 74  KRAVVVGCGGKFPVEDA-KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV------LDGV 126 
           K+  ++   G F  E     E QL           LT     +G    ++       DGV 
Sbjct: 65  KKEDILEISGIFSKEGILNRENQL-------NQPKLTIDCNESGSTLRFLVPISLTFDGV 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVK-----LSGSISS 180 
            R     IG   +G + L    + F   +     + N +  +  GK+K     + G+ISS 
Sbjct: 118 KRF----IGRGNLGKRPLDTYYEIFDRQNIKYSYKENQLDLIISGKLKPDEFRVKGNISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+++ LL   P    D +I I  +L S  Y+++TL  ++ FGV+   ++++  F IKG Q 
Sbjct: 174 QFITGLLFILPTLESDSKIIITTELESKGYLDLTLSTIKDFGVEI-INNNYKEFIIKGNQ 232 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+ ++  VEGD S  +++L+  AI G  +++      SLQGD +  E+L  MG ++   
Sbjct: 233 TYKA-RDYKVEGDYSQGAFYLSADAI-GEDISILDLKEDSLQGDSEVVEILSRMGMEILR 290 
 
Query: 301 TETSVT-VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               +  +T           L    ++ ++ PD+   L+VVA  + G T I +    R+K 
Sbjct: 291 EGNKIKGITNG---------LNGTLIDASQCPDIIPVLSVVASLSIGKTTIINAGRLRIK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AE 417 
           E +R+ AI  EL+KLGA++EE  D  II    KLN    + ++ DHR+AM  ++A+C  + 
Sbjct: 342 ECDRLHAINVELSKLGANIEEKEDSLIIEGVSKLNGGVEVWSHKDHRIAMTLAIASCRCD 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            P+ ++D  C  K++P +F 
Sbjct: 402 KPIILKDFECVSKSYPHFF 420 
 
 
>ref|ZP_07991977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           variabile DSM 44702] 
          Length = 427 
 
 Score =  167 bits (422), Expect = 4e-39,   Method: Compositional matrix adjust. 
 Identities = 142/424 (33%), Positives = 211/424 (49%), Gaps = 24/424 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKS++NR LLL+AL++G + +   L S D   M  ALRT+G +V  D     
Sbjct: 15  VTATVSVPGSKSITNRALLLSALADGPSEITGALQSRDTQLMADALRTMGTTVVTD--GD 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V       P +    EVQ   G AG  +R L A    A G+  +   G    + RP+ 
Sbjct: 73  NITVT------PGDLHGGEVQ--CGLAGTVLRFLPAVAALADGDVWF--HGDREAQARPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APL 192 
           G  +  L+ LGA V        P P  V G GG+ GG+V +  S SSQ++S LL+A A   
Sbjct: 123 GTTLESLEALGATVKTSDDPGNPLPFAVTGHGGIRGGEVHIDASASSQFVSGLLLAGARF 182 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G   + + D + S P++EMT++++   GV  +   S++R+ +  G      ++  VE  
Sbjct: 183 DEGVTVVHVGDAVPSQPHIEMTVQMLRAAGVTVD--VSFNRWTVHPGPVRG--RHWAVEP 238 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPP 311 
           D S+A+ FL+ AA+TGG V V      + Q   +F  VLE MGA V   T T   +     
Sbjct: 239 DLSNATPFLSAAAVTGGEVRVRDWPAQTTQPGDQFRAVLEDMGATVDLATHTGELIV--- 295 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
           R   G   L  I  +M+ + ++  T+A +   A G + +  +A  R  ET+R+ A+  EL 
Sbjct: 296 RGAAGGA-LTGITWDMHDIGELTPTVAALCALAKGRSHLYGIAHLRGHETDRLAALEAEL 354 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           T LG  V +  D  +I  P  L+     TY DHRMA A ++       V + D   T KT 
Sbjct: 355 TGLGCGVSQTADGLVID-PAPLHGGLWHTYADHRMATAGAILGLVTEGVQVEDITTTTKT 413 
 
Query: 432 FPDY 435 
            P + 
Sbjct: 414 LPGF 417 
 
 
>ref|ZP_02184530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Carnobacterium sp. 
           AT7] 
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 gb|EDP68657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Carnobacterium sp. 
           AT7] 
          Length = 417 
 
 Score =  167 bits (422), Expect = 4e-39,   Method: Compositional matrix adjust. 
 Identities = 118/430 (27%), Positives = 216/430 (50%), Gaps = 35/430 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV +P SKS+++R ++ A+L+ G + + N+  S+D+   +  +R+ G  +  D     
Sbjct: 11  LNGTVTVPPSKSMAHRAVICASLAAGRSTIKNIQLSDDILATIEGMRSFGAIIFYDDQTL 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               +  G       AKE   +    +G  +R L    T   G   ++  G   + +RP+ 
Sbjct: 71  TIDGIRNG------TAKESRTINCNESGSTLRFLIPLATLFTGETHFI--GQGHLGKRPL 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                  +   A    +       ++++  G L  G  ++ G ISSQ+++ +L+  PL   
Sbjct: 123 EPYQ---ELFDAQSLHYHQATTENLQLSVAGSLTPGIYEMRGDISSQFITGMLLTLPLLA 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           GD  ++I   L S  Y+++TL +++ FG+  E  +    F IKG Q Y SP++  VEGD  
Sbjct: 180 GDSVLQITTHLESKGYIDLTLSVLQSFGILIEQEEDGQVFRIKGQQAY-SPRDYTVEGDY 238 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A+++L+  A+ G  + V G  + SLQGD     +L+ +      +E             
Sbjct: 239 SQAAFWLSANAL-GNKLLVSGLDSDSLQGDQAIVSILDTLSDGSNDSE------------ 285 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                 + ID    ++PD+   +A+VA  + G T I ++   R+KE++R+VA + ELT L 
Sbjct: 286 ------RVID--GAQVPDIIPVVALVAALSKGKTKIINLERLRIKESDRLVATQKELTAL 337 
 
Query: 375 GASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTF 432 
           GA +E   D  +I    +L+    + ++ DHRMAM  ++A+  +E P+ I+D  C +K++ 
Sbjct: 338 GAQIEIVEDSLLIEGVSRLSGGQQVWSHKDHRMAMMLAIASTVSEEPIHIKDTDCVKKSY 397 
 
Query: 433 PDYFDVLSTF 442 
           P++++      
Sbjct: 398 PNFWETFQQL 407 
 
 
>ref|ZP_04605604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micromonospora sp. 
           ATCC 39149] 
 gb|EEP71534.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micromonospora sp. 
           ATCC 39149] 
          Length = 433 
 
 Score =  167 bits (422), Expect = 4e-39,   Method: Compositional matrix adjust. 
 Identities = 138/429 (32%), Positives = 210/429 (48%), Gaps = 27/429 (6%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKAAKR 75 
           T++LPGSKS++ R L+L+AL+ G + +   L + D   M G LR LG  +S+  D    R 
Sbjct: 25  TLRLPGSKSMTARALVLSALASGPSTLAGPLRARDTELMAGGLRALGAHMSITDD---DR 81 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            +V       P+        + +G AG  MR +      A G  T+  DG P+ R RP+G 
Sbjct: 82  WLVR----PHPLAG---PAHVDVGLAGTIMRFVPPVAGLAEGRVTF--DGDPQARTRPLG 132 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LAL 194 
            L+  L+ LG  V+    T   P+ V G G + GG+V +  S SSQ +S LL+AAP     
Sbjct: 133 PLIDALRSLGVRVESP-ATGSLPLTVFGTGSVAGGEVVIDASASSQLVSGLLLAAPRFDR 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G V   +   + S P++ MT++++   G   +     D + ++ G      +   +E D  
Sbjct: 192 GVVVRHVGPPVPSAPHLRMTVQMLRAAGAAVDDGTP-DVWVVEPGPLTG--RGWEIEPDL 248 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A  F A A +TGG VT+     +S Q   +   +L+ MG +V  T   +TV G      
Sbjct: 249 SGAVPFFAAALVTGGEVTLRSWPRSSAQPVEQLRTLLQRMGGEVNLTTGGLTVRG----- 303 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            G  H   ID +++ + ++   L  +A+ AD P+    VA  R  ET+R+ A+  E   L 
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Sbjct: 304 TGVVH--GIDADLSDVSELTPALTALAMLADSPSRFTGVAHIRGHETDRIAALAREYLGL 361 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           GA + E  D   I  P  L+  A  TY DHRMA A ++   A   + + D  CT KT P+ 
Sbjct: 362 GADLTESADGLEIR-PRPLHGGAFRTYHDHRMAHAAAVTGLAVPGIELDDVSCTSKTMPE 420 
 
Query: 435 YFDVLSTFV 443 
           +  + S  V 
Sbjct: 421 FPRLWSAMV 429 
 
 
>ref|ZP_02423949.1| hypothetical protein ALIPUT_00064 [Alistipes putredinis DSM 17216] 
 gb|EDS04193.1| hypothetical protein ALIPUT_00064 [Alistipes putredinis DSM 17216] 
          Length = 416 
 
 Score =  166 bits (421), Expect = 5e-39,   Method: Compositional matrix adjust. 
 Identities = 126/433 (29%), Positives = 213/433 (49%), Gaps = 27/433 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G    P SKS + R L  + L+EGT+ + N+   +D    +  +  LG  V    
Sbjct: 6   PPGRVRGICIPPCSKSYAQRALAASLLAEGTSRLHNIEFCDDTRSAIRCIEALGARVR-- 63 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +  +R + +  GG  P  D     +L++G +G++ R  T   +        V +G   +  
Sbjct: 64  RTGERTLEID-GGLSPAGD-----RLYVGQSGLSTRLFTPIASLCDTPIGVVGEGP--LL 115 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            R    ++  L+ LG  V      D  P+ + G   + GG+V++ G +SSQ+++ LL+A  
Sbjct: 116 HRSFRTMIRTLRALGVRV--HDRNDHLPLHIQG--PIRGGEVQIEGLVSSQFITGLLLAL 171 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           P+A  +  I  +  +IS PY+++T+   ERFG++  H D +  FY+ GGQ+Y+ P    + 
Sbjct: 172 PIAEEETTIH-VPHVISTPYIDITIDTAERFGIEILHKD-YKEFYVAGGQRYR-PAEFEI 228 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D S+A++ L   A+  G VT+      S Q D      L   GA V     ++TV    
Sbjct: 229 ESDWSAAAFLLVAGAV-AGEVTIRNLSVLSRQADTAVMTALVRAGASVIDEGDTITVAHR 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
           P        L+A   +  + P +   LA +A  A+G + I+  +    KE  R  +IR E 
Sbjct: 288 P--------LQAFSFDATQCPGLFPALAALAASAEGTSVIKGTSRLENKEGNRAESIREE 339 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTR 429 
             KLG  V+   +  +     ++    + ++DDHR+AM+ ++AA  A+ PV I +P C   
Sbjct: 340 YAKLGIEVDLDEEDTMKIRGGRIRGGHVHSHDDHRIAMSLAVAALNADTPVVIENPACVA 399 
 
Query: 430 KTFPDYFDVLSTF 442 
           K+FPD+F+ L +  
Sbjct: 400 KSFPDFFERLESL 412 
 
 
>ref|YP_886256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           smegmatis str. MC2 155] 
 gb|ABK72540.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           smegmatis str. MC2 155] 
          Length = 443 
 
 Score =  166 bits (421), Expect = 5e-39,   Method: Compositional matrix adjust. 
 Identities = 139/426 (32%), Positives = 217/426 (50%), Gaps = 27/426 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL--SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +  TV +PGSKSL+NR L+LAAL  S+GT+ +   L S D   M+ A+RTLG++V+   A 
Sbjct: 22  VDATVTVPGSKSLTNRALILAALATSQGTSTISGALRSRDTDLMIEAIRTLGVTVDISAA 81 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               + V  G   P  DA  +  L    AG  +R +     AA   ++   DG  + R R 
Sbjct: 82  DPTELTV-HGSIEPATDATVDCGL----AGTVLRFVPP--VAALSRSSVTFDGDEQARSR 134 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-AP 191 
           PI  L+ GL++LG  +D     D  P  V G G + GG V++  S SSQ++S LL++ A  
Sbjct: 135 PIAPLLDGLRRLGVRLDG----DGLPFTVRGTGTVSGGTVEIDASGSSQFVSGLLLSGAG 190 
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Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
              G   +     + S P+V MT+ ++   GV+ + S + +R+ +  G       N  +E 
Sbjct: 191 FENGLTIVHTGVSVPSAPHVAMTVAMLRDAGVEVDDSVA-NRWQVNPGPVAARSWN--IE 247 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D S+++ FLA A +TGGTV + G  T S+Q      E+L  +G  V   +  + VTG   
Sbjct: 248 PDLSNSTPFLAAALVTGGTVRIAGWPTVSIQPADTILELLATVGGSVREADGHLEVTGA- 306 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA-DGPTA-IRDVASWRVKETERMVAIRT 369 
                       + +++ + ++A T+A +A  A +G T+ +R +A  R  ET+R+ A+ T 
Sbjct: 307 ------HEYGGFEADLHDVGELAPTVAALAALAKEGSTSQLRGIAHLRGHETDRLAALTT 360 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+  LG    E  D  +IT    L+     +Y DHRMA A ++       V + +   T  
Sbjct: 361 EINGLGGDCRETDDGLLIT-ARPLHGGTWRSYADHRMATAGAIVGLRVPGVVVENIETTA 419 
 
Query: 430 KTFPDY 435 
           KT PD+ 
Sbjct: 420 KTLPDF 425 
 
 
>ref|ZP_03782667.1| hypothetical protein RUMHYD_02118 [Blautia hydrogenotrophica DSM 
           10507] 
 gb|EEG48998.1| hypothetical protein RUMHYD_02118 [Blautia hydrogenotrophica DSM 
           10507] 
          Length = 426 
 
 Score =  166 bits (421), Expect = 5e-39,   Method: Compositional matrix adjust. 
 Identities = 136/425 (32%), Positives = 214/425 (50%), Gaps = 24/425 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V+   SKS+++R  + AAL+E  + V     SED+   +  L  +G+     K+   
Sbjct: 10  LGGSVRAIPSKSMAHRHFIAAALAEAPSRVVCPGMSEDIKATMDCLEAMGVMFNRKKSEY 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V+    K+    A E ++L    +G  +R L   V A G    +  +G  R+ +RP+ 
Sbjct: 70  E--VMSETKKWSA-GADEALKLPCKESGSTLRFLLPVVAALGIKVEFHEEG--RLPQRPL 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             L   L++ G    C L      P+R  G   L  G  ++ G+ISSQ+++ LL A PL  
Sbjct: 125 SPLYEELQKHG----CRLSPQGVTPLRCQG--KLEAGIYEIPGNISSQFITGLLFALPLL 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD EI +   L S  YV+MTL++++++GV    ++  + F I GGQ Y + ++  +EGD 
Sbjct: 179 KGDSEIRLTSALESARYVDMTLQVLKQYGVVVSCTE--EGFQIPGGQSYLAQQSVQIEGD 236 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+++L  AA+ G  +TV      S QGD K  ++L+ MGAKV   +   TVT P R  
Sbjct: 237 WSNAAFWLTAAAM-GKKITVTCLDENSTQGDKKILDILKRMGAKVEQRDWEATVT-PER- 293 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L   D++   +PD+   LA  A  + G T I +    R+KE++R+ ++   L   
Sbjct: 294 ------LDGTDIDAGDIPDLVPILAAAAAVSRGKTRIYNAGRLRLKESDRLKSVSQVLNG 347 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM-AMAFSLAACAEVPVTIRDPGCTRKTF 432 
           LG  V E  D   IT  E+L    +D   DHR+  MA   A   E PV I       K++ 
Sbjct: 348 LGGQVRELEDGLEITGRERLAGGRVDAAGDHRIAMMAAVAAMVCENPVEICGAQAVNKSY 407 
 
Query: 433 PDYFD 437 
           P +F+ 
Sbjct: 408 PGFFE 412 
 
 
>ref|ZP_07908824.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           ATCC 51333] 
 gb|EFU79617.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           ATCC 51333] 
          Length = 463 
 
 Score =  166 bits (421), Expect = 6e-39,   Method: Compositional matrix adjust. 
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 Identities = 140/454 (30%), Positives = 216/454 (47%), Gaps = 50/454 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-----A 69 
           + G V+LPGSKSLS R LLL+A+ +    +  +L + D   M+ ALR+LG  +        
Sbjct: 15  VFGAVRLPGSKSLSARELLLSAIGDAEANLTGVLFARDTDLMVQALRSLGAVIAPWPPVV 74 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKE------EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           D+  +   +       P +DA         V +  G AG  MR + A   A G    +V  
Sbjct: 75  DQPVQIKPLSQLWTGAPAQDASGGPSGGVPVTVDCGLAGTVMRFIPALAVALGRAVRFVA 134 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVD-------CFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           D   +   RP+  L+  L QLGA ++        F  T  PP         PG +V +   
Sbjct: 135 DS--QANARPMRPLLDALVQLGARIEYESPDGGVFPYTIYPPAE------RPGAEVTVDA 186 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH--SDSWDR 233 
           + SSQ++S+LL+AAPL      I      L S+P++EMT++ + + G+  E   SD     
Sbjct: 187 TASSQFISSLLLAAPLFPDGCTIRSKTVALPSLPHIEMTMQCLSQHGITVEQGISDDGKP 246 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F+    +     ++ ++E D S+A  FLA   I GG ++V      ++Q    + ++L + 
Sbjct: 247 FWNVVSEPVFG-QDVFIEPDLSNAGPFLALVGIAGGRISVPAWPARTMQAGAAWLQILPL 305 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MG  V W    +TV+ P         L+ +D + + + ++  T+A +A FA+G + IR + 
Sbjct: 306 MGLHVEWNCGVLTVSRP-------GPLQPLDADFSAVGELVPTVAALAAFAEGTSHIRGL 358 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGP-DYCIIT----PPEKLNVTAID-------TY 401 
              R  ET+R+ A+R ELT +G S E  P D  +IT     P   +   ID       +Y 
Sbjct: 359 QHLRGHETDRLEALRAELTAIGISCEITPEDDLVITGKPVTPSWRDTPTIDAKPLLLHSY 418 
 
Query: 402 DDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+A  F        PV I D G T KT PD+ 
Sbjct: 419 QDHRLA-TFGALLGLYYPVQIDDIGATTKTLPDF 451 
 
 
>ref|YP_001222059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clavibacter 
           michiganensis subsp. michiganensis NCPPB 382] 
 emb|CAN01363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clavibacter 
           michiganensis subsp. michiganensis NCPPB 382] 
          Length = 487 
 
 Score =  166 bits (420), Expect = 6e-39,   Method: Compositional matrix adjust. 
 Identities = 142/429 (33%), Positives = 209/429 (48%), Gaps = 26/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV LPGSKSL+NR L+L+AL++  + +   L S D   M+ ALR+LG  +E       
Sbjct: 39  LDATVPLPGSKSLTNRELVLSALADSPSTLRAPLRSRDTRLMIEALRSLGTVIEE----- 93 
 
Query: 75  RAVVVGCGGKF-------PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
               V  GG F       P E A   V +  G AG  MR L      A G  ++  DG P 
Sbjct: 94  ----VDGGGAFGPDLRITPAELAG-GVTIECGLAGTVMRFLPPVAALALGPVSF--DGDP 146 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
             R RP+   +  L+ LG DV+   G    P  + G G +PGG++ +  S SSQ++S LL 
Sbjct: 147 SARRRPMSGTIEALRALGVDVNDD-GRRALPFSLYGTGEVPGGEIAIDASASSQFVSGLL 205 
 
Query: 188 MAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +AAP  A G         L S+P++EMT+R +   GV  +  +     ++         + 
Sbjct: 206 LAAPRFAQGLRLRHTGATLPSMPHIEMTIRTLAERGVVVQSPEPG--LWVVPSSPIAG-R 262 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +E D S+A+ F A A + GG V + G    + Q     A +L   GA VT    ++  
Sbjct: 263 EVRIEPDLSNAAPFFAAALVAGGRVAIPGWPEETTQVGADLAHLLPRFGATVTREGDALV 322 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V G P    G + +  +D++++   ++A  L  +A  ADGP+ I  +   R  ET+R+ A 
Sbjct: 323 VDGGPGLAAGGR-IPGVDLDLSTGGELAPALVALAALADGPSRITGIGHLRGHETDRLAA 381 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  E+T LG SV E  D   I  P  L+      Y+DHRMA A ++   A   V I D   
Sbjct: 382 LAAEITGLGGSVTELDDGLAIE-PAPLHGGPWRAYEDHRMATAGAIVGLAVPGVEIDDIC 440 
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Query: 427 CTRKTFPDY 435 
            T KT P++ 
Sbjct: 441 TTAKTLPEF 449 
 
 
>ref|YP_002785524.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus deserti 
           VCD115] 
 gb|ACO45770.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           deserti VCD115] 
          Length = 446 
 
 Score =  166 bits (420), Expect = 6e-39,   Method: Compositional matrix adjust. 
 Identities = 146/440 (33%), Positives = 215/440 (48%), Gaps = 24/440 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++V+ P++E+ G V+   SK+ + R LL AAL+EG T V  +  SED H ML  L   G  
Sbjct: 17  DVVVHPVRELRGDVRAQPSKNYTTRYLLAAALAEGETRVVGVATSEDAHAMLRCLTDWGA 76 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E        V+ G G        +  V L  GNAG   R L   V A   + T V D  
Sbjct: 77  GIE--HIGDDVVIRGFGAA-----PRAGVTLNPGNAGAVARFLMG-VAALTRDTTLVTDH 128 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP GDL+  L++LGA V    G    PV ++G   + GG V++S   SSQY SA 
Sbjct: 129 PDSLGRRPQGDLLEALERLGARVSSNEGR--LPVTISGP--VRGGVVEVSAERSSQYASA 184 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+  APL  G +++ +  ++ S   +  TL  +  FG++A  SD   R  I GGQ+Y+ P 
Sbjct: 185 LMFLAPLLPGGLDLRLTGQIKSHAPLRQTLDTLAAFGIRASASDDLSRVQIPGGQRYQ-P 243 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V GD   ++  LA AA+  G V +       LQG+ +  +VL  MGA +     ++ 
Sbjct: 244 GRVLVPGDYPGSAALLAAAALLPGEVRLSNLRENDLQGEREAVDVLREMGADIHREGDTL 303 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V G        + L+A++ + +   D    L   A  A+G T   +V + R+KE +R+  
Sbjct: 304 IVRGG-------QTLRAVNRDGDGFTDAVQALTAAAALAEGTTTWHNVYTLRLKECDRIS 356 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
             R EL +LG    E  D   +T   ++   VTA D + DHRM M  +L    AE PV I 
Sbjct: 357 DTRRELERLGLQARETEDSLSVTGAAQIAGGVTA-DGHGDHRMIMLLTLLGLRAEAPVRI 415 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
                 RK++P +F  L +  
Sbjct: 416 TGAHHIRKSYPQFFAHLHSL 435 
 
 
>ref|ZP_05329984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium difficile 
           QCD-63q42] 
          Length = 437 
 
 Score =  166 bits (420), Expect = 7e-39,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 223/439 (50%), Gaps = 44/439 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+P SKS+++R ++ ++LS G + + N+  S+D+   + A+ +LG  +E      
Sbjct: 10  KLSGDVKIPPSKSMAHRAVICSSLSNGKSRISNIDFSDDIIATIRAMTSLGAIIE----- 64 
 
Query: 74  KRAVVVGCGGKFPVEDA-KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV------LDGV 126 
           K+  ++   G F  E     E QL           LT     +G    ++       DGV 
Sbjct: 65  KKEDILEISGIFSKEGILNRENQL-------NQPKLTIDCNESGSTLRFLVPISLAFDGV 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVK-----LSGSISS 180 
            R     IG   +G + L    + F   +     + N +  +  GK+K     + G+ISS 
Sbjct: 118 KRF----IGRGNLGKRPLDTYYEIFDRQNIKYSYKENQLDLIISGKLKPDEFRVKGNISS 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+++ LL   P    D +I I  +L S  Y+++TL  ++ FGV+   ++++  F IKG Q 
Sbjct: 174 QFITGLLFILPTLESDSKIIITTELESKGYLDLTLSTIKDFGVEI-INNNYKEFIIKGNQ 232 
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Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK+ ++  VEGD S  +++L+  AI G  +++      SLQGD +  E+L  MG ++   
Sbjct: 233 TYKA-RDYKVEGDYSQGAFYLSADAI-GEDISILDLKEDSLQGDSEVVEILSRMGMEILR 290 
 
Query: 301 TETSVT-VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
               +  +T           L    ++ ++ PD+   L+VVA  + G T I +    R+K 
Sbjct: 291 EGNKIKGITNG---------LNGTLIDASQCPDIIPVLSVVASLSIGRTTIINAGRLRIK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AE 417 
           E +R+ AI  EL KLGA++EE  D  II    KLN    + ++ DHR+AM  ++A+C  + 
Sbjct: 342 ECDRLHAINVELNKLGANIEEKEDSLIIEGVSKLNGGVEVWSHKDHRIAMTLAIASCRCD 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            P+ ++D  C  K++P +F 
Sbjct: 402 KPIILKDFECVSKSYPHFF 420 
 
 
>ref|ZP_02028886.1| hypothetical protein BIFADO_01332 [Bifidobacterium adolescentis 
           L2-32] 
 gb|EDN83042.1| hypothetical protein BIFADO_01332 [Bifidobacterium adolescentis 
           L2-32] 
          Length = 449 
 
 Score =  166 bits (420), Expect = 7e-39,   Method: Compositional matrix adjust. 
 Identities = 139/443 (31%), Positives = 214/443 (48%), Gaps = 31/443 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+ ALR LG+  E D+  
Sbjct: 19  KPLNATVVVPGSKSLSNRYLILAALGHRPVRLVGLLRSRDTELMMDALRALGVRCEIDEQ 78 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEE--VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V      P  D +     ++F G AG  MR +      A G   +  DG  +   
Sbjct: 79  VDTTVTV-----VPPSDGRFHGGTKVFCGLAGTVMRFVPGLAMFADGPVAF--DGDEQAY 131 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            RP+  ++ GL+QLGA ++ + G       T  PP  V+         V +  S SSQ++ 
Sbjct: 132 ARPMKPVLDGLEQLGACIE-YHGEEGRLPFTITPPQTVSQCA--EPSMVSIDSSGSSQFI 188 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           S LL+      G +E+    +K  S+P++ MT+  +   GV+  ++D   R +        
Sbjct: 189 SGLLLIGSRVPGGLELHHTGEKTPSLPHIRMTVADLHGSGVRV-NADEHARVWTVQPGAV 247 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + P+   VE D S+A+ FL  A I GGTV V     ++ Q        LE MGA     E 
Sbjct: 248 QLPETVTVEPDLSNAAPFLGAALIAGGTVRVPHWPESTTQPGGMLPGYLERMGA-----E 302 
 
Query: 303 TSVTVTGPPR--EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
            S  V    R  E  G  H+  + D ++    ++A +LA + +FAD PT +  +   R   
Sbjct: 303 ISFPVIDDVRYCEVTGNGHVSGLGDFDLTAAGEIAPSLAAILVFADKPTRMIGIGHLRGH 362 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           ET R+ A+  E+T++G +  E PD   ITP    +L  + ++TY DHRMA   ++      
Sbjct: 363 ETNRLEALANEITRVGGAAHELPDGLEITPVSANRLRPSVMETYADHRMATFAAMLGLRI 422 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLS 440 
             + +++   T KT P++ D+ + 
Sbjct: 423 KGIQVKNVATTAKTLPNFVDLWN 445 
 
 
>ref|YP_003726593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanohalobium 
           evestigatum Z-7303] 
 gb|ADI73797.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methanohalobium 
           evestigatum Z-7303] 
          Length = 427 
 
 Score =  166 bits (419), Expect = 8e-39,   Method: Compositional matrix adjust. 
 Identities = 148/432 (34%), Positives = 216/432 (50%), Gaps = 35/432 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +  P SKS ++R + + +LS  +T+   LL S D    + A    G ++E  K   
Sbjct: 9   KLHGELYAPPSKSYTHRAITIGSLSHQSTIHRPLL-SADTEATIRACEMFGANIE--KKN 65 
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Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +  + G  G   V +   +V+    N+G  +R +TA  T   G    VL G   +R RP 
Sbjct: 66  NKLEINGIDGAPHVPEDVIDVE----NSGTTLRFMTALATLTDG--VTVLTGDRSVRTRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
            G L+  L+ LG DV         P+ V G  GL G   K+ GSISSQ++SALL+A PL  
Sbjct: 120 NGPLLEVLQNLGVDVFSTRNNGRAPLVVKG--GLKGAITKIDGSISSQFVSALLIACPLT 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG----VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
                + I  +L S PYV++T  ++E+ G    V   H+    +F I   QKY   K    
Sbjct: 178 NNSTTLSIKGELKSKPYVDITTEIIEKAGCEIFVDKNHN---TKFIIPAKQKY-DLKEYT 233 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTV 307 
           V GD SSASY LA AA+TG  VTV+     S QGDVK  ++LE MGA + W +    V+V 
Sbjct: 234 VPGDFSSASYLLAAAAMTGSKVTVKNL-FPSKQGDVKIIDILEQMGANIHWDKDKGDVSV 292 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G          L  I V++   PD+  T+AV+   A G T IR+    R KET+R+ A+ 
Sbjct: 293 NGGD--------LNGITVDLGASPDLFPTIAVLGTVAKGTTVIRNAEHVRYKETDRIHAM 344 
 
Query: 368 RTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
             EL K+G  V+E  D   +     +K NV     + DHR+ MA ++A       T+    
Sbjct: 345 ANELQKMGIKVKEEKDRLTVNGGNLKKANVYG---WHDHRIVMALTIAGLIAGDTTVDTA 401 
 
Query: 426 GCTRKTFPDYFD 437 
                ++P++F+ 
Sbjct: 402 ESVFISYPNFFE 413 
 
 
>ref|YP_003982923.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rothia dentocariosa 
           ATCC 17931] 
 gb|ADP39489.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rothia dentocariosa 
           ATCC 17931] 
          Length = 507 
 
 Score =  166 bits (419), Expect = 9e-39,   Method: Compositional matrix adjust. 
 Identities = 141/442 (31%), Positives = 219/442 (49%), Gaps = 32/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S  +++PGSKSL+NR LLLAAL++  + +   L+S D   M+ AL  LG   E  +    
Sbjct: 61  MSARMRIPGSKSLTNRYLLLAALADSPSRLRAPLHSRDSALMISALEALGAQFERIETGS 120 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                       +  A   V++  G AG  MR + A      G+  Y  DG P+ R+RP+ 
Sbjct: 121 EFGPDLLITPLNLASAPPMVKIDCGLAGTVMRFVPALAALLPGD--YNFDGDPQARKRPM 178 
 
Query: 135 GDLVVGLKQLGADVD--CFLGTDCPPVRVNGIG-----GLPGGKVKLSGSISSQYLSALL 187 
             L  GL+QLGA ++       D  P  ++  G     G P  ++ +  S SSQ++SALL 
Sbjct: 179 AALCDGLRQLGARIERSGNDSVDTLPFTLHSPGLAAASGTP-AEIFIDASASSQFVSALL 237 
 
Query: 188 MAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AP L  G       + + SIP++EMTL+ +   GV+AE     D +  +      S   
Sbjct: 238 LIAPRLPQGLTIHHRGNAVPSIPHIEMTLQTLRDLGVRAEAVA--DEYAWRIFPGTISGF 295 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGC---------GTTSLQGDVKFAEVLEMMGAK 297 
           +  VE D S+A  FLA A +TG +VT+ G          GTT  QG  ++  +L  +G   
Sbjct: 296 DITVEPDLSNAGPFLAAAMVTGNSVTIPGWPAPTADGSPGTT--QGGDEWRTILPRLGGA 353 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           V ++  S+TVTGP  E   R  L  ++ N+    ++A T+A +    D P+ +  +   R 
Sbjct: 354 VEFSNGSLTVTGP--EDITR--LSGVEFNLQTAGELAPTVAALVALLDSPSTLTGIGHLR 409 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPD-YCIITPPEKL---NVTAIDTYDDHRMAMAFSLA 413 
             ET+R+ A+ TE+ +LG   EE  D   ++ P  +L   +   + TY+DHR+A   ++  
Sbjct: 410 GHETDRLAALVTEINRLGGLAEETADGIHVLRPVRRLPQDSPVTVQTYEDHRVATFAAVI 469 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDY 435 
              E  V I +   T KT P + 
Sbjct: 470 GLHEPGVRIENVQTTAKTLPQF 491 
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>ref|YP_003284025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blattabacterium sp. 
           (Blattella germanica) str. Bge] 
 gb|ACY40415.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blattabacterium sp. 
           (Blattella germanica) str. Bge] 
          Length = 385 
 
 Score =  166 bits (419), Expect = 9e-39,   Method: Compositional matrix adjust. 
 Identities = 115/351 (32%), Positives = 194/351 (55%), Gaps = 18/351 (5%) 
 
Query: 98  LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 157 
           + +AG AMR LT+      G    VL G  RM+ERPI  LV  L++LG+++        P 
Sbjct: 36  IHHAGTAMRFLTSYFAIQEGKEI-VLTGSERMKERPISVLVEALRELGSEISYLEKRGYP 94 
 
Query: 158 PVRVNGIGGLPGGKVKLSGSISSQYLSAL-LMAAPLALGDVEIEIIDKLISIPYVEMTLR 216 
           P+++ G   + GGK+ +   ISSQY+S+L L+A+   +G ++I +   + SIPY++MT   
Sbjct: 95  PIKILG-KKILGGKIDIDAKISSQYISSLMLIASQFKIG-LKIHLKGNITSIPYIKMTFD 152 
 
Query: 217 LMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVE 274 
           L+   G+K     SW+   I    ++ K  K  ++E D SSASY+ + AAI+  + +T+  
Sbjct: 153 LLTLAGIKT----SWEEEIIHIHPKRNKGKKYFHIESDWSSASYYYSMAAISKQSHITLS 208 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
                SLQGD + A + +      T+ + +V +T   +  F  K  K I++N+NK PD+A 
Sbjct: 209 SYNNESLQGDREVASIYDKNFGITTFFDKNV-MTLKKKLNFCEK--KFIELNLNKTPDIA 265 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKL 393 
            T+ V         +++ + + ++KET+R++A++ EL K G  +    D C+ IT   +  
Sbjct: 266 QTIVVTCAALGIKCSLKGLETLKIKETDRLLALKEELLKFGV-ITNITDSCLEITDFSRK 324 
 
Query: 394 NVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
            + +   I TY DHRMAM+FS        + I DP   +K++P++++ L + 
Sbjct: 325 KINSFIKIKTYQDHRMAMSFSTFGLCSSFLQIEDPNVVKKSYPNFWNDLRS 375 
 
 
>ref|ZP_03567874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium rimae ATCC 
           49626] 
 gb|EEE18111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium rimae ATCC 
           49626] 
          Length = 438 
 
 Score =  166 bits (419), Expect = 9e-39,   Method: Compositional matrix adjust. 
 Identities = 127/439 (28%), Positives = 209/439 (47%), Gaps = 38/439 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            E+SG+++   SKS ++R  + AA ++G T +     S+D+   +  L TLG         
Sbjct: 8   HELSGSIRSVASKSEAHRSFICAAFADGITDITCHTASKDIDATIACLETLGAHFAKTSK 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKE------EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
             R          P++  K          L  G +   +R L   V A G      ++G  
Sbjct: 68  GYRVS--------PIKQPKRVLFNLRRFDLNCGESASTLRFLLPLVCALGRKVELHVEGT 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+      L   GA +      D  P+ V+G   + GG   L G+ISSQ++S L 
Sbjct: 120 --LAHRPLTPFYEELVSHGARLS---PEDSYPLSVSG--QIKGGYFVLPGNISSQFVSGL 172 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD------SWDRFYIKGGQ 240 
           LMAAPL   D+E+ + + + S PY+++T  ++ +FGV  E +        + RFY+     
Sbjct: 173 LMAAPLMEQDLEVLVTEPVESAPYIDLTCSVLAKFGVGVEKTHVTENDTEYLRFYVSDNV 232 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +Y++P    VEGD S+A+++L   A+ G  V V      S QGD      L ++GA+V+  
Sbjct: 233 RYQTPGLLEVEGDWSNAAFWLTAGAL-GSGVEVTDLNMQSKQGDRTILAALSLVGARVSR 291 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
             ++              HL+AI +N+   PD+   LA+VA FA+G +    V   R+KE 
Sbjct: 292 HGSTAAAM--------YDHLRAIQLNVADTPDLVPPLAIVAAFAEGTSKFSGVQRLRLKE 343 
 
Query: 361 TERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ++R+ +I   ++ LG     EG D  +I     L+  ++D   DHR+ M  ++AA  A   
Sbjct: 344 SDRLQSITAAISALGGRAYIEGDDTLVIEGHGSLDGGSVDGESDHRIVMMAAVAASFANN 403 
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Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           P T+       K++P +F+ 
Sbjct: 404 PTTVTHAEAIAKSYPAFFE 422 
 
 
>ref|YP_001360961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kineococcus 
           radiotolerans SRS30216] 
 gb|ABS02697.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kineococcus 
           radiotolerans SRS30216] 
          Length = 449 
 
 Score =  166 bits (419), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 148/436 (33%), Positives = 217/436 (49%), Gaps = 43/436 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV------- 67 
           +   V +PGSKSL+NR L++AAL+E  +++   L S D   M+ ALR LG  V        
Sbjct: 29  LDAVVAVPGSKSLTNRYLVVAALAERPSLLRGPLASRDTLLMVDALRLLGADVAEGGRDA 88 
 
Query: 68  ----EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
                AD   +   V G              ++  G AG  MR L     AA         
Sbjct: 89  PGVDPADWVVRPGPVTGG------------ARIDCGLAGTVMRFLPP--VAALAEEPVHF 134 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQY 182 
           DG  R RERP+G ++ GL+QLGA VD   G    P  V G  GGL GG V++  S SSQ+ 
Sbjct: 135 DGDDRARERPMGAVLDGLRQLGALVDDG-GRGLLPFSVQGPAGGLRGGPVRIDASASSQF 193 
 
Query: 183 LSALLMAAPLALGDVEIEIIDK---LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           +SALL+    A     +E++ +   + S P+V MT+ ++   GV  + S +  R++++ G 
Sbjct: 194 VSALLLVG--ARTREGLELVHEGPPVPSEPHVRMTVEVLRDVGVVVDDS-TPGRWFVEAG 250 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +   +P +  VE D S+A  FLA AA+ GG V V G   ++ Q      +VL+ MGA+V  
Sbjct: 251 EI--NPLDVQVEPDLSNAGPFLAAAAVAGGRVRVPGWPQSTTQAGDLLRDVLDQMGAEVN 308 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                + V G          L  ID+++++  ++A  +  +A  A  PT +R +A  R   
Sbjct: 309 LDREGLVVEG-------TGELYGIDLDLHEAGELAPVITALAALASSPTRLRGIAHLRGH 361 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           ET+R+ A+ TE+  LG   EE  D  ++  P  L+     TY DHRMA A +L        
Sbjct: 362 ETDRLKALVTEVNALGGQAEETIDGLLVR-PRPLHGGVFRTYADHRMATAGALLGLTVPG 420 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           V + D   TRKT PD+ 
Sbjct: 421 VLVEDVATTRKTLPDF 436 
 
 
>ref|YP_952599.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           vanbaalenii PYR-1] 
 sp|A1T5Z3.1|AROA_MYCVP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM12593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           vanbaalenii PYR-1] 
          Length = 446 
 
 Score =  166 bits (419), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 138/429 (32%), Positives = 214/429 (49%), Gaps = 30/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS--EGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           +  TV +PGSKS +NR L+LAAL+  +G++ +   L S D   M+ AL+ LG+ VEA D  
Sbjct: 13  VHATVTVPGSKSQTNRALVLAALAVPQGSSTISGALRSRDTDLMISALQGLGVVVEAPDT 72 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL--TAAVTAAGGNATYVLDGVPRM 129 
                  +   G       K   ++  G AG  +R +   AA+T      T   DG  +  
Sbjct: 73  DGSDGTELTVSGALA---PKAGARIDCGLAGTVLRFVPPVAALT----TETVTFDGDEQA 125 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RPI  L+ GL+ LG  +D     D  P  V G G + GG V++  S SSQ++S LL++ 
Sbjct: 126 RARPIAPLLDGLRALGVAIDG----DGLPFSVRGQGSVRGGTVEIDASGSSQFVSGLLLS 181 
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Query: 190 -APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            A    G   +     + S P++ MT+ ++   GV+ + S + DR+ +  G    + ++  
Sbjct: 182 GAAFTEGLTVVHTGGAVPSAPHIAMTVSMLRDAGVEVDDSAA-DRWRVAPGPI--AARHW 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VE D S+A  FLA A I+GGTV V G  T S Q       +L  +G++V    + + V  
Sbjct: 239 AVEPDLSNAVPFLAAAVISGGTVRVTGWPTVSTQPAATILSLLTSLGSEVRQGNSHLEVQ 298 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD--GPTAIRDVASWRVKETERMVA 366 
                  G      IDV++  + ++A ++A +A  A     + +R +A  R  ET+R+ A 
Sbjct: 299 -------GATSYDGIDVDLRDVGELAPSVAAMAALASPGSVSRLRGIAHLRGHETDRLAA 351 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  EL +LG   EE  D  +IT   +++     +Y DHRMA A ++       V + D G 
Sbjct: 352 LSAELNRLGGQCEETDDGLVIT-ARQMHGGVWRSYADHRMATAGAIVGLRVPGVEVEDIG 410 
 
Query: 427 CTRKTFPDY 435 
            T KT PD+ 
Sbjct: 411 TTAKTLPDF 419 
 
 
>gb|ADX73645.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter 
           phenanthrenivorans Sphe3] 
          Length = 462 
 
 Score =  166 bits (419), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 138/431 (32%), Positives = 214/431 (49%), Gaps = 28/431 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS---VEA 69 
           + ++ TV +PGSKSL+NR L+LAAL++G + +   L+S D   M+ ALR LG +   V   
Sbjct: 25  RPVNATVTVPGSKSLTNRYLVLAALADGPSRLRAPLHSRDSALMVQALRQLGATITEVPG 84 
 
Query: 70  DKAAKRAVVVGCGGKFPVED--AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           D A    + V      P++   A    ++  G AG  MR +     AA  N   V DG P 
Sbjct: 85  DGAFGPDLEV-----VPLDPGAASSVTRIDCGLAGTVMRFVPP--LAALRNGASVFDGDP 137 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLG--TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             R+RP+G ++  LK LG  V    G      P  V G G + GG + +  S SSQ++SA 
Sbjct: 138 HARKRPMGTIIEALKALGVAVTSEEGGTPSSLPFLVEGTGEVRGGHLVVDASASSQFVSA 197 
 
Query: 186 LLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LL+        + +E + K + S+ ++ MT+ ++   GV  +  DS    ++      ++ 
Sbjct: 198 LLLVGARFTEGLHLEHVGKPVPSLDHINMTVSVLRGAGVAVD--DSVPNHWVVSPGPIRA 255 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  +E D S+A  FLA A  + GTV + G    + Q    +  +L  MGA V+  +   
Sbjct: 256 -FDQRIEQDLSNAGPFLAAALASHGTVRIPGWPEETQQVGDLWRSILTRMGADVSLRDGV 314 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +TVTG P        +K  D       ++A T+A +   AD P+ +  +A  R  ET+R+ 
Sbjct: 315 LTVTGGPT-------IKGAD--FADTSELAPTVAALCALADAPSRLSGIAHLRGHETDRL 365 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+  E+ +LG   EE  D  +I  P KL+   + +Y DHRMA A ++   A   V + D 
Sbjct: 366 AALVAEINRLGGDAEETSDGLVIR-PAKLHAGVVHSYADHRMATAGAILGLAVEGVQVED 424 
 
Query: 425 PGCTRKTFPDY 435 
              T KT PD+ 
Sbjct: 425 IATTAKTMPDF 435 
 
 
>gb|AAD51957.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAD51958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAD51959.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAD51962.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAD51965.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
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           pneumoniae] 
 gb|AAD51966.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAD51967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47853.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47855.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 153 
 
 Score =  165 bits (418), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 85/162 (52%), Positives = 113/162 (69%), Gaps = 9/162 (5%) 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF + 
Sbjct: 1   SVSSQFLTALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVV 59 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G Q+Y+SP +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA 
Sbjct: 60  RGKQQYQSPGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGA 119 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            VTW +  +  T           LKA+D++MN +PD AMT+A 
Sbjct: 120 TVTWGDDFIACT--------HGELKAVDMDMNHIPDAAMTIA 153 
 
 
>gb|AAD51960.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
 gb|AAG47850.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 153 
 
 Score =  165 bits (418), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 85/162 (52%), Positives = 113/162 (69%), Gaps = 9/162 (5%) 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF + 
Sbjct: 1   SVSSQFLTALLMTAPLAPQDTVIIIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVV 59 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G Q+Y+SP +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA 
Sbjct: 60  RGKQQYQSPGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGA 119 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            VTW +  +  T           LKA+D++MN +PD AMT+A 
Sbjct: 120 TVTWGDDFIACT--------HGELKAVDMDMNHIPDAAMTIA 153 
 
 
>ref|YP_002834221.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           aurimucosum ATCC 700975] 
 ref|ZP_06043040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           aurimucosum ATCC 700975] 
 gb|ACP32283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           aurimucosum ATCC 700975] 
          Length = 434 
 
 Score =  165 bits (417), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 132/442 (29%), Positives = 215/442 (48%), Gaps = 31/442 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
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           Q    +S T ++PGSKS++NR L+LAAL++  +++ N L S D   M  AL+ +G+ +   
Sbjct: 16  QSTGPLSWTQEVPGSKSMTNRALILAALADSPSIIYNPLVSRDTDLMKEALKAMGVGISE 75 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                R          P E     V    G AG  MR L      A G    V+DG P   
Sbjct: 76  WGPHLRVT--------PGELHGATVD--CGLAGTIMRFLPPVAALADG--PVVIDGDPYA 123 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R+RP+  +   L++LG D++     D  P+ +   G   G +V +  S SSQ++S LL+A 
Sbjct: 124 RKRPMSTMTTALRELGVDIEG----DNLPLSITPHGIPEGAEVTIDASASSQFVSGLLLA 179 
 
Query: 190 APLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
                  + +      + S P++ MT+ ++   GV    S+  D + ++ G+     +   
Sbjct: 180 GARYRNGISVRHEGGTVPSQPHILMTICMLREAGVHVLASE--DNWVVRPGKIEG--REW 235 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS---- 304 
           Y+E D S+A+ FLA AA++GG+V++      + Q    F  +LE MGA+V +   +     
Sbjct: 236 YIEPDLSNATPFLAAAAVSGGSVSILNWPEETTQPGDSFRGILEQMGAQVEYVPQAPCQD 295 
 
Query: 305 --VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + VTGP     G   L+ +D++M  + ++  T+A +   A  P+ +  +A  R  ET+ 
Sbjct: 296 PYLQVTGPEE---GLAGLRGVDLDMGDIGELTPTVAALCALASTPSTLTGIAHLRGHETD 352 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+ TE+  LG +V E  D   IT P  L+     +Y DHRMA A ++   A   V + 
Sbjct: 353 RLAALATEINALGGNVTELDDGLRIT-PAPLHGGQWHSYADHRMATAGAIIGLAVDGVEV 411 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            D   T KT P +  +    +  
Sbjct: 412 EDIDTTSKTLPGFAKMWEAMIH 433 
 
 
>ref|YP_003343719.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptosporangium 
           roseum DSM 43021] 
 gb|ACZ90976.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptosporangium 
           roseum DSM 43021] 
          Length = 425 
 
 Score =  165 bits (417), Expect = 1e-38,   Method: Compositional matrix adjust. 
 Identities = 144/430 (33%), Positives = 214/430 (49%), Gaps = 36/430 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV----E 68 
           + +  +V LPGSKS++NR LLLAAL++G   V   L S D   M  ALR LG ++    E 
Sbjct: 13  EPVRASVPLPGSKSVTNRALLLAALADGPGTVRLALRSRDADLMADALRALGATMTPSNE 72 
 
Query: 69  ADKAAKRAVVVG--CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
              +   A+  G   GG           ++ +G AG  MR +      + G   +  DG  
Sbjct: 73  GASSVDWAITPGPVAGG----------ARIDVGLAGTVMRFVPPMAALSDGEVFF--DGD 120 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           P  R+RP+G ++  L+ LGA+VD     D  P  V G   L GG+V L  S SSQ+LS L 
Sbjct: 121 PHARKRPMGTILAALRALGAEVD----NDALPFTVRGP--LTGGEVTLDASGSSQFLSGL 174 
 
Query: 187 LM-AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+ AA    G         + S P++ MT++++  FGV+ + S+  D + ++ G       
Sbjct: 175 LLTAARFEKGLTVRHAGPPIPSQPHIRMTVQMLREFGVRVDDSEP-DVWRVEPGPIRA-- 231 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           ++  VE D S+A+ FL  A +TGGTVTV    + + Q   +  ++L  MGA V      + 
Sbjct: 232 RDFTVEPDLSNAAPFLCAAMVTGGTVTVPDWPSETTQPGDQLRQLLADMGASVERVPGGL 291 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           +VTG  R       +  I  ++  + ++  T+A +A  AD P+ I  VA  R  ET+R+  
Sbjct: 292 SVTGTGR-------VGGIAADLRDVAELTPTIAALAALADSPSRISGVAHIRGHETDRLA 344 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  E+  LG  V E  D   I  P  L      TYDDHRMA A ++   A   V + +  
Sbjct: 345 ALAAEINGLGGDVSETEDGLEIR-PRPLTGGVFHTYDDHRMATAGAVIGLAVPGVQVENI 403 
 
Query: 426 GCTRKTFPDY 435 
             T KT P++ 
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Sbjct: 404 ATTGKTLPEF 413 
 
 
>ref|YP_003161758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Jonesia denitrificans 
           DSM 20603] 
 gb|ACV09455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Jonesia denitrificans 
           DSM 20603] 
          Length = 446 
 
 Score =  165 bits (417), Expect = 2e-38,   Method: Compositional matrix adjust. 
 Identities = 141/428 (32%), Positives = 210/428 (49%), Gaps = 30/428 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSL+NR LLLAAL+   T +   L S D   M+ ALR LG  +        
Sbjct: 24  LTATVTVPGSKSLTNRHLLLAALAAEPTTIHGALRSRDSQLMITALRALGADITESADGT 83 
 
Query: 75  RAVVVGCGGKFPVEDAKE--EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V       P+       ++ +  G AG  MR L  A T   G  T ++DG    + R 
Sbjct: 84  TITVT------PLTQGANVGDITIDCGLAGTVMRFLPIAATLVKG--TILIDGDEGAKVR 135 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM-AAP 191 
           P+  ++  L+ LG ++    G D  P  ++  GG+ GG + +  S SSQ++S LL+ AA  
Sbjct: 136 PMSPILEALEDLGVEITRHNG-DFLPFTMHPTGGVTGGHLDVDASGSSQFVSGLLLTAAR 194 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS--DSWDRFY--IKGGQKYKSPKN 247 
              G     + D+L SIP++ MT  ++   GV A  S   +W      I+GG         
Sbjct: 195 FTNGLTLHHVGDRLPSIPHIAMTCDVLNDLGVTAHTSAPGTWTVAAGPIRGG-------T 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E D S+A+ F+A A I GG+VT+    +T+ Q         E MGA+ T  +  +T+ 
Sbjct: 248 ITIEPDLSNATPFMAAALIHGGSVTIPAWPSTTTQPGGLAPSFFERMGARCTIDDAGLTI 307 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           TG      G  HL     +++   ++A T A +A  AD PT I  +A  R  ET+R+ A+ 
Sbjct: 308 TG-DGTVHGLAHL-----DLSAAGELAPTFAALAALADSPTEIHGIAHLRGHETDRLAAL 361 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             E+ +LG S ++  D  IIT P  L+     TY DHRMA A ++       V + +    
Sbjct: 362 SAEINRLGGSCQQTDDGLIIT-PAPLHEGIFHTYHDHRMATAGAILGLRVAGVEVENIDT 420 
 
Query: 428 TRKTFPDY 435 
           T KT PD+ 
Sbjct: 421 TAKTLPDF 428 
 
 
>ref|YP_004070625.1| 5-enolpyruvylshikimate-3-phosphate synthase [Thermococcus 
           barophilus MP] 
 gb|ADT83402.1| 5-enolpyruvylshikimate-3-phosphate synthase [Thermococcus 
           barophilus MP] 
          Length = 403 
 
 Score =  164 bits (416), Expect = 2e-38,   Method: Compositional matrix adjust. 
 Identities = 144/441 (32%), Positives = 220/441 (49%), Gaps = 45/441 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I + P+K + G ++ P SKS ++R L L  LSEG T ++N L   D    L A+R  G   
Sbjct: 2   IEITPVKTLDGKIRAPPSKSYTHRALFLGLLSEGKTKIENPLICTDTLATLNAVRAFGAR 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            + +        V   G+  VE AK  +  F   +G   R        A G +  V+DG  
Sbjct: 62  ADWN-------FVESSGE--VEPAK--INAF--ESGTTARLAIGIGALADGRS--VIDGK 106 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDC--FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             +R+RP+  L+  L  LG       FL     PVRV G G +    V++ GSISSQ+++ 
Sbjct: 107 ESLRKRPMEPLLRALNDLGVKTQSNGFL-----PVRVFG-GEIREDYVRVDGSISSQFIT 160 
 
Query: 185 ALL-MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           ALL + A + L    IE+++  +S PY+E+TLR ++   VK E  D    F++  G K   
Sbjct: 161 ALLILGAKVGLS---IEVLNP-VSKPYLEITLRTLKWANVKVERDDGI--FHVHQGVK-- 212 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
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              +  + GD SSAS+FL   AI  G V VEG     +Q D    ++L   GA++   +  
Sbjct: 213 -ADHFSIPGDYSSASFFLVAGAIF-GKVRVEGLDKEDVQADKLILDLLREFGAEIRTGKD 270 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            V V         R  L   +V+    PD+   LAV+  +++G T +R     R KE++R 
Sbjct: 271 YVEVE--------RDELVGQEVDCRDFPDLFPILAVLGAYSEGKTVLR-AKHLRYKESDR 321 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           +  +   L K+GA V+E  D  II+  E L  T ++  +DHR+AMA ++AA  A+    I 
Sbjct: 322 IRTMALNLAKMGAKVKELDDGLIISKSE-LRGTVLNPQNDHRIAMALTIAALGAKGKSLI 380 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
            +  C  K++P++F  L   + 
Sbjct: 381 LNERCVEKSYPNFFKDLRGLI 401 
 
 
>gb|AAD51961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 153 
 
 Score =  164 bits (416), Expect = 2e-38,   Method: Compositional matrix adjust. 
 Identities = 85/162 (52%), Positives = 113/162 (69%), Gaps = 9/162 (5%) 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF + 
Sbjct: 1   SVSSQFLTALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVV 59 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G Q+Y+SP +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA 
Sbjct: 60  RGKQQYQSPGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGA 119 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            VTW +  +  T           LKA+D++MN +PD AMT+A 
Sbjct: 120 IVTWGDDFIACT--------HGELKAVDMDMNHIPDAAMTIA 153 
 
 
>ref|YP_716153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia alni ACN14a] 
 emb|CAJ64639.1| 3-phosphoshikimate 1-carboxyvinyltransferase 2 
           (5-enolpyruvylshikimate-3-phosphate synthase 2) (EPSP 
           synthase 2) (EPSPS 2) [Frankia alni ACN14a] 
          Length = 439 
 
 Score =  164 bits (416), Expect = 2e-38,   Method: Compositional matrix adjust. 
 Identities = 140/430 (32%), Positives = 209/430 (48%), Gaps = 31/430 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++  V +PG+KS +NR L+LA L+ GT+ +   L S D   M G LR LG  +  D   
Sbjct: 24  RPVTAVVPVPGAKSGTNRALVLATLANGTSRLRGALRSRDTLLMAGVLRALGAEISTD-- 81 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               +V           A+ E     GNAG   R   A  T   G+  +  DG  RMR+R 
Sbjct: 82  GPDWIVRPAPTTRLAAGARAEC----GNAGTVARFTPALATLREGDVAF--DGDARMRDR 135 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  L+  L++LGAD+D     D  P  V G G LPGG+V +  S SSQ +S LL+AAP  
Sbjct: 136 PLTPLLGALRRLGADIDG----DRMPFTVRGRGRLPGGEVTVDASDSSQLVSGLLLAAPR 191 
 
Query: 193 ALGDVEIEIIDK---LISIPYVEMTLRLMERFG----VKAEHSDSWDRFYIKGGQKYKSP 245 
              D  + ++ +   L S PY++MT+  +   G    V    +D   R+ ++ G+   +  
Sbjct: 192 Y--DAGVTVVHRGTRLPSGPYLDMTVADLRAAGAVVDVAPPGADGSRRWRVEPGELTAA- 248 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  +E D +SA+ FLA A  TGG V V      + Q       +L  MGA    T   + 
Sbjct: 249 -DRAIEPDMNSAAAFLAAALATGGRVVVPDWPEATEQPGRMLPTLLAAMGATTERTAAGL 307 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V+G          +  IDV++    + A  L  +A+ AD P+ +R +   R++ET+R+V 
Sbjct: 308 AVSG-------GGGIHGIDVDLGDFGEAAPVLTALAVLADSPSRLRGIGHLRLQETDRLV 360 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  EL  LGA +    D   I  P  L    +D   DHR+AMA+++       + I D  
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Sbjct: 361 ALAQELGSLGARITVTDDGLAIE-PAPLRGARLDPRADHRLAMAYAVVGLVVPGIVIDDI 419 
 
Query: 426 GCTRKTFPDY 435 
             T KT PD+ 
Sbjct: 420 ATTGKTVPDF 429 
 
 
>ref|ZP_03010719.1| hypothetical protein BACCOP_02601 [Bacteroides coprocola DSM 17136] 
 gb|EDV00313.1| hypothetical protein BACCOP_02601 [Bacteroides coprocola DSM 17136] 
          Length = 357 
 
 Score =  164 bits (416), Expect = 2e-38,   Method: Compositional matrix adjust. 
 Identities = 117/348 (33%), Positives = 180/348 (51%), Gaps = 26/348 (7%) 
 
Query: 101 AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 160 
           AG AMR LTA +  A G  T+++ G  RM++RPI  LV  L+ LGADV+       PP+R 
Sbjct: 17  AGTAMRFLTAFL--AVGEGTHIITGTQRMQQRPISILVNALRALGADVEYAGNEGFPPLR 74 
 
Query: 161 VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 220 
           + G   L   +V L G++SSQY+SALLM  P     +++ +  +++S PY+++TL+LM   
Sbjct: 75  IVG-RKLVNSEVTLPGNVSSQYISALLMIGPALTNGLKLTLTGEIVSRPYIDLTLKLMRD 133 
 
Query: 221 FGVKAEHSDSW---DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGC 276 
           FG       +W   ++  +K  Q Y++    YVE D S+ASY+    A++   TV + G  
Sbjct: 134 FGANV----AWISENQLEVK-PQPYQAVP-YYVESDWSAASYWYEICALSEQATVCLPGL 187 
 
Query: 277 GTTSLQGDVKFAEVLEMMGAKVTWTETSVTV--TGPPREPFGRKHLKAIDVNMNKMPDVA 334 
              S QGD + A + E +G +  + E  VT+  TG        K    ++ +    PD+A 
Sbjct: 188 FRESPQGDSEVARLFEQLGVETVYGEREVTLRKTG--------KITARMEYDFVNQPDLA 239 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL- 393 
            T  V       P     + S ++KET+R+ A+  E+ KLG  + E     +    E+   
Sbjct: 240 QTFVVTCAVMGIPFRFSGLQSLKIKETDRIAALIAEMKKLGYLITESEGSVLSWNGERCT 299 
 
Query: 394 --NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
                 IDTY+DHRMAMAF+        + I  P    K++P Y++ L 
Sbjct: 300 PDTSPCIDTYEDHRMAMAFAPVCIRLGDIYINHPQVVTKSYPHYWENL 347 
 
 
>gb|AAG47852.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 153 
 
 Score =  164 bits (416), Expect = 2e-38,   Method: Compositional matrix adjust. 
 Identities = 85/162 (52%), Positives = 113/162 (69%), Gaps = 9/162 (5%) 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF + 
Sbjct: 1   SVSSQFLTALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVV 59 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G Q+Y+SP +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA 
Sbjct: 60  RGKQQYQSPGDYLVEGDASSASYFLAAGAIKGGTVKVIGIGRNSVQGDIRFADVLEKMGA 119 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            VTW +  +  T           LKA+D++MN +PD AMT+A 
Sbjct: 120 TVTWGDDFIACT--------HGELKAVDMDMNHIPDAAMTIA 153 
 
 
>ref|ZP_08023913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dietzia cinnamea P4] 
 gb|EFV91534.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dietzia cinnamea P4] 
          Length = 415 
 
 Score =  164 bits (415), Expect = 3e-38,   Method: Compositional matrix adjust. 
 Identities = 143/441 (32%), Positives = 211/441 (47%), Gaps = 60/441 (13%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA----- 73 
           V +PGSKSL+NR L LAAL++G + +   L S D   M+GALR+LG  +E+          
Sbjct: 5   VVVPGSKSLTNRALPLAALADGPSRLTGTLRSRDTDLMIGALRSLGARIESPSGTLGSDD 64 
 
Query: 74  ---------KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
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                     R  VV C                 G AG  MR +      A G +T+  D 
Sbjct: 65  TDLLITPGPLRGGVVQC-----------------GLAGTVMRFVPPIAALATGPSTF--D 105 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G P  R RP   ++  L+ LGA++D     +  P  V+G G L GG+V++  S SSQ++S 
Sbjct: 106 GDPAARVRPQSTVLDALRALGAEIDG----ERLPFTVSGTGSLRGGRVEMDASASSQFVS 161 
 
Query: 185 ALLMAAPLALGDVEIEII----DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
            LL++A  A  D  ++++      + S P++EMTL ++   GV  E         + G   
Sbjct: 162 GLLLSA--ARFDEGVDLVHVGASPVPSGPHIEMTLAMLRESGVTVEQPTPSSWRVVPG-- 217 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
              +  +  VE D S+A+ FLA AA+TGGTV V     T+ Q      ++L  MGA VT  
Sbjct: 218 -PIAAVDRVVEPDLSNATPFLAAAAVTGGTVRVPHWPATTTQPGDAIRDILRAMGASVTL 276 
 
Query: 301 ------TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
                    ++ V GP R       L  +D +++ + ++  T+A +   ADGP+ +  +A 
Sbjct: 277 EIADGADHGTLVVVGPSR-------LSPVDRDLSAVGELTPTVAALCALADGPSRLTGIA 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R  ET+R+ A+  EL  +G  V E  D   I+ P  L       Y DHRMA A ++   
Sbjct: 330 HLRGHETDRLAALAAELGAVGCGVTELDDGLEIS-PAPLRGAPWRAYADHRMATAGAIVG 388 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY 435 
                V + D GCT KT P + 
Sbjct: 389 LVVPGVEVDDIGCTSKTLPGF 409 
 
 
>ref|YP_003985678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gardnerella vaginalis 
           ATCC 14019] 
 gb|ADP38655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gardnerella vaginalis 
           ATCC 14019] 
          Length = 460 
 
 Score =  164 bits (415), Expect = 3e-38,   Method: Compositional matrix adjust. 
 Identities = 142/454 (31%), Positives = 221/454 (48%), Gaps = 41/454 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSLSNR L+LAAL +   V+  LL S D   M+ AL   G+  ++      
Sbjct: 23  LNATVNIPGSKSLSNRYLILAALGKKPVVLKGLLRSRDTELMINALSVFGVKCDSLSCDG 82 
 
Query: 75  RAVVV--GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + V     G F V+D      +  G AG  MR +TA    A  N     DG  +   R 
Sbjct: 83  TTICVIPPKNGVFSVDDC---AVVNCGLAGTVMRFVTALALFA--NNCVKFDGDEQAYAR 137 
 
Query: 133 PIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIG------GLPGGKVKLSGSIS 179 
           P+  ++ GL+QLGA +  + G       +  PP  +   G            +++  S S 
Sbjct: 138 PMKPVLDGLEQLGAKI-VYHGKVGFLPFSVIPPKNLESYGINDAQNSCNNRVIRIDSSSS 196 
 
Query: 180 SQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYI 236 
           SQ++SALL+ A    G ++IE I  KL S+P+++MT+  + + G  V    S  W    + 
Sbjct: 197 SQFISALLLIASRVPGGLQIEHIGSKLPSMPHIQMTMEDVRKAGGVVDMPESGVW---RV 253 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           K       P    VE D S+A+ F+  A I GG V +      + Q       +LE MGA 
Sbjct: 254 KE-HDLTLPHEVVVEPDLSNAAPFIGAALIAGGCVKIPNWPLKTTQPGGLLPGILEQMGA 312 
 
Query: 297 KVTWTET-----SVTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           K+ +  +     ++ VTG      G+ H +K++D  +    +VA ++A +  FAD  + + 
Sbjct: 313 KIVFEHSRSDSSTLCVTGS-----GKIHAIKSLD--LAAAGEVAPSIAAILAFADSVSEL 365 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           R +A  R  ET R+ AI TEL ++G   EE  D   I P + ++   I+TY DHRMA    
Sbjct: 366 RGIAHLRGHETNRLSAIVTELNRVGIGAEELDDGIRIIPSKNMHGEVIETYADHRMATFA 425 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           S+       +++++   TRKT PD+  + +  +K 
Sbjct: 426 SMLGLRISNISVKNIATTRKTLPDFPTMWNNMLK 459 
 
 
>ref|ZP_07666535.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gardnerella vaginalis 
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           ATCC 14018] 
          Length = 456 
 
 Score =  164 bits (414), Expect = 3e-38,   Method: Compositional matrix adjust. 
 Identities = 142/454 (31%), Positives = 221/454 (48%), Gaps = 41/454 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSLSNR L+LAAL +   V+  LL S D   M+ AL   G+  ++      
Sbjct: 19  LNATVNIPGSKSLSNRYLILAALGKKPVVLKGLLRSRDTELMINALSVFGVKCDSLSCDG 78 
 
Query: 75  RAVVV--GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + V     G F V+D      +  G AG  MR +TA    A  N     DG  +   R 
Sbjct: 79  TTICVIPPKNGVFSVDDC---AVVNCGLAGTVMRFVTALALFA--NNCVKFDGDEQAYAR 133 
 
Query: 133 PIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIG------GLPGGKVKLSGSIS 179 
           P+  ++ GL+QLGA +  + G       +  PP  +   G            +++  S S 
Sbjct: 134 PMKPVLDGLEQLGAKI-VYHGKVGFLPFSVIPPKNLESYGINDAQNSCNNRVIRIDSSSS 192 
 
Query: 180 SQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYI 236 
           SQ++SALL+ A    G ++IE I  KL S+P+++MT+  + + G  V    S  W    + 
Sbjct: 193 SQFISALLLIASRVPGGLQIEHIGSKLPSMPHIQMTMEDVRKAGGVVDMPESGVW---RV 249 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           K       P    VE D S+A+ F+  A I GG V +      + Q       +LE MGA 
Sbjct: 250 KE-HDLTLPHEVVVEPDLSNAAPFIGAALIAGGCVKIPNWPLKTTQPGGLLPGILEQMGA 308 
 
Query: 297 KVTWTET-----SVTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           K+ +  +     ++ VTG      G+ H +K++D  +    +VA ++A +  FAD  + + 
Sbjct: 309 KIVFEHSRSDSSTLCVTGS-----GKIHAIKSLD--LAAAGEVAPSIAAILAFADSVSEL 361 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           R +A  R  ET R+ AI TEL ++G   EE  D   I P + ++   I+TY DHRMA    
Sbjct: 362 RGIAHLRGHETNRLSAIVTELNRVGIGAEELDDGIRIIPSKNMHGEVIETYADHRMATFA 421 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           S+       +++++   TRKT PD+  + +  +K 
Sbjct: 422 SMLGLRISNISVKNIATTRKTLPDFPTMWNNMLK 455 
 
 
>gb|EFR56629.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alistipes sp. HGB5] 
          Length = 414 
 
 Score =  164 bits (414), Expect = 3e-38,   Method: Compositional matrix adjust. 
 Identities = 136/433 (31%), Positives = 211/433 (48%), Gaps = 33/433 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + GT+  P SKS + R L  + L E T+V+ N+    D    L  + TLG  V    
Sbjct: 6   PSGRVKGTLTPPCSKSYAQRALAASLLCEETSVLRNIEFCSDTRSALQCIETLGARV--T 63 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +  +  + +  GG  P     +   L +G +G++ R  T   +  G   T  ++G   +  
Sbjct: 64  RIGEETLSIE-GGLRP-----QGHTLRVGESGLSTRLFTPIASLCGTPIT--IEGEGTLL 115 
 
Query: 131 ERPIGDLVVGLKQLGA---DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            RP+  ++  L+ LG    D   FL     P  V G   + GG+V + GS+SSQ+++ L+ 
Sbjct: 116 RRPMEMMIGPLRTLGVRVRDNGGFL-----PFEVRG--PIRGGEVDVDGSVSSQFITGLM 168 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A PLA  D  I +    +S PY++MT+    RFGV+  H+D ++ FYI+GGQ+Y SP   
Sbjct: 169 LALPLARHDTTIHV-RSAVSTPYLDMTIDTAARFGVEICHND-YEEFYIEGGQRY-SPAC 225 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +EGD S+A+  L   A+  G VTV      S Q D      L   GA V     SVT  
Sbjct: 226 LSIEGDWSAAAMLLVAGAV-AGEVTVRNISMLSKQADTAVCTALVRAGAAVINEADSVTT 284 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
              P        L   + +    PD+   LA +A  ADG + IR  +    KE+ R  AI 
Sbjct: 285 ISRP--------LHGFEFDATNCPDLFPALAALAAAADGVSTIRGTSRLLHKESNRAEAI 336 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
           R E  K+G  V+   +  +     K+    + ++DDHRMAM+ +++A   +  +TI +   
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Sbjct: 337 REEYAKVGIEVDISEEDVMRIRGGKIRPARVSSHDDHRMAMSMAVSALRCDGQITIENAE 396 
 
Query: 427 CTRKTFPDYFDVL 439 
           C  K++P +F+ L 
Sbjct: 397 CVAKSYPGFFEDL 409 
 
 
>ref|ZP_07756778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Megasphaera 
           micronuciformis F0359] 
 gb|EFQ05104.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Megasphaera 
           micronuciformis F0359] 
          Length = 427 
 
 Score =  163 bits (413), Expect = 4e-38,   Method: Compositional matrix adjust. 
 Identities = 137/436 (31%), Positives = 212/436 (48%), Gaps = 27/436 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            +VL P K++SG + +P SKS  +R L+ AAL++G ++V N+  SED+      L+  G  
Sbjct: 2   NLVLTP-KKLSGILAVPSSKSAGHRELICAALADGKSLVKNITPSEDLEATCRVLQAFGA 60 
 
Query: 66  SVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +VE       R  V   GG  P   +   ++   G +G  +R L       G   TY    
Sbjct: 61  TVETVSHEDGRLTVAVTGGLRPQTGS---LRADCGESGSTVRFLIPVGLLTGMKITYT-- 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  R+ ERP+   +         +    G D  P+ V G   L GG  +L G++SSQ+ + 
Sbjct: 116 GRGRLPERPLDPFLNIFDN--KKIAYTKGKDSLPLTVKG--RLKGGIYELPGNVSSQFFT 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYK 243 
            LLMA PL   D  ++    + S  Y+ +TL  + R G+  E     D  Y I+G Q Y+ 
Sbjct: 172 GLLMALPLLPDDSVLQSTTVVESESYINITLDCLRRHGIYVEKER--DGLYLIRGRQAYR 229 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           + +   VEGD S A+++L G  I G TV ++G    S QGD      +E M  ++  +   
Sbjct: 230 TGEYP-VEGDFSQAAFWLVGG-IIGDTVELKGLSNNSTQGDRTVVSFIESMRGRIERS-G 286 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           SV    P R          + +++   PD+   LAV+  F+ G T I + A  R+KE +R 
Sbjct: 287 SVLRAVPSRT-------TGLTIDVKDCPDLVPALAVLGTFSQGITRIVNGARVRLKECDR 339 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           + A+  EL  +GA V E  D  II     L    +  ++DHR+AMA ++A+  C    +T 
Sbjct: 340 IHAMTHELNSIGAKVRETGDGLIIEGVSSLTGGRVQAWNDHRIAMALAMASQRCTG-KLT 398 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I    C RK++P ++  
Sbjct: 399 IEGAECVRKSYPSFWQ 414 
 
 
>gb|AAD51964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae] 
          Length = 153 
 
 Score =  163 bits (413), Expect = 4e-38,   Method: Compositional matrix adjust. 
 Identities = 85/162 (52%), Positives = 112/162 (69%), Gaps = 9/162 (5%) 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S+SSQ+L+ALLM APLA  D  I I   L+S PY+++TL LM+ FGV+ ++  S+ RF + 
Sbjct: 1   SVSSQFLTALLMTAPLAPQDTVIVIKGDLVSKPYIDITLHLMKTFGVEVDNQ-SYQRFVV 59 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            G Q+Y+SP +  VEGDASSASYFLA  AI GGTV V G G  S+QGD++FA+VLE MGA 
Sbjct: 60  CGKQQYQSPGDYLVEGDASSASYFLAAGAIKGGTVKVTGIGRNSVQGDIRFADVLEKMGA 119 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            VTW +  +  T           LKA+D++MN +PD AMT+A 
Sbjct: 120 TVTWGDDFIACT--------HGELKAVDMDMNHIPDAAMTIA 153 
 
 
>dbj|BAJ47896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Caldiarchaeum subterraneum] 
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 dbj|BAJ47961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Caldiarchaeum subterraneum] 
 dbj|BAJ49518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Caldiarchaeum subterraneum] 
          Length = 429 
 
 Score =  163 bits (413), Expect = 5e-38,   Method: Compositional matrix adjust. 
 Identities = 137/436 (31%), Positives = 210/436 (48%), Gaps = 33/436 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V+ P SKS ++R+  LA+L    T +   L S D    + A + LG  +     A  
Sbjct: 11  LKGVVEAPPSKSYTHRVFSLASLCTEKTTIHTPLISRDTQATINAAKMLGAEIVEKPGAY 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A+      +F   D   +V     N+G  +R  T   T      T VL G   +R RP+ 
Sbjct: 71  TAL---GRRQFKTPDNIIDVM----NSGTTLRIYTGLATLVEKGYT-VLTGDESIRRRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L Q+GA+     G    P+ V G G    G  K+ G  SSQY+++LL+    A  
Sbjct: 123 AQLLEALHQIGAECWSTRGNGSAPIIVKG-GNRITGTAKIKGDESSQYVTSLLLTGLAAH 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSPKNAY---- 249 
           GD+EI++ ++L+S PYV+ T++++E FG +       W R          SP+  +     
Sbjct: 182 GDIEIQVTEELVSKPYVDATVKMVEVFGGEIRRRGYEWFRV---------SPQELHGVEF 232 
 
Query: 250 -VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V GD SSA++ +A A +T G VT++   T   Q D K  E++++ G++ T+T   + V  
Sbjct: 233 TVPGDFSSAAFIIAAAHLTQGHVTIKNLSTRYPQADEKIVEIIKLYGSEATFTSEGLVVE 292 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G      GR H  A +V +   PD+    AV+A   DG T I  VA  R+KE++R+     
Sbjct: 293 G------GRNHADA-EVVLRDAPDLLPVTAVIAAVNDGQTRIHGVAHARLKESDRIALTA 345 
 
Query: 369 TELTKLGASVEEGPDYCIIT-PPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIRDPG 426 
            EL KLG  VEE  D  +I   P      A+D + DHR+ MAF+ L    E  + ++    
Sbjct: 346 AELRKLGVEVEELADGLLIHGNPRIKGGVAVDGHGDHRLFMAFTVLGLTLEKGLIVKGAE 405 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
               ++P +   LS   
Sbjct: 406 SADVSYPAFLQDLSKL 421 
 
 
>ref|ZP_06559559.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Megasphaera genomosp. 
           type_1 str. 28L] 
 gb|EFD94495.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Megasphaera genomosp. 
           type_1 str. 28L] 
          Length = 426 
 
 Score =  163 bits (413), Expect = 5e-38,   Method: Compositional matrix adjust. 
 Identities = 124/427 (29%), Positives = 196/427 (45%), Gaps = 21/427 (4%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +++P SKS+ +R L+ AALS GT+ V  +  S+D+   L  L+ LG+ +  D       
Sbjct: 12  GAIRVPSSKSMGHRHLICAALSRGTSTVQGVSPSQDIEATLRILQALGVRIHTDTDGTHC 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
                GG     D    V    G +G  +R L      +G    ++  G  R+ ERP+   
Sbjct: 72  TYTVTGGMRSFADT---VLCDAGESGSTLRFLLPLAVWSGNTTRFI--GRGRLPERPLQP 126 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
                +     +         P+ V+G+     G   L G++SSQ+ S LL   PL  G+ 
Sbjct: 127 YYSIFQ--AQHIAFHRENGSLPLTVHGV--FHPGTYVLPGNMSSQFFSGLLFMLPLLRGN 182 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            E+     + S  Y+ +TL  +   G++ +     D ++I+G Q Y++   A VEGD S  
Sbjct: 183 SELRSTTPIESAGYLALTLDCLAAHGIEVQRQAE-DGYFIRGEQSYRAGSYA-VEGDYSQ 240 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           A+++LA   + G  V  +G    S QGD     +L+ MGA +     +V            
Sbjct: 241 AAFWLAAGTLQG-RVVCKGLQPRSRQGDKAIISLLQAMGANLHVVGDTVRAE-------- 291 
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Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L  I  ++   PD+   LA +A  A G T +   A  R+KE +R+ A+  EL KLGA 
Sbjct: 292 TSSLHGIAADVADCPDLVPVLAALATQAQGVTYLYHAARVRLKECDRLHAMTVELQKLGA 351 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDY 435 
            +EE PD   I     L    +  + DHR+AMA + LAA  E P+ +      +K++P + 
Sbjct: 352 HIEETPDSLRIVGKTSLRGGRVYAWRDHRIAMALAVLAASCEAPLQLEGAEAVQKSYPQF 411 
 
Query: 436 FDVLSTF 442 
           +    T  
Sbjct: 412 WQDFQTL 418 
 
 
>ref|ZP_01308785.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri str. Hc (Homalodisca coagulata)] 
 ref|YP_001597999.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri GWSS] 
 gb|EAT14083.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri str. Hc (Homalodisca coagulata)] 
 gb|ABS30603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri GWSS] 
          Length = 413 
 
 Score =  163 bits (413), Expect = 5e-38,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 213/435 (48%), Gaps = 60/435 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I+G V + GSKS SNR L+L AL      ++N+ NS+D   +  AL            + 
Sbjct: 12  DINGNVNITGSKSESNRFLILKALYPDIIELENISNSDDTFILKKAL-----------FS 60 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           K+ ++                   + ++G AMR LTA  +    N   +L G  RM+ERP 
Sbjct: 61  KKKLIN------------------IKHSGTAMRFLTAFFSIKE-NREVILTGSYRMQERP 101 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  LK+LG ++        PP+R+ G   L GG++ +  +ISSQY+SAL++ A    
Sbjct: 102 ISVLVETLKKLGGNIFYEKKNGYPPLRIIG-KKLLGGEINIDANISSQYISALMLIASKF 160 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
              ++I + +K+ SI Y++MTL+++++ G+       W+         K+K      +E  
Sbjct: 161 ENGLKIYLSNKITSISYIKMTLKVLKKLGINV----LWNKNIIYIKKIKFKKKIKITIES 216 
 
Query: 253 DASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLE-MMGAKVTWTETSVTVTGP 310 
           D SSASY+ +  A++    + ++     ++QGD   + + +     K  +    + +    
Sbjct: 217 DWSSASYYYSLVALSKTADLNLKFFNKKNIQGDSIISNIYKNFFNVKTLFKNNEINL--- 273 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
             +      L +ID+++N  PD+A T+ V          +R + + ++KET+R+ A++ E 
Sbjct: 274 --KKLIDIDLNSIDIDLNSTPDIAQTIVVTCTGLKIKCVLRGLETLKIKETDRLNALKNE 331 
 
Query: 371 LTKLGASVEEGPDYCIITPP--EKLNVTAID-------TYDDHRMAMAFSLAACAEVPVT 421 
           L+KLG          IIT    E LN   I        TYDDHRMAM+FS       P++ 
Sbjct: 332 LSKLGVK-------SIITNSSIELLNFNEIKKKEIYIYTYDDHRMAMSFSTLGII-YPIS 383 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I +     K++P+++ 
Sbjct: 384 ILNYNVVSKSYPNFW 398 
 
 
>ref|YP_604470.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           geothermalis DSM 11300] 
 sp|Q1IZN3.1|AROA_DEIGD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF45301.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           geothermalis DSM 11300] 
          Length = 440 
 
 Score =  163 bits (413), Expect = 5e-38,   Method: Compositional matrix adjust. 
 Identities = 146/437 (33%), Positives = 214/437 (48%), Gaps = 24/437 (5%) 
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Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++++ P+ E+ G ++   SK+ + R LL AAL+EG T V     SED   ++  LR  G  
Sbjct: 10  DVLVHPVSELRGELRAQPSKNYTTRYLLAAALAEGETRVVGAATSEDAEALIRCLRAWGA 69 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V  D+  +  VV G G        +  + L  GNAG   R L   V A   + T+V D  
Sbjct: 70  DV--DRVGEDVVVRGFGAH-----PRAGMTLNPGNAGAVARFLMG-VAALTTDTTFVTDY 121 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP GDL+  L++LGA V    G    PV ++G   + GG+V++S   SSQY SA 
Sbjct: 122 SESLGRRPQGDLLAALERLGARVSSRNGQ--LPVTLSGP--VRGGRVEVSAQRSSQYASA 177 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+   PL    +++ +  ++ S   +  TL  +  FG++A  S    R  I GGQ Y+ P 
Sbjct: 178 LMFLGPLLPDGLDLRLTGEIKSHAPLRQTLDTLAAFGLQARASADLTRITIPGGQAYR-P 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V GD   ++  L  AA+  G VTV       LQG+ +   VL  MGA +      V 
Sbjct: 237 GRVLVPGDYPGSAALLVAAALLPGEVTVTNLREGDLQGEREALNVLRAMGADLVREGDRV 296 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           TV G      GR  L A+  + +   D    L   A FA G T   +VA+ R+KE +R+  
Sbjct: 297 TVRG------GRP-LHAVTRDGDSFTDAVQALTAAAAFARGTTTWENVATLRLKECDRIS 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
             R EL +LG +  E  D   IT  +++  ++TA D + DHRM M  +L    AE P+ I 
Sbjct: 350 DTRRELERLGLTATETADSLSITGADRIPGDLTA-DGHGDHRMIMLLTLLGLRAEAPLRI 408 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
                 RK++P +F  L 
Sbjct: 409 TGAHHIRKSYPLFFRHL 425 
 
 
>ref|ZP_07670058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erysipelotrichaceae 
           bacterium 3_1_53] 
 gb|EFP62886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erysipelotrichaceae 
           bacterium 3_1_53] 
          Length = 420 
 
 Score =  163 bits (412), Expect = 6e-38,   Method: Compositional matrix adjust. 
 Identities = 119/426 (27%), Positives = 202/426 (47%), Gaps = 28/426 (6%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SG V +P SKS+++R ++ AAL++GT+V+ N+  S+D+   +  ++ LG  +  ++   + 
Sbjct: 11  SGHVAIPPSKSMAHRAIICAALAQGTSVIKNVAYSQDIKTTIAGMQQLGADIRMEE--DQ 68 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             + G    F V+    + ++F   +G  +R      +      T+   G  R+ +RP   
Sbjct: 69  VTITGIQ-DFTVQ----QKEVFCCESGSTLRFFIPIFSLCNQEITFT--GQGRLMQRPQK 121 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
                 + L      F   D   + +     L  G + L G +SSQ++S LL   P+    
Sbjct: 122 ----VYEDLFHSQSLFFEQDASGITIRE--RLRPGDITLKGDVSSQFISGLLFTLPMLKE 175 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           D  I I+    S  YV++TL+++E FGV    +D     +I G QKYK+   + +EGD S 
Sbjct: 176 DSTIHILPPFESRSYVDLTLQMLETFGVHTSFTDEL-TIHIPGNQKYKAADYS-IEGDYS 233 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
             ++F   AAI    +T+ G    S QGD K   +L+  G  +   E    +         
Sbjct: 234 QLAFFAVLAAINND-LTITGVHHNSRQGDKKILSILKDFGVHMEEVENGYHIYK------ 286 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
            R H  A+D  +   PD+   L V+A+++ G T I +    R+KE++R+ A+  EL K   
Sbjct: 287 SRLHGNAVD--LADCPDLGPILTVLAMYSPGNTHIYNAGRLRIKESDRIEAMEQELRKFH 344 
 
Query: 376 ASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFP 433 
             +    +   I+        T +  ++DHR+ MA S+AA C+    TI       K++P 
Sbjct: 345 VDIHSTENEIFISGGTDYTCDTELSAHNDHRIVMALSVAASCSNSICTIEGAQAINKSYP 404 
 
Query: 434 DYFDVL 439 
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            +FD L 
Sbjct: 405 TFFDDL 410 
 
 
>ref|YP_003687978.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (phosphoenolpyruvate:3-phosphoshikimate5-O-(1- 
           carboxyvinyl)-transferase) (EPSP synthase) 
           [Propionibacterium freudenreichii subsp. shermanii 
           CIRM-BIA1] 
 emb|CBL56542.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (phosphoenolpyruvate:3-phosphoshikimate5-O-(1- 
           carboxyvinyl)-transferase) (EPSP synthase) 
           [Propionibacterium freudenreichii subsp. shermanii 
           CIRM-BIA1] 
          Length = 450 
 
 Score =  163 bits (412), Expect = 6e-38,   Method: Compositional matrix adjust. 
 Identities = 133/430 (30%), Positives = 204/430 (47%), Gaps = 31/430 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS  NR L+LAAL +G + +  L ++ D+  M+ ALR LG ++    A + 
Sbjct: 32  LHATVHVPGSKSEGNRALVLAALGDGPSTITGLPDARDIRLMIAALRGLGTTIAPGDAHE 91 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V  G     P+  A   +    G AG  MR +        G   +V D   R  ERPI 
Sbjct: 92  VTVHPG-----PLHAATAPID--CGLAGTVMRFVPPLAALVAGTTRFVGDD--RAAERPI 142 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+ GL+QLGA       +D  P  +     L G +V +  S SSQ++S LL+AA     
Sbjct: 143 APLLEGLRQLGAATS----SDAIPFDLTAPDELTGHEVSIDASASSQFISGLLLAAAAFP 198 
 
Query: 195 GDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +++      + S P+++MT+ ++ R GV+    +   R+ ++ G    +  +  +E D 
Sbjct: 199 QGIDLMHTGATVPSAPHIDMTIAMLARHGVRVAQPERGRRWVVESGMIRAA--DERIEPD 256 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            ++A+ FL    ITGG+V V      S Q       VL  MGA         T T      
Sbjct: 257 LTNAAVFLIAGVITGGSVAVADWPRRSTQPGALIGPVLARMGAAFATGAGRATAT----- 311 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              R  L+  ++++    ++  ++A +A+ A G T IR V   R  ET+R+ AI TELT+ 
Sbjct: 312 --HRDDLQGAELDLRPASELTCSVAALAVAARGTTTIRGVGHIRGHETDRIAAIATELTR 369 
 
Query: 374 LGASVEEGPDYCIIT----PPEKLNVTAID----TYDDHRMAMAFSLAACAEVPVTIRDP 425 
           +G  V E PD   I       ++L+ +  D     Y DHRMA   +L       + + D  
Sbjct: 370 VGVDVAELPDGLRIEGMAGRLDQLHPSTGDGLFRCYADHRMAHLGALIGLMVPGIRLDDV 429 
 
Query: 426 GCTRKTFPDY 435 
           G T KT PD+ 
Sbjct: 430 GSTTKTMPDF 439 
 
 
>ref|ZP_06425502.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptostreptococcus 
           anaerobius 653-L] 
 gb|EFD04619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptostreptococcus 
           anaerobius 653-L] 
          Length = 454 
 
 Score =  163 bits (412), Expect = 6e-38,   Method: Compositional matrix adjust. 
 Identities = 127/456 (27%), Positives = 228/456 (50%), Gaps = 42/456 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALR 61 
           +I ++P K++ G++ +P SKS+++R+++ A+L+    +  T ++N+  S+D+   +GA+R 
Sbjct: 2   DIRIRP-KKLCGSINIPPSKSMAHRMIICASLATLSCDHDTNIENIAMSDDILATIGAMR 60 
 
Query: 62  TLGLSVEAD---KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-- 116 
           +LGL +E D       R  V G  G      A + + +  G +G  +R +   ++      
Sbjct: 61  SLGLEIEKDLLEGGRYRLKVSGIDGSRNDGLADDYLTIDCGESGSTLRFIIPILSVFAKR 120 
 
Query: 117 -GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G   Y LD   R+ +RP+      L + G D +     D   + + G+ G      ++  
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Sbjct: 121 YGLVNYRLDTRGRLLQRPLDPYFDILDREGIDYNI----DGTSLYIRGMKGFSQSSYEID 176 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           G ISSQ++S LL + PL   D +I I ++L S  YV+MTL  + ++G++ E+ D +  F  
Sbjct: 177 GGISSQFISGLLFSLPLMDFDTDIVIKNRLESRGYVDMTLDALYKYGIEVENID-YKTFK 235 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           IKG Q YK P  A VEGD S A++FL   A+ G  V ++G    SLQ D +  ++++    
Sbjct: 236 IKGNQSYK-PVKASVEGDYSQAAFFLVANAL-GNKVQIKGLDPGSLQLDKEIVDIIDRYD 293 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
            K    E                   AI ++   +PD+   ++++A     P+ I  V   
Sbjct: 294 -KYYCNEGGDRCIASDL---------AIGIDATNIPDIVPIMSLLATNYKYPSKISGVER 343 
 
Query: 356 WRVKETERMVAIRTELTKLGASVE-----EGPDYCIITPPEKLN--------VTAIDTYD 402 
            R+KE++R+ A  ++L  LG  +E     E     I    ++ N           +D++  
Sbjct: 344 LRIKESDRLQATSSQLRILGKDIEIIGEKEETSLLINGNLDRGNKDQSTGDDYYLVDSFK 403 
 
Query: 403 DHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFD 437 
           DHR+AM  ++AA  ++  + I+D     K++P+++D 
Sbjct: 404 DHRIAMTLAIAATVSDKDLVIKDAHVVSKSYPNFWD 439 
 
 
>ref|YP_001135951.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium gilvum 
           PYR-GCK] 
 sp|A4TFB8.1|AROA_MYCGI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABP47163.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium gilvum 
           PYR-GCK] 
          Length = 446 
 
 Score =  163 bits (412), Expect = 6e-38,   Method: Compositional matrix adjust. 
 Identities = 139/428 (32%), Positives = 221/428 (51%), Gaps = 31/428 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS--EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +  TV +PGSKS +NR L+LAAL+  EG++ +   L S D   M+GAL TLGLSV A  + 
Sbjct: 16  VHATVTVPGSKSQTNRALVLAALAAREGSSRISGALRSRDTDLMIGALETLGLSVAASDS 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL--TAAVTAAGGNATYVLDGVPRMR 130 
               + V  G   P  +A+ +  L    AG  +R +   AA++A     T   DG  + R 
Sbjct: 76  DPADLTV-SGTLAPAAEARVDCGL----AGTVLRFVPPIAALSA----QTVTFDGDEQAR 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA- 189 
            RPI  L+ GL+ LG D+D     D  P  V G G + GG V++  S SSQ++S LL++  
Sbjct: 127 SRPIAPLLDGLRTLGVDIDG----DGLPFAVRGTGTVAGGTVEIDASGSSQFVSGLLLSG 182 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A    G   +   D + S P++ MT+ ++   GV+ + S + DR+ +  G      ++   
Sbjct: 183 AAFTDGLTIVHTGDSVPSAPHIAMTVSMLRDAGVEVDDS-APDRWRVSPGP--IGARDWV 239 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S++  FLA A ++GG V + G  T S+Q      ++L  +  +V    + + V   
Sbjct: 240 IEPDLSNSVPFLAAAVVSGGAVRITGWPTVSIQPADTILKILAGLNGEVRKGSSYLEVQ- 298 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD--GPTAIRDVASWRVKETERMVAI 367 
                 G  +   IDV++  + ++A ++A +A  AD    + +R +A  R  ET+R+ A+ 
Sbjct: 299 ------GATNYGGIDVDLRDVGELAPSVAAMAALADPGSVSRLRGIAHLRGHETDRLAAL 352 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TE+  +G   EE  D  +IT  E ++     +Y DHRMA A ++       + + D G  
Sbjct: 353 STEINGIGGQCEETEDGLVITARE-MHGGTWSSYADHRMATAGAIIGLRVPGIEVEDIGT 411 
 
Query: 428 TRKTFPDY 435 
           T KT PD+ 
Sbjct: 412 TAKTLPDF 419 
 
 
>ref|ZP_07526056.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptostreptococcus 
           stomatis DSM 17678] 
 gb|EFM64781.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptostreptococcus 
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           stomatis DSM 17678] 
          Length = 471 
 
 Score =  162 bits (411), Expect = 7e-38,   Method: Compositional matrix adjust. 
 Identities = 138/462 (29%), Positives = 230/462 (49%), Gaps = 54/462 (11%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG----- 64 
            PI+E+        SKS  +R L+ A+L++G + +     SED+   + AL  +G      
Sbjct: 20  NPIREVEAI----SSKSFIHRALICASLAQGRSTISYKGLSEDIMATISALEVMGAKIYI 75 
 
Query: 65  ----LSVEADKAAKRAVVVGCGGKFP--VEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGG 117 
               ++VEA  A   +  +G  G       D K  E  +    +G  +R L    T+    
Sbjct: 76  EEDWMTVEAIPADNMSHSIGSKGNHDHISSDGKYGEKIVDCRESGSTLRMLLPLATSLSD 135 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-NGIG---GLPGGKV- 172 
           +  Y+  G   +  RPI DL   L+Q G  +     +D  P+ + N IG    +   K+  
Sbjct: 136 D--YIFTGRHGLMTRPIDDLTQALRQAGFSI----SSDSLPIEIRNRIGRKRDIEPKKIS 189 
 
Query: 173 --KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
             ++ G ISSQY+S LL+A PL  G + ++++DKL S PY+++T  +M  FGV+ E  DS 
Sbjct: 190 DFQIRGDISSQYISGLLLAGPLMDGKLRVDVMDKLESKPYIDLTKDVMSLFGVEVEEYDS 249 
 
Query: 231 W------DR------FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
                  DR      + IK GQ YKS K    E D S+A +FLA  A+  G + V      
Sbjct: 250 RESLADGDRNRIIKTYSIKPGQAYKSNK-IKAESDWSNAGFFLAIGALFRG-IRVLNLDL 307 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            S QGD +  E+L+  GA++   ++ + V    R+P        +++N+   PD+   LA 
Sbjct: 308 ESSQGDKRIIEILKEYGARLVVKDSYIEVLPGQRKP--------LNLNIADTPDMLPILA 359 
 
Query: 339 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVT 396 
           ++A+FA+G ++   +   R+KE++R+ ++ + +  LGA         II+    +KL V  
Sbjct: 360 ILAVFAEGESSFTGIDRLRIKESDRIESVISMVECLGACACLKGKNLIISGRDRKKLPVY 419 
 
Query: 397 AIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFD 437 
            +++++DHR+ MA S+AA   +  + I       K++P +FD 
Sbjct: 420 RVNSFNDHRIVMASSIAASLLDGQLIIEGAEAVNKSYPTFFD 461 
 
 
>ref|ZP_01946380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           'MSU Goat Q177'] 
 ref|ZP_02219938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii RSA 
           334] 
 ref|YP_002305636.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           CbuK_Q154] 
 sp|B6J892.1|AROA_COXB1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EAX32956.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           'MSU Goat Q177'] 
 gb|EDR35049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii RSA 
           334] 
 gb|ACJ20491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           CbuK_Q154] 
          Length = 438 
 
 Score =  162 bits (411), Expect = 7e-38,   Method: Compositional matrix adjust. 
 Identities = 141/436 (32%), Positives = 219/436 (50%), Gaps = 29/436 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + +SG + +PG KS+S+R +LLAA++EG T VD  L   D   M+ AL+ +G S++   
Sbjct: 7   PSQGLSGEICVPGDKSISHRAVLLAAIAEGQTQVDGFLMGADNLAMVSALQQMGASIQVI 66 
 
Query: 71  KAAKRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +     VV G G    + P E       L  GN+G A+R L+  +  AG     VL G   
Sbjct: 67  EDENILVVEGVGMTGLQAPPE------ALDCGNSGTAIRLLSGLL--AGQPFNTVLTGDS 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            ++ RP+  ++  L  +GA +D     + PP+++ G   L G   +L  + S+Q  S LL 
Sbjct: 119 SLQRRPMKRIIDPLTLMGAKIDST--GNVPPLKIYGNPRLTGIHYQLPMA-SAQVKSCLL 175 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 790



 

 

Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   I         P  + T RL++ F    +         + GG K K+  + 
Sbjct: 176 LAGLYARGKTCIT-----EPAPSRDHTERLLKHFHYTLQKDKQS--ICVSGGGKLKA-ND 227 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             + GD SSA++F+  A IT G+  +  C        +    +L+MMGA +  T  +    
Sbjct: 228 ISIPGDISSAAFFIVAATITPGS-AIRLCRVGVNPTRLGVINLLKMMGADIEVTHYTEKN 286 
 
Query: 308 TGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +   R   LK ID+  +++P   D    L + A  A G T +RDVA  RVKET+R 
Sbjct: 287 EEPTADITVRHARLKGIDIPPDQVPLTIDEFPVLLIAAAVAQGKTVLRDVAELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+   L KLG + E  PD  II     L    +++YDDHR+AMAF++A   A+ PV I 
Sbjct: 347 IAAMVDGLQKLGIAAESLPDGVIIQ-GGTLEGGEVNSYDDHRIAMAFAVAGTLAKGPVRI 405 
 
Query: 423 RDPGCTRKTFPDYFDV 438 
           R+    + +FP++ ++ 
Sbjct: 406 RNCDNVKTSFPNFVEL 421 
 
 
>ref|YP_003543344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri DMIN] 
 gb|ADE35480.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri DMIN] 
          Length = 413 
 
 Score =  162 bits (411), Expect = 7e-38,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 213/435 (48%), Gaps = 60/435 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I+G V + GSKS SNR L+L AL      ++N+ NS+D   +  AL            + 
Sbjct: 12  DINGNVNITGSKSESNRFLILKALYPDIIELENISNSDDTFILKKAL-----------FS 60 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           K+ ++                   + ++G AMR LTA  +    N   +L G  RM+ERP 
Sbjct: 61  KKKLIN------------------IKHSGTAMRFLTAFFSIKE-NREVILTGSYRMQERP 101 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  +K+LG ++        PP+R+ G   L GG++ +  +ISSQY+SAL++ A    
Sbjct: 102 ISVLVETIKKLGGNIFYEKKNGYPPLRIIG-KKLLGGEINIDANISSQYISALMLIASKF 160 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
              ++I + +K+ SI Y++MTL+++++ G+       W+         K+K      +E  
Sbjct: 161 ENGLKIYLSNKITSISYIKMTLKVLKKLGINV----LWNKNIIYIKKIKFKKKIKITIES 216 
 
Query: 253 DASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLE-MMGAKVTWTETSVTVTGP 310 
           D SSASY+ +  A++    + ++     ++QGD   + + +     K  +    + +    
Sbjct: 217 DWSSASYYYSLVALSKTADLNLKFFNKKNIQGDSIISNIYKNFFNVKTLFKNNEINL--- 273 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
             +      L +ID+++N  PD+A T+ V          +R + + ++KET+R+ A++ E 
Sbjct: 274 --KKLIDIDLNSIDIDLNSTPDIAQTIVVTCTGLKIKCVLRGLETLKIKETDRLNALKNE 331 
 
Query: 371 LTKLGASVEEGPDYCIITPP--EKLNVTA-------IDTYDDHRMAMAFSLAACAEVPVT 421 
           L+KLG          IIT    E LN          I TYDDHRMAM+FS       P++ 
Sbjct: 332 LSKLGVK-------SIITNSSIELLNFNEIKKKEIYISTYDDHRMAMSFSTLGII-YPIS 383 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I +     K++P+++ 
Sbjct: 384 ILNYNVVSKSYPNFW 398 
 
 
>ref|YP_004078450.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           Spyr1] 
 gb|ADU00616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           Spyr1] 
          Length = 446 
 
 Score =  162 bits (411), Expect = 8e-38,   Method: Compositional matrix adjust. 
 Identities = 139/428 (32%), Positives = 221/428 (51%), Gaps = 31/428 (7%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALS--EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +  TV +PGSKS +NR L+LAAL+  EG++ +   L S D   M+GAL TLGLSV A  + 
Sbjct: 16  VHATVTVPGSKSQTNRALVLAALAAREGSSRISGALRSRDTDLMIGALETLGLSVAASDS 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL--TAAVTAAGGNATYVLDGVPRMR 130 
               + V  G   P  +A+ +  L    AG  +R +   AA++A     T   DG  + R 
Sbjct: 76  DPADLTV-SGTLAPAAEARVDCGL----AGTVLRFVPPIAALSA----QTVTFDGDEQAR 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA- 189 
            RPI  L+ GL+ LG D+D     D  P  V G G + GG V++  S SSQ++S LL++  
Sbjct: 127 SRPIAPLLDGLRTLGVDIDG----DGLPFAVRGTGTVAGGTVEIDASGSSQFVSGLLLSG 182 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A    G   +   D + S P++ MT+ ++   GV+ + S + DR+ +  G      ++   
Sbjct: 183 AAFTDGLTIVHTGDSVPSAPHIAMTVSMLRDAGVEVDDS-APDRWRVSPGPIGA--RDWV 239 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S++  FLA A ++GG V + G  T S+Q      ++L  +  +V    + + V   
Sbjct: 240 IEPDLSNSVPFLAAAVVSGGAVRITGWPTVSIQPADTILKILAGLNGEVRKGSSYLEVQ- 298 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD--GPTAIRDVASWRVKETERMVAI 367 
                 G  +   IDV++  + ++A ++A +A  AD    + +R +A  R  ET+R+ A+ 
Sbjct: 299 ------GATNYGGIDVDLRDVGELAPSVAAMAALADPGSVSRLRGIAHLRGHETDRLAAL 352 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TE+  +G   EE  D  +IT  E ++     +Y DHRMA A ++       + + D G  
Sbjct: 353 STEINGIGGQCEETEDGLVITARE-MHGGTWSSYADHRMATAGAIIGLRVPGIEVEDIGT 411 
 
Query: 428 TRKTFPDY 435 
           T KT PD+ 
Sbjct: 412 TAKTLPDF 419 
 
 
>ref|YP_875152.1| 5-enolpyruvylshikimate-3-phosphate synthase [Cenarchaeum symbiosum 
           A] 
 gb|ABK76848.1| 5-enolpyruvylshikimate-3-phosphate synthase [Cenarchaeum symbiosum 
           A] 
          Length = 414 
 
 Score =  162 bits (410), Expect = 9e-38,   Method: Compositional matrix adjust. 
 Identities = 132/422 (31%), Positives = 209/422 (49%), Gaps = 26/422 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+ GTV  P SKS ++R++ LA+LSEGT+ + N+L+SED    + A R  G  +  D    
Sbjct: 5   ELRGTVSCPPSKSYTHRMVFLASLSEGTSRIKNILHSEDAEATMRACRGFGADITED--G 62 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V+ G     P +       + + N+G  +R   A    AGG +   + G   +++RP 
Sbjct: 63  SDLVIRGNPEVKPAD-------IDVANSGTTIRIAAAVAALAGGRSN--MTGDSSIQKRP 113 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G L+  L+ +GA   C      PP+ V G   + GG   + G +SSQ++SALLMAAPL  
Sbjct: 114 MGPLLEALEAIGAR--CVSEEGSPPLSVEGP--IQGGAASIRGDVSSQFISALLMAAPLT 169 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
              VE+ I  + +S PY+  T+  M +FGV+   +    ++ ++ G  YK      V  D 
Sbjct: 170 PMGVELSITGEPVSRPYIGATISAMAKFGVQVVAAADHKKYGVRPG-GYKG-TEVVVPPD 227 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+ S  LA + +TG  + +E   +   QGD  F  +LE +G  +   +  +  + PPR  
Sbjct: 228 YSTLSLLLAASVLTGDGLEIEAENSDLPQGDKAFLGILEQLGVTLRPGK-RIATSSPPR- 285 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L     ++   PD+   L+++AL  D    I +V   R+KET+R+  +  EL K 
Sbjct: 286 ------LNGGTFDLGDTPDLLPPLSILALKCD-RMEIVNVGHARLKETDRIGILCRELGK 338 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG  +EE  D  +I     L+   +D   DHR+ MAF +A        IRD      ++P 
Sbjct: 339 LGLDIEERKDGMLIRTGGGLHGAELDPEGDHRLFMAFCIAGMHLGDCVIRDTDSVAVSYP 398 
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Query: 434 DY 435 
            + 
Sbjct: 399 GF 400 
 
 
>ref|YP_001069689.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           JLS] 
 sp|A3PWC1.1|AROA_MYCSJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABN97198.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           JLS] 
          Length = 438 
 
 Score =  162 bits (410), Expect = 9e-38,   Method: Compositional matrix adjust. 
 Identities = 134/429 (31%), Positives = 214/429 (49%), Gaps = 34/429 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS--EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +  T+ +PGSKS +NR L+LAAL+  +GT+ +   L S D   M+GAL+TLG  VE+    
Sbjct: 16  VHATLTIPGSKSQTNRALVLAALATPQGTSTISGALRSRDTDLMIGALQTLGFDVES--- 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEV---QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                 VG      V          ++  G AG  +R L     AA    T   DG  +  
Sbjct: 73  ------VGTDSDLRVGGGLAPAAGARVDCGLAGTVLRFLPP--VAALSTETVEFDGDEQA 124 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RPI  L+ GL+ LG  +D     D  P RV G G + GG V++  S SSQ++S L+++ 
Sbjct: 125 RARPIAPLLAGLQSLGVRIDG----DGLPFRVRGEGSVAGGTVEIDASASSQFVSGLMLS 180 
 
Query: 190 APLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             L    + I    + + S P+V MT+ ++   GV+ + +++ +R+ ++ G+   + ++  
Sbjct: 181 GALFRDGLTIVHTGESVPSAPHVAMTVSMLRDAGVEVDDTET-NRWTVRPGRV--AARHW 237 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A  FL+   ++GG V V G    S Q       +LE +GA V  +E+ + V  
Sbjct: 238 TIEPDLSNAVPFLSAGVVSGGAVRVTGWPAVSTQPAAAIMAILEKVGAVVRQSESYLEVQ 297 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD--GPTAIRDVASWRVKETERMVA 366 
                  G +  +  DV+++ + ++   +A +A  A     + +R VA  R  ET+R+ A 
Sbjct: 298 -------GTRQYQGFDVDLHDVGELTPAVAALAAVATPGAVSRLRGVAHLRGHETDRLAA 350 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  E+  LG   EE  D  +IT    L+     +Y DHRMAMA ++       V I D   
Sbjct: 351 LSAEINGLGGQCEETADGLVIT-AAPLHGGVWHSYADHRMAMAGAIVGLRTPGVEIEDIA 409 
 
Query: 427 CTRKTFPDY 435 
            T KT P++ 
Sbjct: 410 TTAKTLPEF 418 
 
 
>ref|YP_003938566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           bifidum S17] 
 gb|ADO52992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           bifidum S17] 
          Length = 476 
 
 Score =  162 bits (410), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 141/444 (31%), Positives = 211/444 (47%), Gaps = 25/444 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D     
Sbjct: 43  LNATVTIPGSKSLSNRYLILAALGAKPVTLVGLLRSRDTELMMGALSALGVRCDIDPEND 102 
 
Query: 75  RAVVVGCGGKFPVEDAK--EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             V V      P E  +    V ++ G AG  MR +      A  +A    DG  +   R 
Sbjct: 103 TTVTV-----TPPESGRFSGNVGVYCGLAGTVMRFVPGLALFA--DAPVRFDGDDQAYAR 155 
 
Query: 133 PIGDLVVGLKQLGADVDCF-----LGTDCPPVRVNG---IGGLPGGKVKLSGSISSQYLS 184 
           P+  ++ GL+QLGA V+       L     P R +G     G    KV +  S SSQ++S 
Sbjct: 156 PMQPVLDGLEQLGARVEYHGEHGRLPFTITPPRHDGEQADDGSAAAKVSIDSSGSSQFIS 215 
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Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            LL+      G +E+    +K  S+P++ MT+  +      A  +D   R +  G    + 
Sbjct: 216 GLLLIGSRLPGGLELRHTGEKTPSLPHIRMTVADVNGASGNAT-ADEESRVWRVGHAALQ 274 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P+   VE D S+A+ FL  A I GGTV V      + Q        LE MGA+V++ E  
Sbjct: 275 LPERVVVEPDLSNAAPFLGAALIAGGTVRVPHWPAETTQPGGLLPGYLERMGARVSFPEE 334 
 
Query: 304 SVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                    E  G  H+  + D ++    ++A +LA +  FAD PT +  +   R  ET  
Sbjct: 335 DGVRYC---EVSGDGHVHGLGDFDLTAAGEIAPSLAAILAFADAPTRMLGIGHLRGHETN 391 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TE+T++G    E  D   IT  P E+L+   +++Y DHRMA   ++   A   V 
Sbjct: 392 RLEALVTEITRIGGEARELEDGIEITPVPVERLHGEVMESYADHRMATFAAMIGLAVPGV 451 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            I +   TRKT PD+  + +  ++ 
Sbjct: 452 RIVNVETTRKTLPDFVGMWTGMLE 475 
 
 
>ref|YP_002307523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermococcus 
           onnurineus NA1] 
 gb|ACJ16626.1| 5-enolpyruvylshikimate-3-phosphate synthase [Thermococcus 
           onnurineus NA1] 
          Length = 402 
 
 Score =  162 bits (410), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 137/439 (31%), Positives = 221/439 (50%), Gaps = 42/439 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++P+ E++G V+ P SKS ++R   LA L+EG + V   L S+D    L A+R  G S 
Sbjct: 3   VIIRPVGEVTGEVEAPPSKSYTHRAYFLALLAEGRSKVKRPLVSDDTLATLNAIRAFGAS 62 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           VE +     +++     K    DA E        +G   R   A  +  GG +T  ++G  
Sbjct: 63  VEGE-----SIIPPEWPKGAFIDAHE--------SGTTARIALAVASIGGGEST--VNGG 107 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            R+RERP G+LV  L++ GA+++     +  P+RV G   L    V++  S SSQ+ +AL 
Sbjct: 108 RRLRERPFGELVRALRKAGAEIEG----ERLPLRVIG-RNLRRRDVEVDASTSSQFATAL 162 
 
Query: 187 LMAAPLALGDVEIEI-IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+        V +E+ I + +S PY+E+T R ++ FG      + +D FYI+ G    S  
Sbjct: 163 LIIG----AKVGMEVLIKRSVSRPYIEVTARTLKAFGADFRR-EGFD-FYIEPGITGTS- 215 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V GD SSAS+FLA  A+  G V +       +Q D    + L   GA+V      V 
Sbjct: 216 --FTVPGDYSSASFFLAAGALY-GRVKIRNLDPKDVQADRAIIDALREFGAEVRVGRNYV 272 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                      +  L+ ++++ +  PD+   LAVVA +A+G + +R     R KE++R+  
Sbjct: 273 EAE--------KGELRGVEMDCSDFPDLFPVLAVVASYAEGRSVLR-ARQLRFKESDRVR 323 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
           A+   L+++G  V E PD   I    +      +T++DHR+AMA  +AA  A     I + 
Sbjct: 324 AMAVNLSRMGIRVRELPDGLEIEGG-RPKGGQFETFNDHRIAMAMVVAALGARGESVIPE 382 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
            G   K++P +F+ L   V 
Sbjct: 383 TGSVSKSYPGFFNDLRRLV 401 
 
 
>ref|YP_003373856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gardnerella vaginalis 
           409-05] 
 gb|ADB14644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gardnerella vaginalis 
           409-05] 
          Length = 461 
 
 Score =  162 bits (410), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 139/435 (31%), Positives = 218/435 (50%), Gaps = 23/435 (5%) 
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Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--D 70 
            ++   +++PGSKSLSNR L+LAAL   + V+  LL S D   M+ AL T G+  E+  + 
Sbjct: 29  HQLKAYIEVPGSKSLSNRYLILAALGTKSVVLQGLLRSRDTELMINALSTFGVRCESLNE 88 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              K  V+    G F V D  E   ++ G AG  MR + A    A  N     DG  +   
Sbjct: 89  DGTKLRVIPPEDGIFRVPDNAE---VYCGLAGTVMRFVAALALFA--NKAVRFDGDKQAY 143 
 
Query: 131 ERPIGDLVVGLKQLGADV-----DCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            RP+  ++ GL+QLGA V     + FL  T  PP     I       V++  S SSQ++S 
Sbjct: 144 ARPMKPVLDGLEQLGARVKYHEEEGFLPFTITPPSVEFKINNFSEKIVQIDSSSSSQFIS 203 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQK 241 
           ALL+      G +E++ I D L S+P++ MT+  + + G  V    +  W   ++K   K 
Sbjct: 204 ALLLIGSRIPGGLELKHIGDTLPSMPHIRMTMDDICKAGGIVNMTSNAMW---HVKE-SK 259 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                   +E D S+A+ FL  + I GG+V++     +S Q       +LE M AKV++  
Sbjct: 260 INLANVVTIEPDLSNAAPFLGASLIAGGSVSIPNWPFSSTQPGGLLPGILETMCAKVSFE 319 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +TS        E  G   +KAI  ++++   ++A ++A +  FADGP+ +  +A  R  E 
Sbjct: 320 KTSDDAGIMHVESDGA--IKAIPYLDLSAAGEIAPSIAAILAFADGPSELHGIAHLRGHE 377 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T R+ A+  EL ++G   +E  D   I P   ++   ++TY DHRMA   ++       + 
Sbjct: 378 TNRLQALVNELNRVGIGAKELEDGIRIEPSNHMHGEVMETYADHRMATFAAMLGLRIENI 437 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            I++   TRKT PD+ 
Sbjct: 438 RIKNISTTRKTIPDF 452 
 
 
>ref|ZP_06927588.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gardnerella vaginalis 
           AMD] 
 gb|EFH27149.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gardnerella vaginalis 
           AMD] 
          Length = 453 
 
 Score =  162 bits (410), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 138/435 (31%), Positives = 218/435 (50%), Gaps = 23/435 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--D 70 
            ++   +++PGSKSLSNR L+LAAL     V+  LL S D   M+ AL T G+  E+  + 
Sbjct: 21  HQLKAYIEVPGSKSLSNRYLILAALGTKPVVLQGLLRSRDTELMISALSTFGVRCESLNE 80 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              K  V+    G F + D  E   ++ G AG  MR + A    A  N     DG  +   
Sbjct: 81  DGTKLRVIPPEDGVFRIPDNAE---VYCGLAGTVMRFVAALTLFA--NKAVRFDGDKQAY 135 
 
Query: 131 ERPIGDLVVGLKQLGADV-----DCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            RP+  ++ GL+QLGA V     + FL  T  PP   + I       V++  S SSQ++S 
Sbjct: 136 ARPMKPVLDGLEQLGARVKYHEEEGFLPFTITPPAIESRINDFSEKIVQIDSSSSSQFIS 195 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQK 241 
           ALL+      G +E++ I D L S+P++ MT+  + + G  V    +  W   ++K   K 
Sbjct: 196 ALLLIGSRIPGGLELKHIGDTLPSMPHIRMTMDDICKAGGVVNMTSNAMW---HVKE-SK 251 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                   +E D S+A+ FL  + I GG+V++     +S Q       +LE M AKV++  
Sbjct: 252 IALSDTVTIEPDLSNAAPFLGASLIAGGSVSIPNWPFSSTQPGGLLPGILEKMCAKVSFE 311 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAID-VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +TS        E  G   +KAI  ++++   ++A ++A +  FADGP+ +  +A  R  E 
Sbjct: 312 KTSDDAGIMHVESDGS--IKAIPYLDLSAAGEIAPSIAAILAFADGPSELHGIAHLRGHE 369 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T R+ A+  EL ++G   +E  D   I P   ++   ++TY DHRMA   ++       + 
Sbjct: 370 TNRLQALVNELNRVGIGAKELEDGIRIEPSNHMHGEVMETYADHRMATFAAMLGLRIENI 429 
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Query: 421 TIRDPGCTRKTFPDY 435 
            I++   TRKT PD+ 
Sbjct: 430 RIKNISTTRKTIPDF 444 
 
 
>ref|ZP_07456280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           dentium ATCC 27679] 
 ref|ZP_07695387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           dentium JCVIHMP022] 
 gb|EFM41447.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           dentium ATCC 27679] 
 gb|EFO78430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           dentium JCVIHMP022] 
          Length = 450 
 
 Score =  162 bits (409), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 135/439 (30%), Positives = 208/439 (47%), Gaps = 22/439 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+ ALR LG+  E D A 
Sbjct: 19  KPLNATVVVPGSKSLSNRYLILAALGSAPVRLVGLLRSRDTELMMDALRALGVRCEIDAA 78 
 
Query: 73  AKRAVVVGCGGKFPVEDA-KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               V V      P  D  +   ++F G AG  MR +      A G   +  +G  +    
Sbjct: 79  TDTTVTV----VPPANDRFRGNTKVFCGLAGTVMRFVPGLAMFADGPVDF--EGDEQAYA 132 
 
Query: 132 RPIGDLVVGLKQLGADVDCF-----LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           RP+  ++ GL+QLGA ++       L     P  V+         V +  S SSQ++S L 
Sbjct: 133 RPMKPVLDGLQQLGATIEYHGEEGRLPFTITPPTVDPAARATPSVVSIDSSGSSQFISGL 192 
 
Query: 187 LMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+      G +E+    +K  S+P++ MT+  +   GV  +  +    + ++ G   + P 
Sbjct: 193 LLVGSRVPGGLELHHTGEKTPSLPHIRMTVADLRGSGVSVQADEEARVWTVRPG-AVQLP 251 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETS 304 
               VE D S+A+ FL  A I GGTV V      + Q        LE MGAKV++ +E   
Sbjct: 252 NAVTVEPDLSNAAPFLGAALIAGGTVRVPHWPENTTQPGGLLPGYLERMGAKVSFPSENG 311 
 
Query: 305 VTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           +       E  G  H+K + D ++    ++A +LA V +FAD PT +  +   R  ET R 
Sbjct: 312 IRYC----EVRGDGHIKGLGDFDLTAAGEIAPSLAAVLVFADEPTRMLGIGHLRGHETNR 367 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           + A+  E+ ++G    E  D   I P   E L  + ++TY DHRMA   ++       +  
Sbjct: 368 LEALVNEIKRIGGEARELSDGLEIVPVSSENLKPSEMETYADHRMATFAAMLGLRIKGIQ 427 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           + +   T KT PD+ ++ + 
Sbjct: 428 VHNVATTAKTLPDFVNMWN 446 
 
 
>dbj|BAJ30694.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Kitasatospora setae KM-6054] 
          Length = 439 
 
 Score =  162 bits (409), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 137/430 (31%), Positives = 207/430 (48%), Gaps = 25/430 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS +NR L+LAAL++G   V   L S D   M   LR LG++VE    A  
Sbjct: 15  VDATVTIPGSKSATNRALVLAALADGPGWVRRPLRSRDSQLMADGLRALGVTVEETVNAA 74 
 
Query: 75  RAVVVGCGGK-----FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                G GG       P E      ++ +GNAG  MR L      A G   +  DG PR  
Sbjct: 75  SG---GTGGGEAWRVIPAERLLGPARVDVGNAGTVMRFLPPLAALADGPVHF--DGDPRS 129 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            ERP   ++  L+ LGA +D   G    P+ V+G G L GG V++  S SSQ++SALL++ 
Sbjct: 130 HERPQHGVIDALRVLGARIDDG-GRGGFPLTVHGTGALDGGPVEVDASSSSQFISALLLS 188 
 
Query: 190 APLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKA---EHSDSWDRFYIKGGQKYKSP 245 
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           A      VEI      + S+P++ MT+ ++ + G +    E     D + +  G       
Sbjct: 189 AARFQHGVEIRNTGGSVPSLPHIRMTVDMVRKAGGQVDAPEDGGEKDVWRVTPGALIG-- 246 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           ++  VE D S+A+ F A A  TGG VTV      + Q   +  E+   MG    +T+  + 
Sbjct: 247 RDLVVEPDLSNAAPFFAAALATGGRVTVRDWPRHTYQPGDQLREIFTAMGGSCEFTDEGL 306 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             TG  +       +  I+ +++ + ++   +A VA  A   + +  +A  R+ ET+R+  
Sbjct: 307 EFTGTGK-------ISGIEADLHDVGELTPVIAAVAALAGSESHLYGIAHLRLHETDRLA 359 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  E+  LG  V E  D   I  P  L+     TY+DHR+A A ++       V + D  
Sbjct: 360 ALAREINALGGDVTETEDGLRIR-PRPLHGGVFHTYEDHRLATAAAVLGLLVDGVLVEDV 418 
 
Query: 426 GCTRKTFPDY 435 
             T KT PD+ 
Sbjct: 419 ATTAKTLPDF 428 
 
 
>ref|ZP_02918899.1| hypothetical protein BIFDEN_02218 [Bifidobacterium dentium ATCC 
           27678] 
 ref|YP_003360463.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           dentium Bd1] 
 gb|EDT46367.1| hypothetical protein BIFDEN_02218 [Bifidobacterium dentium ATCC 
           27678] 
 gb|ADB09639.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           dentium Bd1] 
          Length = 450 
 
 Score =  162 bits (409), Expect = 1e-37,   Method: Compositional matrix adjust. 
 Identities = 135/440 (30%), Positives = 209/440 (47%), Gaps = 24/440 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+ ALR LG+  E D A 
Sbjct: 19  KPLNATVVVPGSKSLSNRYLILAALGSVPVRLVGLLRSRDTELMMDALRALGVRCEIDAA 78 
 
Query: 73  AKRAVVV--GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V     G+F     +   ++F G AG  MR +      A G   +  DG  +   
Sbjct: 79  TDTTVTVVPPADGRF-----RGNTKVFCGLAGTVMRFVPGLAMFADGPVDF--DGDEQAY 131 
 
Query: 131 ERPIGDLVVGLKQLGADVDCF-----LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
            RP+  ++ GL+QLGA ++       L     P  V+         V +  S SSQ++S  
Sbjct: 132 ARPMKPVLDGLQQLGATIEYHGEEGRLPFTITPPTVDPAARATPSVVSIDSSGSSQFISG 191 
 
Query: 186 LLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LL+      G +E+    +K  S+P++ MT+  +   GV  +  +    + ++ G   +  
Sbjct: 192 LLLVGSRVPGGLELHHTGEKTPSLPHIRMTVADLRGSGVSVQADEEARVWTVRPG-AVQL 250 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TET 303 
           P    VE D S+A+ FL  A I GGTV V      + Q        L+ MGAKV++ +E  
Sbjct: 251 PNAVTVEPDLSNAAPFLGAALIAGGTVRVPHWPENTTQPGGLLPGYLKRMGAKVSFLSEN 310 
 
Query: 304 SVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            +       E  G  H+K + D ++    ++A +LA V +FAD PT +  +   R  ET  
Sbjct: 311 GIRYC----EVRGDGHIKGLGDFDLTAAGEIAPSLAAVLVFADEPTRMLGIGHLRGHETN 366 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+  E+ ++G    E  D   I P   E L  + ++TY DHRMA   ++       + 
Sbjct: 367 RLEALVNEIKRIGGEARELSDGLEIVPVSSENLKPSEMETYADHRMATFAAMLGLRIKGI 426 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            + +   T KT PD+ ++ + 
Sbjct: 427 QVHNVATTAKTLPDFVNMWN 446 
 
 
>ref|ZP_02456732.1| bifunctional prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Burkholderia pseudomallei 9] 
          Length = 149 
 
 Score =  161 bits (408), Expect = 1e-37,   Method: Compositional matrix adjust. 
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 Identities = 82/146 (56%), Positives = 101/146 (69%), Gaps = 8/146 (5%) 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
           GA VT  +  + V G      G  H  L  ID++ N +PD AMT+AV ALFADGP+ +R+ 
Sbjct: 1   GANVTMGDDWIEVRG-----IGHDHGRLAPIDMDFNLIPDAAMTIAVAALFADGPSTLRN 55 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFS 411 
           + SWRVKET+R+ A+ TEL K+GA+VEEG DY ++TPP +L   A IDTYDDHRMAM FS 
Sbjct: 56  IGSWRVKETDRIAAMATELRKVGATVEEGADYLVVTPPAQLTPNASIDTYDDHRMAMCFS 115 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFD 437 
           L +   VPV I DP C  KTFPDYFD 
Sbjct: 116 LVSLGGVPVRINDPKCVGKTFPDYFD 141 
 
 
>ref|YP_001538880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora arenicola 
           CNS-205] 
 gb|ABV99889.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora arenicola 
           CNS-205] 
          Length = 433 
 
 Score =  161 bits (408), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 130/432 (30%), Positives = 206/432 (47%), Gaps = 23/432 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S T++LPGSKSL+ R L+L+ L+ G + +   L + D   M   LR +G+ +      + 
Sbjct: 22  VSTTLRLPGSKSLTARALVLSGLATGPSTLARPLRARDTELMADGLRAMGVHMSISDDER 81 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V        P+        + +G AG  MR L      A G  T+  DG P+ R RP+ 
Sbjct: 82  WLVR-----PHPLAG---PAHVDVGLAGTVMRFLPPVAGLADGQITF--DGDPQARLRPL 131 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LA 193 
           G L+  L +LG  +     T   P+ V G G + GG+V +  S SSQ +S LL+AAP    
Sbjct: 132 GPLLDALSRLGVRITTP-PTGSLPLTVLGGGQIRGGEVVIDASASSQLVSGLLLAAPHFD 190 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G V   +   + S P++ MT+ ++   G   + +   D + ++ G      +   +E D 
Sbjct: 191 RGVVVRHVGPPVPSAPHLRMTVHMLRSAGAAVDDTAP-DVWTVEPGPLAG--RGWEIEPD 247 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A  F A A +TGG VTV G    S+Q   +   +L+ MG +V+ +   +TV       
Sbjct: 248 LSGAVPFFAAALVTGGEVTVTGWPGGSVQPVERLRGLLQAMGGEVSLSTAGLTVR----- 302 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G   L  +  +++ + ++   L  +A+ AD P+    +A  R  ET+R+ ++  E T  
Sbjct: 303 --GTGALHGLTADLSDVSELTPALTALAMLADSPSRFTGIAHIRGHETDRITSLAREFTA 360 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LGA + E  D   I  P  L     +TY DHRMA A ++   A   + + D  CT KT P 
Sbjct: 361 LGADLTEFHDGLAIR-PRPLRSGVFETYHDHRMAHAAAITGLAVPGIELSDVACTSKTMP 419 
 
Query: 434 DYFDVLSTFVKN 445 
           ++  + S  V   
Sbjct: 420 EFPALWSAMVTG 431 
 
 
>ref|ZP_05902570.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptotrichia 
           hofstadii F0254] 
 gb|EEX73483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptotrichia 
           hofstadii F0254] 
          Length = 433 
 
 Score =  161 bits (408), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 127/441 (28%), Positives = 224/441 (50%), Gaps = 38/441 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGT----TVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           ++GT+++P SKS S+R ++ AAL+E      + +DNL  S D+      +   G  +  + 
Sbjct: 10  LNGTIEIPPSKSYSHRAVIAAALAENKDNRKSKIDNLKFSVDITTTTDIMENWGAKINRE 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 798



 

 

           +++    ++G GGK   +D  + VQ     +G  +R L             + DG  ++  
Sbjct: 70  ESSLE--IIGNGGKVVPKD--KYVQC--NESGSTIRFLIP--IGITDENELIFDGKGKLV 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +RP+        + G     F   +    P+ VNG   L  G  ++ G+ISSQ+++ LL  
Sbjct: 122 DRPLDSYYRIFDKQG----IFYKNENGKLPLTVNG--KLKAGNYEIDGNISSQFITGLLY 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A PL  GD ++ I   L S  Y+++TL +++  G++  +++ +  F IKG Q YK P +  
Sbjct: 176 ALPLLDGDSKLTINKNLESKGYIDLTLEILKLAGIEIVNNN-YKSFDIKGNQIYK-PFDY 233 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGC---GTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            VEGD S  ++++    I+        C      SLQGD +  E++E MGA +   +  V 
Sbjct: 234 TVEGDYSQVAFWIVAGIISANKDNEVKCLHVNKNSLQGDREIIEIVERMGADIEIFDNYV 293 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            V  P +        K   +++++ PD+   L V+   ++G T I +    R+KE++R+  
Sbjct: 294 LVR-PSK-------TKGTVIDISQCPDIGPILTVLGALSEGETRIINGERLRIKESDRIT 345 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
           +I+TEL KLGA+V E  D  II   E       ++ ++DHR+AM+ ++A+   E  + +  
Sbjct: 346 SIKTELNKLGANVAEEGDSLIIQGVEVFTGGVTVNAWNDHRIAMSLAIASTRCEKEIILE 405 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +    RK++P ++D    FVK 
Sbjct: 406 EAESVRKSYPHFWD---DFVK 423 
 
 
>ref|ZP_05631302.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           gonidiaformans ATCC 25563] 
 ref|ZP_07914369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           gonidiaformans ATCC 25563] 
 gb|EFS28839.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           gonidiaformans ATCC 25563] 
          Length = 408 
 
 Score =  161 bits (408), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 118/432 (27%), Positives = 209/432 (48%), Gaps = 50/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G VK+P SKS  +R ++ A+ S+  +V+DN+  S+D+   L  ++ LG  +E      
Sbjct: 7   HLKGKVKIPSSKSYCHRYIIAASFSKKESVLDNVSMSDDIKSTLEIVKKLGAKIEQ---K 63 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT-AAVTAAGGNATYVLDGVPRMRER 132 
            +  ++    K  + D KE +  F   +   +R L   ++T       Y    +P+   R 
Sbjct: 64  NQTFIIQ---KKSICDKKEPLYFFCSESASTLRFLIPISITNPRKVFFYGKHNLPK---R 117 
 
Query: 133 PIGDLVVGLK------QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           P+      L+      Q   + D  +  D         G L  GK +++G++SSQ+++AL 
Sbjct: 118 PLSPFFPILEASHVSFQTKGEKDLCIQLD---------GQLKSGKYEIAGNVSSQFITAL 168 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A PL  GD EI I+  L S  Y+EMTL ++E+F ++   +   + FYI G Q Y+S   
Sbjct: 169 LFALPLLEGDSEISILGNLESRAYIEMTLDVLEKFQIQIFRTK--NTFYIPGNQIYQSYS 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            + +EGD S A++FL   ++ G  + ++G    S Q D    E+L M+    T  E  +  
Sbjct: 227 TS-IEGDYSQAAFFLVANSL-GNQIQIQGLSQESKQADY---EILSMIKKLETKKEDEIL 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V                 ++ ++ PD+   L++ A    G T I+++   ++KE +R+ A 
Sbjct: 282 V-----------------LDGSQCPDIVPILSLRAALTPGKTMIQNIERLKIKECDRLHA 324 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEVPVTIRDP 425 
               L +LGA V E            L   ++ ++ DHRMAM  ++A +C +  + + D  
Sbjct: 325 TAEILNQLGAKVIEHTASLEFDGVSHLIGNSVSSFGDHRMAMMIAIASSCCQGEIILDDG 384 
 
Query: 426 GCTRKTFPDYFD 437 
            C  K++P++++ 
Sbjct: 385 NCVSKSYPNFWE 396 
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>ref|YP_003970881.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Bifidobacterium 
           bifidum PRL2010] 
 gb|ADP35844.1| AroA 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           bifidum PRL2010] 
          Length = 476 
 
 Score =  161 bits (408), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 140/444 (31%), Positives = 211/444 (47%), Gaps = 25/444 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSLSNR L+LA L      +  LL S D   M+GAL  LG+  + D     
Sbjct: 43  LNATVTIPGSKSLSNRYLILAVLGAKPVTLVGLLRSRDTELMMGALSALGVRCDIDPEND 102 
 
Query: 75  RAVVVGCGGKFPVEDAK--EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             V V      P E  +    V ++ G AG  MR +      A  +A    DG  +   R 
Sbjct: 103 TTVTV-----TPPESGRFSGNVGVYCGLAGTVMRFVPGLALFA--DAPVRFDGDDQAYAR 155 
 
Query: 133 PIGDLVVGLKQLGADVDCF-----LGTDCPPVRVNG---IGGLPGGKVKLSGSISSQYLS 184 
           P+  ++ GL+QLGA V+       L     P R +G     G    KV +  S SSQ++S 
Sbjct: 156 PMQPVLDGLEQLGARVEYHGEHGRLPFTITPPRHDGEQADDGSAAAKVSIDSSGSSQFIS 215 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            LL+      G +E+    +K  S+P++ MT+  +   G  A  +D   R +  G    + 
Sbjct: 216 GLLLIGSRLPGGLELRHTGEKTPSLPHIRMTVADVNGAGGNAT-ADEESRVWRVGHAALQ 274 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P+   VE D S+A+ FL  A I GGTV V      + Q        LE MGA+V++ E  
Sbjct: 275 LPERVVVEPDLSNAAPFLGAALIAGGTVRVPHWPVETTQPGGLLPGYLERMGARVSFPEE 334 
 
Query: 304 SVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                    E  G  H+  + D ++    ++A +LA +  FAD PT +  +   R  ET  
Sbjct: 335 DGVRYC---EVSGDGHVHGLGDFDLTAAGEIAPSLAAILAFADAPTRMLGIGHLRGHETN 391 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TE+T++G    E  D   IT  P E+L+   +++Y DHR+A   ++   A   V 
Sbjct: 392 RLEALVTEITRIGGEARELEDGIEITPVPVERLHGEVMESYADHRIATFAAMIGLAVPGV 451 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            I +   TRKT PD+  + +  ++ 
Sbjct: 452 RIVNVETTRKTLPDFVGMWTGMLE 475 
 
 
>ref|ZP_06417370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. EUN1f] 
 gb|EFC79823.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Frankia sp. EUN1f] 
          Length = 457 
 
 Score =  161 bits (407), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 155/451 (34%), Positives = 221/451 (49%), Gaps = 41/451 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS +NR L+LAAL++G + +   L S D   M  ALR LG  V    A   
Sbjct: 24  VRATVAVPGSKSGTNRALVLAALADGVSRLRGPLRSRDTLLMAAALRNLGAQVT--DAPG 81 
 
Query: 75  RAVVVGCGGK-----FPVEDAKEEV-QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            A   G GG       PV      +  +  GNAG   R   A  T A G+  +  DG PR 
Sbjct: 82  TATDPGPGGADLVVAGPVGAIHGGLASIDCGNAGTVARFTPALATLAKGDVHF--DGDPR 139 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           MRERP+  L+  L++LGA +D     D  P  V G GG+ GG V +  S SSQ +S LL+ 
Sbjct: 140 MRERPLTPLLAALRELGARIDG----DRMPFTVRGGGGIAGGAVTVDASTSSQLVSGLLL 195 
 
Query: 189 AAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD---------------SWD 232 
           AA     G        +L S PY++MT+  +   GV   H D               S   
Sbjct: 196 AASRFERGATVTHAGHRLPSGPYLDMTVADLRAAGVTV-HVDVPGPGDRPAGMADAASIR 254 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           R+ ++ G    +P +  +E D +SA+ FLA A  TGG VT+ G    + Q      E+L  
Sbjct: 255 RWRVEPGGP--APLDRVIEPDLNSATAFLAAAVATGGQVTIPGWPAHTEQPGRLLPELLV 312 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
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            MGA+       + VTG  R       +  ID +++   + A  L  +A+ AD P+ +R  
Sbjct: 313 AMGAEAEQRPEGLRVTGGGR-------IAGIDADLSDFGEAAPVLTGLAVLADSPSRLRG 365 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           +A  R++ET+R+ A+ +EL KLGA +    D   I  P  L    +D + DHR+AM F++ 
Sbjct: 366 IAHLRLQETDRLAALASELGKLGARITVTDDGLRID-PVPLRGARLDPHADHRLAMTFAV 424 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
              A   VTI D   T KT PD+  + ++ + 
Sbjct: 425 VGLAVPGVTIDDIATTGKTVPDFARMWTSML 455 
 
 
>ref|ZP_04664941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis CCUG 52486] 
 gb|EEQ54968.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis CCUG 52486] 
          Length = 445 
 
 Score =  161 bits (407), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 139/443 (31%), Positives = 214/443 (48%), Gaps = 23/443 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +  +  LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPLATLPAAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 189 ISSKLPGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 304 DGVRYCEVTGDGTVRGLGTFDLTAAGEIAPSLAAILVFADKSTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTI 422 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P + + 
Sbjct: 364 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPDIEV 422 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            +   TRKT PD+  + S  ++  
Sbjct: 423 INVATTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|ZP_03646185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           bifidum NCIMB 41171] 
          Length = 476 
 
 Score =  161 bits (407), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 206/435 (47%), Gaps = 25/435 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSLSNR L+LA L      +  LL S D   M+GAL  LG+  + D     
Sbjct: 43  LNATVTIPGSKSLSNRYLILAVLGAKPVTLVGLLRSRDTELMMGALSALGVRCDIDPEND 102 
 
Query: 75  RAVVVGCGGKFPVEDAK--EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             V V      P E  +    V ++ G AG  MR +      A  +A    DG  +   R 
Sbjct: 103 TTVTV-----TPPESGRFSGNVGVYCGLAGTVMRFVPGLALFA--DAPVRFDGDDQAYAR 155 
 
Query: 133 PIGDLVVGLKQLGADVDCF-----LGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLS 184 
           P+  ++ GL+QLGA V+       L     P R +G     G    KV +  S SSQ++S 
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Sbjct: 156 PMQPVLDGLEQLGARVEYHGEHGRLPFTITPPRHDGKQADDGSAAAKVSIDSSGSSQFIS 215 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            LL+      G +E+    +K  S+P++ MT+  +      A  +D   R +  G    + 
Sbjct: 216 GLLLIGSRLPGGLELRHTGEKTPSLPHIRMTVADVNGASGNAT-ADEESRVWRVGHAALQ 274 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P+   VE D S+A+ FL  A I GGTV V      + Q        LE MGA+V++ E  
Sbjct: 275 LPERVVVEPDLSNAAPFLGAALIAGGTVRVPHWPAETTQPGGLLPGYLERMGARVSFPEE 334 
 
Query: 304 SVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                    E  G  H+  + D ++    ++A +LA +  FAD PT +  +   R  ET  
Sbjct: 335 DGVRYC---EVSGDGHVHGLGDFDLTAAGEIAPSLAAILAFADAPTRMLGIGHLRGHETN 391 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TE+T++G    E  D   IT  P E+L+   +++Y DHRMA   ++   A   V 
Sbjct: 392 RLEALVTEITRIGGEARELEDGIEITPVPVERLHGEVMESYADHRMATFAAMIGLAVPGV 451 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            I +   TRKT PD+ 
Sbjct: 452 RIVNVETTRKTLPDF 466 
 
 
>ref|ZP_05616981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_5R] 
 ref|ZP_07922727.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_5R] 
 gb|EFS20753.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_5R] 
          Length = 408 
 
 Score =  161 bits (407), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 117/432 (27%), Positives = 209/432 (48%), Gaps = 50/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G VK+P SKS  +R ++ A+ ++  +V+DN+  S+D+   L  ++ LG  +E      
Sbjct: 7   HLKGKVKIPSSKSYCHRYIIAASFAKKESVLDNVSMSDDIKSTLEIVKKLGAKIEQ---K 63 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT-AAVTAAGGNATYVLDGVPRMRER 132 
            +  ++    K  + D KE +  F   +   +R L   ++T       Y    +P+   R 
Sbjct: 64  NQTFIIQ---KKSIYDKKEPLYFFCSESASTLRFLIPISITNPRKVFFYGKHNLPK---R 117 
 
Query: 133 PIGDLVVGLK------QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           P+      L+      Q   + D  +  D         G L  GK +++G++SSQ+++AL 
Sbjct: 118 PLSPFFPILEASHVSFQTKGEKDLCIQLD---------GQLKSGKYEIAGNVSSQFITAL 168 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A PL  GD EI I+  L S  Y+EMTL ++E+F ++   +   + FYI G Q Y+S   
Sbjct: 169 LFALPLLEGDSEISILGNLESRAYIEMTLDVLEKFQIQIFRTK--NTFYIPGNQIYQSYS 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            + +EGD S A++FL   ++ G  + ++G    S Q D    E+L M+    T  E  +  
Sbjct: 227 TS-IEGDYSQAAFFLVANSL-GNQIQIQGLSQESKQADY---EILSMIKKLETKKEDEIL 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V                 ++ ++ PD+   L++ A    G T I+++   ++KE +R+ A 
Sbjct: 282 V-----------------LDGSQCPDIVPILSLRAALTPGKTMIQNIERLKIKECDRLHA 324 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEVPVTIRDP 425 
               L +LGA V E            L   ++ ++ DHRMAM  ++A +C +  + + D  
Sbjct: 325 TAEILNQLGAKVIEHTTSLEFDGVSHLIGNSVSSFGDHRMAMMIAIASSCCQGEIILDDG 384 
 
Query: 426 GCTRKTFPDYFD 437 
            C  K++P++++ 
Sbjct: 385 NCVSKSYPNFWE 396 
 
 
>ref|ZP_07802215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           bifidum NCIMB 41171] 
 gb|EFR50149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           bifidum NCIMB 41171] 
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          Length = 452 
 
 Score =  161 bits (407), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 140/435 (32%), Positives = 206/435 (47%), Gaps = 25/435 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSLSNR L+LA L      +  LL S D   M+GAL  LG+  + D     
Sbjct: 19  LNATVTIPGSKSLSNRYLILAVLGAKPVTLVGLLRSRDTELMMGALSALGVRCDIDPEND 78 
 
Query: 75  RAVVVGC--GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             V V     G+F        V ++ G AG  MR +      A  +A    DG  +   R 
Sbjct: 79  TTVTVTPPESGRF-----SGNVGVYCGLAGTVMRFVPGLALFA--DAPVRFDGDDQAYAR 131 
 
Query: 133 PIGDLVVGLKQLGADVDCF-----LGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLS 184 
           P+  ++ GL+QLGA V+       L     P R +G     G    KV +  S SSQ++S 
Sbjct: 132 PMQPVLDGLEQLGARVEYHGEHGRLPFTITPPRHDGKQADDGSAAAKVSIDSSGSSQFIS 191 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            LL+      G +E+    +K  S+P++ MT+  +      A  +D   R +  G    + 
Sbjct: 192 GLLLIGSRLPGGLELRHTGEKTPSLPHIRMTVADVNGASGNAT-ADEESRVWRVGHAALQ 250 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P+   VE D S+A+ FL  A I GGTV V      + Q        LE MGA+V++ E  
Sbjct: 251 LPERVVVEPDLSNAAPFLGAALIAGGTVRVPHWPAETTQPGGLLPGYLERMGARVSFPEE 310 
 
Query: 304 SVTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                    E  G  H+  + D ++    ++A +LA +  FAD PT +  +   R  ET  
Sbjct: 311 DGVRYC---EVSGDGHVHGLGDFDLTAAGEIAPSLAAILAFADAPTRMLGIGHLRGHETN 367 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+ TE+T++G    E  D   IT  P E+L+   +++Y DHRMA   ++   A   V 
Sbjct: 368 RLEALVTEITRIGGEARELEDGIEITPVPVERLHGEVMESYADHRMATFAAMIGLAVPGV 427 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            I +   TRKT PD+ 
Sbjct: 428 RIVNVETTRKTLPDF 442 
 
 
>ref|ZP_06265222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyramidobacter 
           piscolens W5455] 
 gb|EFB91510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyramidobacter 
           piscolens W5455] 
          Length = 421 
 
 Score =  161 bits (407), Expect = 2e-37,   Method: Compositional matrix adjust. 
 Identities = 139/429 (32%), Positives = 215/429 (50%), Gaps = 32/429 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +++SGT+    SKS  +R+L+ AAL      +   + S+D+   +  LR LG  +    A 
Sbjct: 8   RKLSGTIAAIPSKSHVHRLLICAALGNRPATLPCRVVSQDIEATVRCLRALGAGI----A 63 
 
Query: 73  AKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +V+       P++ +A    +L  G +G   R +T    A G  A + L G  ++   
Sbjct: 64  VGGSVIA----VTPLDRNASGAAELDPGESGSTYRFMTPLAAALGRKARFTLRG--KLSS 117 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+ DL   +++ GA V    GTD P V     G L  G+ +L G++SSQ+ + LL A P 
Sbjct: 118 RPMDDLWNEMERHGA-VITGKGTDHPVVE----GRLTAGRYRLPGAVSSQFFTGLLFALP 172 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L  G+  + I D+L S  YV+MTL  +  FG+    S   DRF + G Q+Y +P     E 
Sbjct: 173 LLEGNSRVLIADRLESAGYVDMTLAALAAFGIAVGRSA--DRFSVSGAQRYVTPAKLRAE 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD S+A+++L AGAA  G  + V G    SLQGD   AE+L  MGA+++    S+    P 
Sbjct: 231 GDWSNAAFWLCAGAA--GAKLAVTGLTRPSLQGDSVVAELLRRMGAEISIAGDSIAAA-P 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            +       L+   +++   PD+   LAV A    G TAI +V   R+KE++R+ ++    
Sbjct: 288 AK-------LRETCIDVGDTPDLVPALAVAAAAVKGRTAIANVGRLRLKESDRVASVCGA 340 
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Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCT 428 
           L  LG       +  +I     L    +D   DHR+AM  + A+  C+E  VTI       
Sbjct: 341 LNALGGHAVPDGNCILIDGCGSLRGGIVDACGDHRIAMLGAAASVLCSET-VTITGAEAV 399 
 
Query: 429 RKTFPDYFD 437 
            K++P +FD 
Sbjct: 400 DKSYPGFFD 408 
 
 
>ref|ZP_06982068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroidetes oral 
           taxon 274 str. F0058] 
 gb|EFI16533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroidetes oral 
           taxon 274 str. F0058] 
          Length = 406 
 
 Score =  160 bits (406), Expect = 3e-37,   Method: Compositional matrix adjust. 
 Identities = 126/436 (28%), Positives = 215/436 (49%), Gaps = 47/436 (10%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++EI   + LP SKS+ NR+L++ A++ G  ++D     +D+    G  R L  ++ +   
Sbjct: 10  VEEIGNPISLPASKSIVNRLLIIEAIT-GKKILDQ----KDIS--CGDTRVLAEALSSPT 62 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             K                      ++  +G AMR LTA ++   G   +VL+G  RM   
Sbjct: 63  TRK----------------------YIEQSGTAMRFLTAFLSIRKGEE-FVLEGDERMSA 99 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+G LV  L++LGAD++     D  P+++ G G L GG +++ GS SSQY+SAL++ AP 
Sbjct: 100 RPVGALVDALRRLGADIEYLQHEDYLPIKIRG-GSLHGGTIEIDGSQSSQYVSALMLIAP 158 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
              G + I II K  S+PY+ +T  +M + GV  E + S     I   Q    PK   VE 
Sbjct: 159 TLEGGLRI-IIRKPSSLPYILLTADVMRQMGVCVEMTGS----TISIPQSEYRPKKISVE 213 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D S+A ++ A   ++   T+ +    T S Q D +   +    G     +++S+ +    
Sbjct: 214 ADFSAAVFWYALFIVSPRQTMELRNLTTESRQPDSRIVTIAHDFGVTTHCSDSSLILGKE 273 
 
Query: 311 PREPFGRKHL-KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                  +H+ K ++ ++   PD+   L V+         +  +A+ R+KE++R+ A+   
Sbjct: 274 -----SVRHIPKRVEYDLRHTPDIMPVLTVMCCMLGVEFVLSGLANLRIKESDRIGAMVE 328 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           EL K    ++   D     P  +  +T    IDT+ DHR+AMAF+L    +  +TI  P  
Sbjct: 329 ELAKCRYMLQATDDTVRWHPHLQTEITKPVTIDTHSDHRIAMAFALLR-EQRDITILSPE 387 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
              K++P+++  L+ F 
Sbjct: 388 VVEKSYPNFWHDLAAF 403 
 
 
>ref|ZP_03324214.1| hypothetical protein BIFCAT_00999 [Bifidobacterium catenulatum DSM 
           16992] 
 gb|EEB22028.1| hypothetical protein BIFCAT_00999 [Bifidobacterium catenulatum DSM 
           16992] 
          Length = 463 
 
 Score =  160 bits (406), Expect = 3e-37,   Method: Compositional matrix adjust. 
 Identities = 136/448 (30%), Positives = 215/448 (47%), Gaps = 35/448 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +  TV +PGSKSLSNR L+LAAL      +  LL S D   M+ ALR+LG+  E D+  
Sbjct: 33  KSLDATVVVPGSKSLSNRYLILAALGHCPVRLVGLLRSRDTELMMDALRSLGVRCEIDEQ 92 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEE--VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V      P  D +     ++F G AG  MR +      A G   +  DG  +   
Sbjct: 93  VDTTVTV-----VPPSDGRFHGGTKVFCGLAGTVMRFVPGLAMFADGPVDF--DGDEQAY 145 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            RP+  ++ GL+QLGA ++ + G       T  PP  V+         V +  S SSQ++ 
Sbjct: 146 ARPMKPVLDGLEQLGACIE-YHGEEGRLPFTITPPQTVSQCA--EPSVVSIDSSGSSQFI 202 
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Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           S LL+      G +E+    +K  S+P++ MT+  +   GV+A ++D   R +        
Sbjct: 203 SGLLLIGSRVPGGLELHHTGEKTPSLPHIRMTVADLHGSGVRA-NADEHARVWTVQPGAV 261 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + P+   VE D S+A+ FL  A I GGTV V     ++ Q        LE MGA++++   
Sbjct: 262 QLPETVTVEPDLSNAAPFLGAALIAGGTVRVPHWPESTTQPGGLLPGYLERMGAEISFPV 321 
 
Query: 303 TS----VTVTGPPREPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
                   VTG  R       +  + D ++    ++A +LA + +FAD PT +  +   R 
Sbjct: 322 IDGVRYCEVTGDGR-------VSGLGDFDLTAAGEIAPSLAAILVFADAPTRMLGIGHLR 374 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAAC 415 
             ET R+ A+  E+T++G    E PD   I P   +N+    ++TY DHRMA   ++    
Sbjct: 375 GHETNRLKALVNEITRVGGDARELPDGLEIAPVPAMNLKPAEMETYADHRMATFAAMLGL 434 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
               + +++   T KT PD+ ++ +  + 
Sbjct: 435 KINGIQVKNIATTAKTLPDFANMWTNML 462 
 
 
>ref|NP_819558.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii RSA 
           493] 
 sp|Q83E11.1|AROA_COXBU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAO90072.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii RSA 
           493] 
          Length = 438 
 
 Score =  160 bits (406), Expect = 3e-37,   Method: Compositional matrix adjust. 
 Identities = 140/436 (32%), Positives = 218/436 (50%), Gaps = 29/436 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + +SG + +PG KS+S+R +LLAA++EG T VD  L   D   M+ AL+ +G S++   
Sbjct: 7   PSQGLSGEICVPGDKSISHRAVLLAAIAEGQTQVDGFLMGADNLAMVSALQQMGASIQVI 66 
 
Query: 71  KAAKRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +     VV G G    + P E       L  GN+G A+R L+  +  AG     VL G   
Sbjct: 67  EDENILVVEGVGMTGLQAPPE------ALDCGNSGTAIRLLSGLL--AGQPFNTVLTGDS 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            ++ RP+  ++  L  +GA +D     + PP+++ G   L G   +L  + S+Q  S LL 
Sbjct: 119 SLQRRPMKRIIDPLTLMGAKIDST--GNVPPLKIYGNPRLTGIHYQLPMA-SAQVKSCLL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   I         P  + T RL++ F    +         + GG K K+  + 
Sbjct: 176 LAGLYARGKTCIT-----EPAPSRDHTERLLKHFHYTLQKDKQS--ICVSGGGKLKA-ND 227 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             + GD SSA++F+  A IT G+  +  C        +    +L+MMGA +  T  +    
Sbjct: 228 ISIPGDISSAAFFIVAATITPGS-AIRLCRVGVNPTRLGVINLLKMMGADIEVTHYTEKN 286 
 
Query: 308 TGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +   R   LK ID+  +++P   D    L + A  A G T +RD A  RVKET+R 
Sbjct: 287 EEPTADITVRHARLKGIDIPPDQVPLTIDEFPVLLIAAAVAQGKTVLRDAAELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+   L KLG + E  PD  II     L    +++YDDHR+AMAF++A   A+ PV I 
Sbjct: 347 IAAMVDGLQKLGIAAESLPDGVIIQ-GGTLEGGEVNSYDDHRIAMAFAVAGTLAKGPVRI 405 
 
Query: 423 RDPGCTRKTFPDYFDV 438 
           R+    + +FP++ ++ 
Sbjct: 406 RNCDNVKTSFPNFVEL 421 
 
 
>ref|YP_001160527.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora tropica 
           CNB-440] 
 gb|ABP56149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinispora tropica 
           CNB-440] 
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          Length = 433 
 
 Score =  160 bits (406), Expect = 3e-37,   Method: Compositional matrix adjust. 
 Identities = 134/434 (30%), Positives = 212/434 (48%), Gaps = 31/434 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S T++LPGSKSL+ R L+L+ L+ G + +   L + D   M   LR +G  V      + 
Sbjct: 22  VSTTLRLPGSKSLTARALVLSGLATGPSTIARPLRARDTELMANGLRAMGAHVSISDDER 81 
 
Query: 75  RAV----VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             V    +VG               + +G AG  MR L      A G  T+  DG P+ R 
Sbjct: 82  WLVRPHPLVG------------PAHIDVGLAGTVMRFLPPVSGLADGRITF--DGDPQAR 127 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+G L+  L++LG  +         P+ V G G + GG+V +  S SSQ +S LL+AA 
Sbjct: 128 QRPLGPLLDALRRLGVRITSPASGSL-PLTVLGSGTIRGGEVVIDASASSQLVSGLLLAA 186 
 
Query: 191 P-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P    G V   +   + S P++ MT++++   G   + +   D + ++ G      +    
Sbjct: 187 PHFDRGVVVRHVGPPVPSAPHLRMTVQMLRAAGAAIDDTTP-DVWTVEPGPLTG--RGWE 243 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S A  F A A +TGG VTV G    S+Q   +   +L+ MG +V+ + T +TV G 
Sbjct: 244 IEPDLSGAVPFFAAALVTGGEVTVTGWPGGSVQPVERLRGLLQAMGGEVSLSTTGLTVRG 303 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                 G  H   +  +++ + ++   L  +A+ AD P+    +A  R  ET+R+ A+   
Sbjct: 304 -----TGSVH--GLTADLSDVSELTPALTALAMLADSPSRFTGIAHIRGHETDRISALAR 356 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E + LGA + E  D   I  P  L+    +TY DHRMA A ++A  A   + + D  CT  
Sbjct: 357 EFSALGADLTESHDGLAIR-PRPLHGGVFETYHDHRMAHAAAIAGLAVPGIELSDVACTS 415 
 
Query: 430 KTFPDYFDVLSTFV 443 
           KT P++  + S  V 
Sbjct: 416 KTMPEFPALWSAMV 429 
 
 
>ref|ZP_07453845.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium yurii 
           subsp. margaretiae ATCC 43715] 
 gb|EFM39696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium yurii 
           subsp. margaretiae ATCC 43715] 
          Length = 417 
 
 Score =  160 bits (406), Expect = 3e-37,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 218/429 (50%), Gaps = 40/429 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG ++   SKS+++R ++ +ALS   + +     S+D+   L A+  LG+ +  D A   
Sbjct: 9   LSGKIQAITSKSMAHRQIICSALSNADSTLFIPDISDDIECTLSAVENLGIKLIKDGAYI 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD-----GVPRM 129 
           R  +     K  + D +E        +G  +R +          A  +LD     G  R+ 
Sbjct: 69  R--LSPTNKKSELFDCRE--------SGTTLRFMLTI-------APSILDICHFTGRGRL 111 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            ERPI  ++  L+       C + +D  P+ +         +V+++ +ISSQ++S LL++ 
Sbjct: 112 PERPINQIIDILRS----PKCEVSSDKLPLTIKN--KFEFTEVEIAANISSQFISGLLIS 165 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           + L   DV I+++    S  YV+MT+ +M R+G+  E  +    ++I+  Q+Y SPK    
Sbjct: 166 SVLQKDDVHIKVVGDFESKSYVDMTVDVMRRYGI--EIIEDEKSYFIRKNQRYISPKENV 223 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S++++FL   AI G  VT+ G    SLQ D +  E++E  GA+V   E  +TV+  
Sbjct: 224 IEKDWSNSAFFLTAGAI-GAPVTLCGLNPNSLQSDKRIIEIIENFGARVDMDEDEITVSK 282 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
              +         I+V+M+++PD+   L+V+A    G +   +    R+KE++R+ A    
Sbjct: 283 DKSD--------VIEVDMSQIPDLLPILSVLACATKGTSRFYNARRLRLKESDRIYASCR 334 
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Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCT 428 
            +  LG +  E  D  II    +L    +D+++DHR+AM+ ++A+   +  V I+      
Sbjct: 335 MIKALGGNAVEKDDELIIEGRGRLRGGTVDSFNDHRIAMSAAIASIICDDDVIIKGENAV 394 
 
Query: 429 RKTFPDYFD 437 
            K++P +F+ 
Sbjct: 395 NKSYPKFFE 403 
 
 
>ref|ZP_03709874.1| hypothetical protein CORMATOL_00689 [Corynebacterium matruchotii 
           ATCC 33806] 
 gb|EEG27837.1| hypothetical protein CORMATOL_00689 [Corynebacterium matruchotii 
           ATCC 33806] 
          Length = 378 
 
 Score =  160 bits (405), Expect = 4e-37,   Method: Compositional matrix adjust. 
 Identities = 115/352 (32%), Positives = 183/352 (51%), Gaps = 23/352 (6%) 
 
Query: 99  GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           G AG  MR +      A G+  +  DG    R+RP+  ++ GL+ LG  V      D  P 
Sbjct: 41  GLAGTVMRFVPPLAALADGDVFF--DGDEHARQRPMKGILDGLRALGISVQG----DSLP 94 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRL 217 
            +V+G G   GG V+++ S SSQ++S LL+AAP  A G     I + L S+P++EMT+ + 
Sbjct: 95  FKVSGNGSPMGGMVEINASASSQFVSGLLLAAPRFAQGITVRHIGETLPSMPHIEMTVHM 154 
 
Query: 218 MERFGVKAEHSDSWDRFY----IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           + + G   + + ++        I+GG          VE D S+A+ FLA AA+TG TV V 
Sbjct: 155 LRQAGASVDTTTAYQWSVTPGPIRGGV-------VRVEPDLSNATPFLAAAAVTGSTVQV 207 
 
Query: 274 EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 333 
           +   TT+ Q       +LE MG  V+ T++ +TVTGP  +P     L+ I+++M+ + ++ 
Sbjct: 208 KDWPTTTTQPGDAIRNILERMGCTVSLTDSDLTVTGP--KP---GSLQGIEIDMSDIGEL 262 
 
Query: 334 AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
             T+A +A  A  P+ +  +A     ET+R+ A+ TE+TK+G    E PD   I P   L 
Sbjct: 263 TPTVAAMATIAKSPSTLTGIAHLHGHETDRLQALATEITKIGGQCSELPDGLAIKPSGSL 322 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           +     TYDDHRMA   ++       + + +   T KT P +  + +  V+  
Sbjct: 323 HGAHWSTYDDHRMATTGAIIGLVAPGIKVENIETTAKTLPGFDRMWADMVQE 374 
 
 
>ref|ZP_03742913.1| hypothetical protein BIFPSEUDO_03494 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
 gb|EEG70476.1| hypothetical protein BIFPSEUDO_03494 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
          Length = 446 
 
 Score =  160 bits (405), Expect = 4e-37,   Method: Compositional matrix adjust. 
 Identities = 138/446 (30%), Positives = 213/446 (47%), Gaps = 31/446 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +  TV +PGSKSLSNR L+LAAL      +  LL S D   M+ ALR LG+  E D+  
Sbjct: 16  KTLDATVVVPGSKSLSNRYLILAALGHRPVRLVGLLRSRDTELMMDALRALGVRCEIDEQ 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEE--VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V      P  D +     ++F G AG  MR +      A G   +  DG  +   
Sbjct: 76  VDTTVTV-----VPPSDGRFHGGTKVFCGLAGTVMRFVPGLAMFADGPVDF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            RP+  ++ GL+QLGA ++ + G       T  PP  V+         V +  S SSQ++ 
Sbjct: 129 ARPMKPVLDGLEQLGACIE-YHGEEGRLPFTITPPQTVSQCA--EPSVVSIDSSGSSQFI 185 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           S LL+      G +E+    +K  S+P++ MT+  ++  GV+A ++D   R +        
Sbjct: 186 SGLLLIGSRVPGGLELHHTGEKTPSLPHIRMTVADLQGSGVRA-NADEHARVWTVQPGAV 244 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + P+   VE D S+A+ FL  A I GGTV V     ++ Q        LE MGA     E 
Sbjct: 245 QLPETVTVEPDLSNAAPFLGAALIAGGTVRVPHWPESTTQPGGLLPGYLEHMGA-----E 299 
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Query: 303 TSVTVTGPPR--EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
            S  V    R  E  G  H+  + D ++    ++A +LA + +FAD PT +  +   R   
Sbjct: 300 ISFPVIDGVRYCEVTGSSHINGLGDFDLTAAGEIAPSLAAILVFADKPTRMLGIGHLRGH 359 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAACAE 417 
           ET R+ A+  E+T++G    E  D   I P    N+    ++TY DHRMA   ++   +  
Sbjct: 360 ETNRLEALVNEITRVGGEARELADGLEIVPVPATNLKPAKMETYADHRMATFAAMLGLSI 419 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             + +++   T KT PD+ ++ +  + 
Sbjct: 420 NGIQVKNIATTAKTLPDFANMWTNML 445 
 
 
>ref|YP_002303912.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           CbuG_Q212] 
 sp|B6J1D9.1|AROA_COXB2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACJ18767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           CbuG_Q212] 
          Length = 438 
 
 Score =  160 bits (404), Expect = 4e-37,   Method: Compositional matrix adjust. 
 Identities = 140/436 (32%), Positives = 218/436 (50%), Gaps = 29/436 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + +SG + +PG KS+S+R +LLAA++EG T VD  L   D   M+ AL+ +G S++   
Sbjct: 7   PSQGLSGEICVPGDKSISHRAVLLAAIAEGQTQVDGFLMGADNLAMVSALQQMGASIQVI 66 
 
Query: 71  KAAKRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +     VV G G    + P E       L  GN+G A+R L+  +  AG     VL G   
Sbjct: 67  EDENILVVEGVGMTGLQAPSE------ALDCGNSGTAIRLLSGLL--AGQPFNTVLTGDS 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            ++ RP+  ++  L  +GA +D     + PP+++ G   L G   +L  + S+Q  S LL 
Sbjct: 119 SLQRRPMKRIIDPLTLMGAKIDST--GNVPPLKIYGNPRLTGIHYQLPMA-SAQVKSCLL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   I         P  + T RL++ F    +         + GG K K+  + 
Sbjct: 176 LAGLYARGKTCIT-----EPAPSRDHTERLLKHFHYTLQKDKQS--ICVSGGGKLKA-ND 227 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             + GD SSA++F+  A IT G+  +  C        +    +L+MMGA +  T  +    
Sbjct: 228 ISIPGDISSAAFFIVAATITPGS-AIRLCRVGVNPTRLGVINLLKMMGADIEVTHYTEKN 286 
 
Query: 308 TGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +   R   LK ID+  +++P   D    L + A  A G T +RD A  RVKET+R 
Sbjct: 287 EEPTADITVRHARLKGIDIPPDQVPLTIDEFPVLLIAAAVAQGKTVLRDGAELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+   L KLG + E  PD  II     L    +++YDDHR+AMAF++A   A+ PV I 
Sbjct: 347 IAAMVDGLQKLGIAAESLPDGVIIQ-GGTLEGGEVNSYDDHRIAMAFAVAGTLAKGPVRI 405 
 
Query: 423 RDPGCTRKTFPDYFDV 438 
           R+    + +FP++ ++ 
Sbjct: 406 RNCDNVKTSFPNFVEL 421 
 
 
>emb|CBK70704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum F8] 
          Length = 445 
 
 Score =  160 bits (404), Expect = 5e-37,   Method: Compositional matrix adjust. 
 Identities = 142/446 (31%), Positives = 211/446 (47%), Gaps = 29/446 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
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                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPAAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 189 ISSKLPGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--- 304 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++        
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFPTIDGVR 307 
 
Query: 305 -VTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              VTG      G  H L   D+      ++A +LA + +FAD  T +  +   R  ET  
Sbjct: 308 YCEVTGD-----GTVHGLGTFDLTAAG--EIAPSLAAILVFADKSTDMVGIGHLRGHETN 360 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP- 419 
           R+ A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P  
Sbjct: 361 RLEALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPD 419 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           + + +   TRKT PD+  + S  ++  
Sbjct: 420 IEVINVATTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|YP_001112510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotomaculum 
           reducens MI-1] 
 sp|A4J3N2.1|AROA_DESRM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABO49685.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotomaculum 
           reducens MI-1] 
          Length = 429 
 
 Score =  159 bits (403), Expect = 6e-37,   Method: Compositional matrix adjust. 
 Identities = 142/456 (31%), Positives = 224/456 (49%), Gaps = 48/456 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+V+ P+K++ G V +PG KS+S+R +++ AL++G T V N L  ED    +  LR +G+ 
Sbjct: 2   ELVINPVKKLRGNVSVPGDKSISHRAVMVGALAQGITEVSNFLMGEDCLATVKCLRAMGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           S+E     K  +  G G    ++  +E   L   GN+G   R L   +  AG   T ++  
Sbjct: 62  SIEGPTNGKLKIY-GVG----LQGLREPADLLDTGNSGTTTRLLMGIL--AGQPFTSIIT 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLG---TDCPPVRVNGIGGLPGGKVK----LSGS 177 
           G   +++RP+  +   L+ +GA    FLG    +  P+ V G      GK+K     S   
Sbjct: 115 GDQSLKKRPMARVTKPLQDMGAS---FLGRNQNNLLPMAVQG------GKLKPIDFHSPV 165 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S+Q  SA+L A   A G     + +  +S  + E   R+++ FG + E  +   R  IK 
Sbjct: 166 ASAQVKSAVLFAGLFAEG--YTSVTEPAVSRDHSE---RMLKAFGAEVEVKNQTVR--IK 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           G  + K  K   V GD SSA++ +  AAI  G+ +T++G G    +  +   EVL+ MGA 
Sbjct: 219 GLPQLKGMK-ITVPGDISSAAFLMVAAAILPGSDITIQGVGINPTRDGI--LEVLKQMGA 275 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPT 348 
            +    + +       EP G   +K  ++         + ++ D    +AV A +A G T 
Sbjct: 276 GIEIMHSRLQ----GGEPVGDIRIKGAELQGTELSGPIIPRLIDEIPIIAVAAAYARGTT 331 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
            IRD +  +VKE+ R+ ++  EL K GA+VEE  D  II     L+     +Y DHRMAM 
Sbjct: 332 VIRDASELKVKESNRISSVVRELRKFGATVEELSDGLIIQGGTPLSGAVCQSYGDHRMAM 391 
 
Query: 409 AFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLSTFV 443 
           A ++A  A    T I    C   +FP + DVL   + 
Sbjct: 392 AMAVAGLAASGQTLIEQADCIPVSFPGFSDVLKEVI 427 
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>ref|ZP_03391386.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           sputigena Capno] 
 gb|EEB65536.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Capnocytophaga 
           sputigena Capno] 
          Length = 416 
 
 Score =  159 bits (403), Expect = 6e-37,   Method: Compositional matrix adjust. 
 Identities = 129/430 (30%), Positives = 210/430 (48%), Gaps = 47/430 (10%) 
 
Query: 15  ISG-TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +SG T++L GSKS SNR LLL A      +  NL  ++D   +  AL++            
Sbjct: 11  VSGKTLQLSGSKSESNRALLLQAFFPELQI-KNLSTADDTLLLQRALQS----------- 58 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                             +E  + + +AG AMR LTA      G    +L G  RM+ERP 
Sbjct: 59  ------------------KEATIDIHHAGTAMRFLTAYFATQVGREV-LLTGSARMKERP 99 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  LV  L++LGAD+        PP+ + G+  L   +V++ G +SSQ+LSALL+ A    
Sbjct: 100 IHLLVEALQRLGADIRYGERDGFPPLYIKGVA-LSKKEVRIRGDVSSQFLSALLLIASSL 158 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP-KNAY--V 250 
              + + +  +L S+PY++MT+  ++      +    W+   +K       P KN    V 
Sbjct: 159 PNGLTLILEGELTSMPYLKMTVSFLQY--CLGKEVVQWEGNVLKVASHINKPLKNNIWEV 216 
 
Query: 251 EGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           E D SSASY+ +  A++  G  +T+      SLQGD    E+ +  G   T+  +++ +  
Sbjct: 217 ESDWSSASYWFSFVALSPIGTQLTLTHFKEDSLQGDSALPELYKHFGVSTTFKGSTMKI- 275 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
               E     H   +++ +N  PD+A T+AV AL       +  + + ++KET+R+ A++ 
Sbjct: 276 ----EKTALPHPIRLELQLNDTPDIAQTIAVTALGLGLEANLSGLHTLKIKETDRLQALQ 331 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           TE+ KLGA V    +   +     L     I TY+DHRMAMAF+     + P+ I +    
Sbjct: 332 TEMIKLGAEVNITDESLHLASCNHLREGVPIATYNDHRMAMAFA-PLMLKTPIVIENKEV 390 
 
Query: 428 TRKTFPDYFD 437 
             K++P +++ 
Sbjct: 391 VSKSYPAFWE 400 
 
 
>ref|YP_003661054.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JDM301] 
 gb|ADH00224.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JDM301] 
          Length = 445 
 
 Score =  159 bits (403), Expect = 7e-37,   Method: Compositional matrix adjust. 
 Identities = 139/438 (31%), Positives = 211/438 (48%), Gaps = 23/438 (5%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA--AKR 75 
           TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A      
Sbjct: 21  TVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSATDTTV 80 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            V     G+F        V +F G AG  MR +      A G   +  DG  +   RP+  
Sbjct: 81  TVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAYARPMK 133 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLMAAPLA 193 
            ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ +    
Sbjct: 134 PVLDGLEQLGATVDYHGEVGRLPFTITPPATLPAAQAQVSIDSSGSSQFISGLLLISSKL 193 
 
Query: 194 LGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            G + +    +K  S+P++ MT+  +   G   E +D   R +    +  + P    VE  
Sbjct: 194 PGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSKVTVEP 252 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A+ FL  A I GGTV V     T+ Q        LE MGA+V++     T+ G    
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Sbjct: 253 DLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAEVSFQ----TIGGVRY 308 
 
Query: 313 -EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            E  G   ++ +   ++    ++A +LA + +FAD PT +  +   R  ET R+ A+  E 
Sbjct: 309 CEVTGDGIVRGLGTFDLTAAGEIAPSLAAILVFADKPTDMVGIGHLRGHETNRLEALVNE 368 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIRDPGC 427 
           + ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P + + +    
Sbjct: 369 IRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPDIEVINVAT 427 
 
Query: 428 TRKTFPDYFDVLSTFVKN 445 
           TRKT PD+  + S  ++  
Sbjct: 428 TRKTLPDFVGMWSGMLRQ 445 
 
 
>gb|ADL20421.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis 1002] 
          Length = 424 
 
 Score =  159 bits (402), Expect = 7e-37,   Method: Compositional matrix adjust. 
 Identities = 131/436 (30%), Positives = 211/436 (48%), Gaps = 30/436 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S  V +PGSKS++NR L+L+AL++  + +   L+S D   M  AL+ LG  V +  ++  
Sbjct: 14  VSAVVTVPGSKSMTNRALVLSALADSPSHIKGALHSRDTDLMTRALQALGTDVRSHDSSS 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V        P+     +  L    AG  MR +      A G   +  DG P+ R RP+ 
Sbjct: 74  LVV-----NPVPLHGGTVDCGL----AGTVMRFVPPVAALAQGTTEF--DGDPQARTRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L+ +G  V      D  P  ++      GG + +  S SSQ++S LL+AAP    
Sbjct: 123 NQILDALRGIGVQVH----GDALPFSISSSETPHGGSIDIDASSSSQFVSGLLLAAPCYR 178 
 
Query: 195 GDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             + +  I  KL SIP++EMT+ ++   GV+ + S         GG    S +   +E D 
Sbjct: 179 DGLTVRHIGGKLPSIPHIEMTVDMLRSAGVQVDDSSENQWTVHPGG---ISGRTWEIEPD 235 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT----ETSVTVTG 309 
            S+A+ FLA AA+TGGTVT+ G    + Q       +L  MG  V++       ++ VTG 
Sbjct: 236 LSNATPFLAAAAVTGGTVTIPGWPQRTTQAGDSIRSILSSMGCDVSFITYNGSNALQVTG 295 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           P         L  I ++M+ + ++  T+A +A  A  P+ +  +A  R  ET+R+ A+   
Sbjct: 296 P------SDGLNGICLDMSDIGELTPTVAALAALAATPSELSGIAHLRGHETDRLKALSD 349 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+ ++G   EE  D   IT P  L      +Y DHRMA A ++       + + +   T  
Sbjct: 350 EINRIGGHCEELADGLRIT-PRPLRAGTWHSYADHRMATAGAIVGLVVPGIRVENIATTA 408 
 
Query: 430 KTFPDYFDVLSTFVKN 445 
           KT PD+ ++ S  V + 
Sbjct: 409 KTLPDFENIWSAMVSD 424 
 
 
>ref|NP_696144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum NCC2705] 
 gb|AAN24780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum NCC2705] 
          Length = 455 
 
 Score =  159 bits (402), Expect = 8e-37,   Method: Compositional matrix adjust. 
 Identities = 141/445 (31%), Positives = 209/445 (46%), Gaps = 27/445 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 26  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 85 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 86  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 138 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 139 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPSAQAQVSIDSSGSSQFISGLLL 198 
 
Query: 189 -AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            ++ L  G       +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 199 ISSKLPSGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 257 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--- 304 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++        
Sbjct: 258 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFPTIDGVR 317 
 
Query: 305 -VTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              VTG      G  H L   D  +    ++A +LA + +FAD  T +  +   R  ET  
Sbjct: 318 YCEVTGD-----GTVHGLGTFD--LTAAGEIAPSLAAILVFADKSTDMVGIGHLRGHETN 370 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA   ++       + 
Sbjct: 371 RLEALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMATFAAMLGLRIPDI 430 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVKN 445 
            + +   TRKT PD+  + S  ++  
Sbjct: 431 EVINVATTRKTLPDFVGMWSGMLRQ 455 
 
 
>ref|ZP_03976086.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 55813] 
 gb|EEI81380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 55813] 
          Length = 445 
 
 Score =  159 bits (402), Expect = 8e-37,   Method: Compositional matrix adjust. 
 Identities = 137/442 (30%), Positives = 211/442 (47%), Gaps = 21/442 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPAAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 189 ISSKLPGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 304 DGVRYCEVTGDGTVRGLGTFDLTAAGEIAPSLAAILVFADKSTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA   ++       + +  
Sbjct: 364 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMATFAAMLGLRIPDIEVI 423 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           +   TRKT PD+  + S  ++  
Sbjct: 424 NVSTTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|YP_003782930.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis FRC41] 
 gb|ADK28323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
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           pseudotuberculosis FRC41] 
 gb|ADL10018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis C231] 
 gb|ADO25810.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis I19] 
          Length = 471 
 
 Score =  159 bits (402), Expect = 9e-37,   Method: Compositional matrix adjust. 
 Identities = 131/436 (30%), Positives = 211/436 (48%), Gaps = 30/436 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S  V +PGSKS++NR L+L+AL++  + +   L+S D   M  AL+ LG  V +  ++  
Sbjct: 61  VSAVVTVPGSKSMTNRALVLSALADSPSHIKGALHSRDTDLMTRALQALGTDVRSHDSSS 120 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V        P+     +  L    AG  MR +      A G   +  DG P+ R RP+ 
Sbjct: 121 LVV-----NPVPLHGGTVDCGL----AGTVMRFVPPVAALAQGTTEF--DGDPQARTRPM 169 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L+ +G  V      D  P  ++      GG + +  S SSQ++S LL+AAP    
Sbjct: 170 NQILDALRGIGVQVH----GDALPFSISSSETPHGGSIDIDASSSSQFVSGLLLAAPCYR 225 
 
Query: 195 GDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             + +  I  KL SIP++EMT+ ++   GV+ + S         GG    S +   +E D 
Sbjct: 226 DGLTVRHIGGKLPSIPHIEMTVDMLRSAGVQVDDSSENQWTVHPGG---ISGRTWEIEPD 282 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT----ETSVTVTG 309 
            S+A+ FLA AA+TGGTVT+ G    + Q       +L  MG  V++       ++ VTG 
Sbjct: 283 LSNATPFLAAAAVTGGTVTIPGWPQRTTQAGDSIRSILSSMGCDVSFITYNGSNALQVTG 342 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           P         L  I ++M+ + ++  T+A +A  A  P+ +  +A  R  ET+R+ A+   
Sbjct: 343 P------SDGLNGICLDMSDIGELTPTVAALAALAATPSELSGIAHLRGHETDRLKALSD 396 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+ ++G   EE  D   IT P  L      +Y DHRMA A ++       + + +   T  
Sbjct: 397 EINRIGGHCEELADGLRIT-PRPLRAGTWHSYADHRMATAGAIVGLVVPGIRVENIATTA 455 
 
Query: 430 KTFPDYFDVLSTFVKN 445 
           KT PD+ ++ S  V + 
Sbjct: 456 KTLPDFENIWSAMVSD 471 
 
 
>ref|ZP_06977445.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gardnerella vaginalis 
           5-1] 
 gb|EFH70976.1| 5-enolpyruvylshikimate-3-phosphate synthase [Gardnerella vaginalis 
           5-1] 
          Length = 461 
 
 Score =  159 bits (402), Expect = 9e-37,   Method: Compositional matrix adjust. 
 Identities = 138/441 (31%), Positives = 217/441 (49%), Gaps = 35/441 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--D 70 
            ++   +++PGSKSLSNR L+LAAL   + V+  LL S D   M+ AL T G+  E+  + 
Sbjct: 29  HQLKAYIEVPGSKSLSNRYLILAALGTKSVVLQGLLRSRDTDLMINALSTFGVRCESLNE 88 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              K  V+    G F V D  E   ++ G AG  MR + A    A  N     DG  +   
Sbjct: 89  DGTKLRVIPPEDGVFRVPDNAE---VYCGLAGTVMRFVAALALFA--NKAVRFDGDKQAY 143 
 
Query: 131 ERPIGDLVVGLKQLGADV-----DCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            RP+  ++ GL+QLGA V     + FL  T  PP     I       V++  S SSQ++S 
Sbjct: 144 ARPMKPVLDGLEQLGARVKYHEEEGFLPFTITPPSVEFKINNFSEKIVQIDSSSSSQFIS 203 
 
Query: 185 ALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQK 241 
           ALL+      G +E++ I D L S+P++ MT+  + + G  V    +  W   ++K   K 
Sbjct: 204 ALLLIGSRIPGGLELKHIGDTLPSMPHIRMTMDDICKAGGSVNMTSNAMW---HVKE-SK 259 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                   +E D S+A+ FL  + I GG+V++     +S Q       +LE M AKV +  
Sbjct: 260 INLANVVTIEPDLSNAAPFLGASLIAGGSVSIPNWPFSSTQPGGLLPGILEKMCAKVNFE 319 
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Query: 302 ETSVTVTGPPREPFGRKH------LKAID-VNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           +T         +  G  H      +KAI  ++++   ++A ++A +  FADGP+ +  +A 
Sbjct: 320 KTG--------DDAGIMHVESDSAIKAIPYLDLSAAGEIAPSIAAILAFADGPSELHGIA 371 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R  ET R+ A+  EL ++G   +E  D   I P   ++   ++TY DHRMA   ++   
Sbjct: 372 HLRGHETNRLQALVNELNRVGIGAKELEDGIRIEPSNHMHGEVMETYADHRMATFAAMLG 431 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY 435 
                + I++   TRKT PD+ 
Sbjct: 432 LRIENIRIKNISTTRKTIPDF 452 
 
 
>ref|ZP_07940937.1| EPSP synthase [Bifidobacterium sp. 12_1_47BFAA] 
 gb|EFV38096.1| EPSP synthase [Bifidobacterium sp. 12_1_47BFAA] 
          Length = 445 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 143/446 (32%), Positives = 211/446 (47%), Gaps = 29/446 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPSAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 -AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            ++ L  G       +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 189 ISSKLPSGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--- 304 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++        
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFPTIDGVR 307 
 
Query: 305 -VTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              VTG      G  H L   D+      ++A +LA + +FAD  T +  +   R  ET  
Sbjct: 308 YCEVTGD-----GTVHGLGTFDLTAAG--EIAPSLAAILVFADKSTDMVGIGHLRGHETN 360 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP- 419 
           R+ A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P  
Sbjct: 361 RLEALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPD 419 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           + + +   TRKT PD+  + S  ++  
Sbjct: 420 IEVINVATTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|ZP_03806226.1| hypothetical protein PROPEN_04628 [Proteus penneri ATCC 35198] 
 gb|EEG83857.1| hypothetical protein PROPEN_04628 [Proteus penneri ATCC 35198] 
          Length = 172 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 72/126 (57%), Positives = 94/126 (74%) 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
           R  LK ID++MN +PD AMT+A  ALFA+G T IR++ +WRVKET+R+ A+  EL K+GA 
Sbjct: 42  RGILKGIDMDMNTIPDAAMTIATTALFAEGETVIRNIYNWRVKETDRLAAMAAELQKVGA 101 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
            VEEG DY  + PP++L    I+TY+DHR+AM FSL A ++ P+TI DPGCT KTFPDYF 
Sbjct: 102 IVEEGHDYLKVIPPKQLTTADIETYNDHRIAMCFSLVALSDTPITILDPGCTAKTFPDYF 161 
 
Query: 437 DVLSTF 442 
           + L T  
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Sbjct: 162 EKLETL 167 
 
 
>ref|YP_004220402.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JCM 1217] 
 dbj|BAJ66310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JCM 1217] 
          Length = 445 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 143/446 (32%), Positives = 211/446 (47%), Gaps = 29/446 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPSAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 -AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            ++ L  G       +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 189 ISSKLPSGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--- 304 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++        
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFPTIDGVR 307 
 
Query: 305 -VTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              VTG      G  H L   D+      ++A +LA + +FAD  T +  +   R  ET  
Sbjct: 308 YCEVTGD-----GTVHGLGTFDLTAAG--EIAPSLAAILVFADKSTDMVGIGHLRGHETN 360 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP- 419 
           R+ A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P  
Sbjct: 361 RLEALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPD 419 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           + + +   TRKT PD+  + S  ++  
Sbjct: 420 IEVINVATTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|ZP_03930554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerococcus 
           tetradius ATCC 35098] 
 gb|EEI82734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerococcus 
           tetradius ATCC 35098] 
          Length = 430 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 122/429 (28%), Positives = 222/429 (51%), Gaps = 31/429 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN--SEDVHYMLGALRTLGLSVEADK 71 
           EI G +K   SKSL +R ++L+ +++   ++   +N  SED+   L  +  LG   + +  
Sbjct: 15  EIKGKMKSIPSKSLLHRAIILSGIAKDREIILEQVNTISEDIEATLTCIEKLGAKTKVEG 74 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            + R   +G          K +V+L    +G  +R L   V+     AT  +D    +R+ 
Sbjct: 75  DSIRITSLG-------NIKKSKVELHCKESGTTLRLLLPLVSTFSKEAT--VDCSEGLRK 125 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI +L+  L++ G     +      P+ ++G   +     K+SG ISSQY+S LL+ +  
Sbjct: 126 RPIRELIETLEESG----LYFKEKGFPINISG--NVTTDFFKISGDISSQYVSGLLLLSS 179 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ-KYKSPKNAYV 250 
           L      I +  KL S  YV +T++++  FG+     +    F I GG+ +   PK   + 
Sbjct: 180 LLDQRSSIYLTTKLESRAYVNITIKVLRDFGIIVNELEEG-VFEIYGGRDRILPPKEYQI 238 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
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           EGD S+A++FL G  + G ++ + G    S QGD K  ++L+  GA +T ++  ++     
Sbjct: 239 EGDWSNAAFFLVGGCL-GDSIKMSGLNLESSQGDKKIVQILKKAGAILTCSDDFISSN-- 295 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                 R HL + +V+ ++ PD+   L+VVA  + G + ++     ++KE+ R+ +     
Sbjct: 296 ------RSHLNSFEVDFSETPDLFPILSVVAALSKGQSILKGGERLKLKESNRIESTFQM 349 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCT 428 
           L  LGA V++  D  II   E L+   +++++DHR+ M+ ++A+  C E PV+I + G   
Sbjct: 350 LKSLGADVKKREDGLIIQGKEILDGGIVNSFNDHRIVMSVTMASIRCKE-PVSIVNAGAV 408 
 
Query: 429 RKTFPDYFD 437 
            K++P++F+ 
Sbjct: 409 NKSYPNFFE 417 
 
 
>ref|YP_181207.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides 
           ethenogenes 195] 
 sp|Q3Z992.1|AROA_DEHE1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW40208.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides 
           ethenogenes 195] 
          Length = 420 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 135/426 (31%), Positives = 200/426 (46%), Gaps = 25/426 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS + R L+ AA + G + + + L ++D       L  LG+ +  D  A+   
Sbjct: 12  GEIAVPSSKSYTIRGLIAAAQANGQSRIISPLAADDTLASRQVLSGLGIDINTDAEAESW 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G   K P  +      LF   +   +R ++A V A       +L G   MR RP+   
Sbjct: 72  QLTGNTFKKPAGN------LFCRESAATLRFMSA-VCARLPFECRLLAGHSLMR-RPMLP 123 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L QLG +++    T      + G G +   KV L G+ISSQY+SAL++ AP      
Sbjct: 124 LIQALHQLGIEIETRGNTTV----IKG-GEITRSKVSLPGNISSQYVSALMLMAPACKSG 178 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +EI +     S+PY++MT + +E FG+KA  S  W    I   Q Y  P    VEGD SS 
Sbjct: 179 LEIHLATPPASLPYLKMTKQTLESFGIKAYTSIDWQEISIP-PQPYL-PARYRVEGDWSS 236 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           AS FLA  AI    + +    T S Q D    + L  MGA+V   +  V V+  P      
Sbjct: 237 ASSFLALGAI-AAPLFISNLDTESFQADRIMIKFLSEMGAEVESGQNWVKVSPKP----- 290 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L AI  ++    D+   LA+ A  A G + +  V   R+KE+ R+ A+   L+ +G  
Sbjct: 291 ---LTAIQADLTHSIDLLPALAITAACAKGQSILSGVRQARIKESNRIRAVSQGLSAMGI 347 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           +V E  D  II          ID+  DHR+AMAF           I +  C  KT+PD++ 
Sbjct: 348 NVTEEDDRLIIEGGMPRGAE-IDSLGDHRIAMAFGALGAVTGETCISEAECVSKTYPDFW 406 
 
Query: 437 DVLSTF 442 
             L +  
Sbjct: 407 QKLESL 412 
 
 
>ref|YP_004000333.1| aroa [Bifidobacterium longum subsp. longum BBMN68] 
 gb|ADQ03467.1| AroA [Bifidobacterium longum subsp. longum BBMN68] 
          Length = 445 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 139/443 (31%), Positives = 213/443 (48%), Gaps = 23/443 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
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Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVSVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPAAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E +D   R +    +  + P   
Sbjct: 189 ISSKLPGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPRAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 304 DGVRYCEVTGDGTVRGLGTFDLTAAGEIAPSLAAILVFADKSTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTI 422 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P + + 
Sbjct: 364 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPDIEV 422 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            +   TRKT PD+  + S  ++  
Sbjct: 423 INVSTTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|YP_002379387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           7424] 
 sp|B7KLE7.1|AROA_CYAP7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACK72519.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           7424] 
          Length = 448 
 
 Score =  159 bits (401), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 126/438 (28%), Positives = 215/438 (49%), Gaps = 25/438 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R L+L A+++G T++  LL  ED H      R +G  +      K 
Sbjct: 28  LTGKITIPGDKSISHRALMLGAIAQGETIIKGLLLGEDPHSTAKCFRAMGAEISPLNTDK 87 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +V G G    + + +E V +   GN+G  MR L   + A+     + + G   +R RP 
Sbjct: 88  -IIVKGIG----LGNLQEPVDVLDAGNSGTTMR-LMLGLLASHPERFFTVTGDSSLRSRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+Q+GA +         P+ ++G    P   +     I+S  + + ++ A L+ 
Sbjct: 142 MSRVIKPLQQMGAQIWGRKQNSLAPLAISGQSLQP---IHYHSPIASAQVKSCILLAGLS 198 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
           + + +  + +  +S  + E   R+++ FG   E         + G  +    +   V GD 
Sbjct: 199 V-EGKTTVTEPALSRDHSE---RMLKAFGANLEIDPQTHSVTVMGPSRLTG-QTVIVPGD 253 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L AG+ + G  + +E  G    +  +   EVLEMMGA +T       +TG P  
Sbjct: 254 ISSAAFWLVAGSIVPGSDLLIENVGINPTRTGI--LEVLEMMGADLTLLNQR-EITGEPV 310 
 
Query: 313 EPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                KH  LKA  ++ + +P   D    LAV A+FA G T IRD    RVKE++R+  + 
Sbjct: 311 ADIRVKHSQLKACTISGDIVPRLIDEIPILAVAAVFAQGTTVIRDAQELRVKESDRLAVM 370 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
             EL ++GA + E PD   IT P  L  + +D+Y DHR+AM+ ++AA  A    TI     
Sbjct: 371 ACELNQMGAKITELPDGLEITGPVSLKGSQVDSYTDHRIAMSLAIAALNASHSTTIHRAQ 430 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
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               ++P++   L    + 
Sbjct: 431 AAAVSYPEFITTLQQLCQ 448 
 
 
>emb|CBL17641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus sp. 
           18P13] 
          Length = 416 
 
 Score =  158 bits (400), Expect = 1e-36,   Method: Compositional matrix adjust. 
 Identities = 133/423 (31%), Positives = 209/423 (49%), Gaps = 33/423 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV +P SKS ++R L+ AAL++GT+ + NL +SED+   +GAL+ +G  +   +    
Sbjct: 10  LEGTVSIPASKSAAHRALICAALAKGTSRLTNLSDSEDIAATIGALQQMGAKIT--RTGS 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G      +E   + + L  G +G  +R L     A G   T +  G  R+  RP+ 
Sbjct: 68  SVTVTGI-----LEPPTQPITLDCGESGSTLRFLIPVAAALGLTCTIIGKG--RLPYRPL 120 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              +  L + G  +         P+ ++G   L  G  +L G +SSQYL+ LL+A PL   
Sbjct: 121 DAYLRELPKKGISIQPERQDALLPLHMSG--KLQSGVFQLEGDVSSQYLTGLLLALPLLE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           GD  +E+   L S PYV+MT  L+ + GV  E +   + + I GG  Y  P +  +EGD  
Sbjct: 179 GDSRLELTSPLESAPYVDMTAALLRQAGVPTEKTP--EGYRIPGGGVYH-PLSLAIEGDY 235 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A++FL   A+ G  V V+G G  S QGD K  E+L     ++ +T+ +   +G      
Sbjct: 236 SQAAFFLTANAL-GSHVRVDGLGENSCQGDRKIVEILR----ELCYTKENTIASG----- 285 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                   + V    +PD+   L V+A     P+ I      R+KE++R+ AI   L  + 
Sbjct: 286 --------LSVYAADIPDLVPVLTVLACLCGKPSRIYGAKRLRLKESDRLAAIAAALNAI 337 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFP 433 
           G  V +  D   I P         D+  DHR+AM+ ++AA  +  PVTI      RK++P 
Sbjct: 338 GGQVSQTEDGLEIQPIAAFTGGTADSCGDHRIAMSLAVAATRSTAPVTILGAEAVRKSYP 397 
 
Query: 434 DYF 436 
           D++ 
Sbjct: 398 DFW 400 
 
 
>ref|ZP_07879918.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces sp. oral 
           taxon 180 str. F0310] 
 gb|EFU61458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces sp. oral 
           taxon 180 str. F0310] 
          Length = 451 
 
 Score =  158 bits (400), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 138/435 (31%), Positives = 205/435 (47%), Gaps = 40/435 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           +  TV +PGSKS++ R L LAA+ E  ++V   L + D      AL  +G  +E A   A 
Sbjct: 15  VDATVAIPGSKSITARALYLAAVGEAPSLVTGALEARDTRLFADALEVMGARIEDAGDGA 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATYVLDGVPRMRE 131 
            R   +      P    + E  L    AG  MR L   AA++A       + DG  +    
Sbjct: 75  LRVTPM----SLPPRGGRIECGL----AGTVMRFLPPLAALSAE----ETLFDGDKQAYA 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAA 190 
           RP+G L+  L ++GA V         P  + G    P G +  +  S SSQ+LSALL+ + 
Sbjct: 123 RPLGPLLDALVRMGASVTYHGERGHLPFSIRGPLRTPLGAQAWVDASSSSQFLSALLLVS 182 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-------SWDRF--YIKGGQK 241 
           PL    + +     + S+P+VEMTL  +   G+  E  D       +W  F    +GG+  
Sbjct: 183 PLVGDPLFVSAPGPVPSMPHVEMTLASLAGAGIDLEVVDEAQADLSTWHVFPSRPRGGE- 241 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTW 300 
                   VE D S+A  FLA A ITGG V +    G T+  GD  +  +L  MGA +T  
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Sbjct: 242 ------IVVEPDLSNAGPFLAAAMITGGRVRIPAWPGATTQAGDA-WRALLGHMGATITL 294 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E  +T+TGP     G  +   I   M ++ ++  TLA +  +A  P+ +  +A  R  E 
Sbjct: 295 DEEGLTLTGP-----GAGNYPGIKATMAEVGELTPTLAAICAYASTPSHLSGIAHLRGHE 349 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
           T+R+ A+  E+ + G   EE  D  +IT P  L+   I +Y DHRMA   ++       + 
Sbjct: 350 TDRLAALVAEINRAGGQAEETEDGLVIT-PRPLHAAQIRSYADHRMATFGAILGLITPGI 408 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           T+ D  CT KT P + 
Sbjct: 409 TVDDITCTSKTLPGF 423 
 
 
>ref|ZP_07148087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           resistens DSM 45100] 
          Length = 429 
 
 Score =  158 bits (399), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 133/429 (31%), Positives = 204/429 (47%), Gaps = 42/429 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV- 77 
           V +PGSKS++NR L+LAAL+ G + ++  L S D   M+ +LR LG  +  D      V  
Sbjct: 19  VHIPGSKSITNRALILAALANGPSTINGALLSRDTELMMDSLRQLGTEIRVDGTTIHIVP 78 
 
Query: 78  -------VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  VV C                 G AG  MR +      A G   +  DG  + R 
Sbjct: 79  EPKLTGGVVHC-----------------GLAGTVMRFVPPVAALAEGTVEF--DGDVQAR 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP---PVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           +RP+   +  L+ LGADV+  +  D P   P  ++G G L GG+V +  S SSQ++S LL 
Sbjct: 120 KRPMATTLDSLRALGADVET-VSDDNPDGLPFLIHGRGHLDGGEVSIDASASSQFVSGLL 178 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +A       V ++ + + L S P+VEMTL ++   GV+ E   S++ + ++ G        
Sbjct: 179 LAGARFERGVRVKNVGNALPSQPHVEMTLEMLRLAGVQVE--TSFNEWTVEPGPIAGRTW 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           N  VE D S+A+ F+A AA TGG V +     T+ Q   +F  +L+ MG    +     + 
Sbjct: 237 N--VEPDLSNATPFMAAAAATGGNVRIGNWPQTTTQPGDQFRVLLDDMGVNCEYHAHDSS 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +     E  G   LK I  +M+ + ++  T+  +A  AD  + +  +A  R  ET R+ A 
Sbjct: 295 L-----EVHGSGELKGITWDMHDIGELTPTVVALAALADSRSHLYGIAHLRGHETNRLAA 349 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +   +  LG  V+E  D  II  P  L      +Y DHRMA A ++       + + D   
Sbjct: 350 LSANINALGGRVQETEDGLIID-PAPLRGGQWASYADHRMATAGAIIGLCVEGIEVEDID 408 
 
Query: 427 CTRKTFPDY 435 
            T KT P + 
Sbjct: 409 TTAKTLPGF 417 
 
 
>ref|ZP_08010275.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coprobacillus sp. 
           29_1] 
 gb|EFW05597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coprobacillus sp. 
           29_1] 
          Length = 425 
 
 Score =  158 bits (399), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 113/436 (25%), Positives = 212/436 (48%), Gaps = 45/436 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ G V +P SKS+++R ++ A+L+ G +++ ++  S+D+   + A++ LG  +      
Sbjct: 8   KKLKGKVNVPPSKSMAHRAIICASLARGKSIIRHIEYSKDIEATISAMKALGTMI----- 62 
 
Query: 73  AKRAVVVGCGGKFPVEDAKE--EVQLFLGN--------AGIAMRSLTAAVTAAGGNATYV 122 
                       F  +D  E      F+ N        +G  +R +         N  +  
Sbjct: 63  ------------FQYDDYLEIDGTTTFMRNMCDIDCHESGSTLRFMVPISIVCEANVHFT 110 
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Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G  R+ +RP+        Q   ++      D   + + G   L  G+ ++ G +SSQ+ 
Sbjct: 111 --GQGRLGKRPLDVYYKIFDQ--QNIGYLYQEDVLDLYIKG--RLKAGEFEIPGDVSSQF 164 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S LL A PL  G+ +I I   L S  Y+++TL+++E++GV  E+ + +  F I GGQ Y 
Sbjct: 165 ISGLLFALPLLDGNSKIMITSPLESKGYIDLTLQMLEQYGVHIENKN-YQEFIIHGGQIY 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + P + YVE D S A+++L   A+ G  V +EG   ++ QGD +  ++LE MG ++     
Sbjct: 224 Q-PCDYYVEADFSQAAFYLVAGAL-GNDVVLEGLNLSTHQGDKEAIDILERMGCQLIAKN 281 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
               +            L A  ++ ++ PD+   +A+    ++G T I ++   R+KE + 
Sbjct: 282 DGYQIYPGI--------LTATTIDGSQCPDIIPVIALACALSEGVTHIENIGRLRIKECD 333 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+ A    + +LG   +E  +  II   + L    + +Y+DHRMAM  ++A+      V  
Sbjct: 334 RLSATVEVINQLGGIAKEEENAMIIEGVKTLQGGKVSSYNDHRMAMMEAIASTVCHHQVV 393 
 
Query: 422 IRDPGCTRKTFPDYFD 437 
           I +  C  K++P +++ 
Sbjct: 394 IDNKDCVEKSYPSFWE 409 
 
 
>ref|YP_638530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           MCS] 
 ref|YP_937382.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           KMS] 
 sp|Q1BCB0.1|AROA_MYCSS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A1UCN4.1|AROA_MYCSK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG07474.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           MCS] 
 gb|ABL90592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium sp. 
           KMS] 
          Length = 438 
 
 Score =  158 bits (399), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 133/426 (31%), Positives = 211/426 (49%), Gaps = 28/426 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS--EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +  T+ +PGSKS +NR L+LAAL+  +GT+ +   L S D   M+GAL+TLG  VE+    
Sbjct: 16  VHATLTIPGSKSQTNRALVLAALATPQGTSTISGALRSRDTDLMIGALQTLGFDVESAGT 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                V G              ++  G AG  +R L     AA    T   DG  + R R 
Sbjct: 76  DSDLRVGGG------LGPAAGARVDCGLAGTVLRFLPP--VAALSTETVEFDGDEQARAR 127 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  L+ GL+ LG  +D     D  P RV G G + GG V++  S SSQ++S L+++  L 
Sbjct: 128 PIAPLLAGLQALGVRIDG----DGLPFRVRGEGSVAGGTVEIDASASSQFVSGLMLSGAL 183 
 
Query: 193 ALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
               + I    + + S P+V MT+ ++   GV+ + + + +R+ ++ G    + ++  +E 
Sbjct: 184 FRDGLTIVHTGESVPSAPHVAMTVSMLRDAGVEVDDTKT-NRWTVRPGPV--AARHWTIE 240 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D S+A  FL+   ++GG V + G    S Q       +LE +GA V  TE+ + V     
Sbjct: 241 PDLSNAVPFLSAGVVSGGAVRITGWPAVSTQPAGAIMAILEKVGAVVRQTESYLEVQ--- 297 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD--GPTAIRDVASWRVKETERMVAIRT 369 
               G +  +  DV+++ + ++   +A +A  A     + +R VA  R  ET+R+ A+   
Sbjct: 298 ----GTRQYQGFDVDLHDVGELTPAVAALAAVATPGAVSRLRGVAHLRGHETDRLAALSA 353 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+  LG   EE  D  +IT    L+     +Y DHRMAMA ++       V I D   T  
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Sbjct: 354 EINGLGGQCEETDDGLVIT-AAPLHGGVWHSYADHRMAMAGAIVGLRTPGVEIEDIATTA 412 
 
Query: 430 KTFPDY 435 
           KT P++ 
Sbjct: 413 KTLPEF 418 
 
 
>ref|ZP_07747176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mucilaginibacter 
           paludis DSM 18603] 
 gb|EFQ77027.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mucilaginibacter 
           paludis DSM 18603] 
          Length = 473 
 
 Score =  158 bits (399), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 140/474 (29%), Positives = 227/474 (47%), Gaps = 54/474 (11%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---------VH 54 
           A  I+ +  K +SGT++L GSKS  NR L++ ALS+G   V N+ ++ D         VH 
Sbjct: 3   ANIIISKATKTLSGTIQLTGSKSECNRALIIEALSKGKVKVLNISDAADAVTLAAVLKVH 62 
 
Query: 55  YMLGALRTLGLSVEADKAAKRAVVVGCGG--------------------KFPVEDAKEEV 94 
                + +  ++        R       G                    + P  D      
Sbjct: 63  SPWSIVHSQAVADREPSTIDRQPPTMDHGPSTMDRQPPTMDHRLSTIDRQPPTMDHGPST 122 
 
Query: 95  QLF--LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 152 
             +  +G AG AMR LTA +     N   ++ G  RM++RPIG LV  +++LGA +D  + 
Sbjct: 123 MDYVDIGPAGTAMRFLTAYLPLLDKN--IIITGTKRMQQRPIGILVDAMRKLGAKIDYQV 180 
 
Query: 153 GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LALGDVEIEIIDKLISIPYV 211 
               PP++++        ++ + G+ISSQY++ALL+ AP L LG + +EI  +L S PYV 
Sbjct: 181 NEGFPPLQIHSGFQQKTDRISIKGNISSQYITALLLIAPSLPLG-LTLEIEGELTSKPYV 239 
 
Query: 212 EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG-GT 270 
           EMTL ++++ G++     +WD   I    +     +  VE D S+ASY+ A AA+      
Sbjct: 240 EMTLAMLQQVGIQ----HTWDDNNIHIANQPFKETSILVEPDWSAASYWYAIAALCDEAE 295 
 
Query: 271 VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 330 
           + +      SLQGD    E++   G    + +  V +    + P  RK       +  +  
Sbjct: 296 LFLPALTPYSLQGDSVITEIMANFGITSQFKDGGVHLQKEAK-PILRKIF-----DFKEC 349 
 
Query: 331 PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV-EEGPDYCIITP 389 
           PD+A T+ VV            + + ++KET+R+ A++ EL K+G  + E+G  Y +    
Sbjct: 350 PDLAQTVIVVCAALGHDATFTGLETLKIKETDRVAALQNELAKIGVKLTEKGQVYKLDCS 409 
 
Query: 390 ----PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
               PEK+    I TY+DHRMAMAF+  A     V + +P    K++P ++  L 
Sbjct: 410 EKQIPEKVT---IRTYEDHRMAMAFAPLALVVPQVEVEEPQVVEKSYPAFWSDL 460 
 
 
>emb|CAK45651.1| unnamed protein product [Aspergillus niger] 
          Length = 1031 
 
 Score =  158 bits (399), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 109/283 (38%), Positives = 156/283 (55%), Gaps = 16/283 (5%) 
 
Query: 169 GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH 227 
           GG++ L+  +SSQY+S+LLM AP A   V ++++  K IS PY++MT  +M  FG+  +  
Sbjct: 3   GGQINLAAKVSSQYVSSLLMCAPYAKEPVTLKLVGGKPISQPYIDMTTAMMRSFGIDVKK 62 
 
Query: 228 SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 287 
           S + +  Y     +Y +P    VE DASSA+Y LA AAITG T TV   G+ SLQGD +F 
Sbjct: 63  STTEEHTYHIPQGRYVNPAEYMVESDASSATYPLAIAAITGTTCTVPNIGSKSLQGDARF 122 
 
Query: 288 A-EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
           A +VL  MG  V  T++S TVTG P    G       +V+M  M D  +T +V+A  A G 
Sbjct: 123 AVDVLRPMGCTVEQTDSSTTVTGAP----GGVLRPLPNVDMEPMTDAFLTASVLAAVARG 178 
 
Query: 347 -----PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----A 397 
                 T I  +A+ RVKE  R+ A++ EL K G    E  D   I   ++ ++       
Sbjct: 179 DGSNHTTRIYGIANQRVKECNRIKAMKDELAKFGVVCREHDDGIEIDGIDRTSLRQPAGG 238 
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Query: 398 IDTYDDHRMAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +  YDDHR+A +FS L+        I +  C  KT+P ++D L 
Sbjct: 239 VFCYDDHRVAFSFSVLSLVTPQSTLILERECVGKTWPGWWDSL 281 
 
 
>ref|ZP_06141949.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus 
           flavefaciens FD-1] 
          Length = 416 
 
 Score =  157 bits (398), Expect = 2e-36,   Method: Compositional matrix adjust. 
 Identities = 127/427 (29%), Positives = 210/427 (49%), Gaps = 41/427 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGT--TVVDNLLNSEDVHYMLGALRTLGLSVE-ADK 71 
           + G V++P SKS ++R ++ AALS  +  +V+  +  S+D+   LGA+   G   E  DK 
Sbjct: 10  LKGRVEIPSSKSCAHRAIICAALSSDSEPSVLSGISFSKDIEATLGAMEAFGAKWEMTDK 69 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            +    V G G     + A+ ++ +    +G  +R +     A G +  ++  G  R+ + 
Sbjct: 70  ESGTVTVWGIG----TDRAEGKLSIDCNESGSTLRFVIPIAAALGYDTEFI--GRGRLPQ 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI    +  ++LG     F   +  P  ++G   L  GK ++ G++SSQ+++ LL A P 
Sbjct: 124 RPID---IYTRELGRKGITFNYNNTMPFDISG--QLTSGKYEIEGNVSSQFITGLLFALP 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L  GD EI +   L S PYV++T+  M+RFGV  + +++   + IKGGQ+Y S  +  VE 
Sbjct: 179 LLEGDSEIILTSHLESRPYVDITIDTMKRFGVIIDETET--SYTIKGGQRYHS-HSERVE 235 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S A++F    AI G  + +      S+QGD +           +T       V G   
Sbjct: 236 GDYSQAAFFCVANAI-GSEIELGNLSPDSVQGDKRI--------TSITADILKDGVIGSF 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
           RE            + + +PD+   L+V+A +  G + I +    R+KE++R+      L 
Sbjct: 287 RE------------DCSDIPDLVPILSVLAAYGSGESVIYNAERLRIKESDRLETTAAML 334 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
             +G  V    D  II P +KL    +D   DHR+ MA ++AA  C+   V I        
Sbjct: 335 NGIGGDVTVTDDGLIIRPTDKLTGGKVDGCGDHRIVMAAAVAALGCSG-DVIITGAEAVE 393 
 
Query: 430 KTFPDYF 436 
           K++PD+F 
Sbjct: 394 KSYPDFF 400 
 
 
>ref|ZP_06757803.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella sp. 
           6_1_27] 
 gb|EFG24918.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella sp. 
           6_1_27] 
          Length = 422 
 
 Score =  157 bits (398), Expect = 3e-36,   Method: Compositional matrix adjust. 
 Identities = 121/427 (28%), Positives = 208/427 (48%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+  ++ +     S+D+   + +LR LG  V  +    + 
Sbjct: 10  TGTIASIPAKAHAHRALICAALANSSSTILLSRTSKDIDATMDSLRGLGAHVVYEN---K 66 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            V V  G       A ++  +    +G  +R L   V A+  N   V D   R+ +RP+  
Sbjct: 67  VVTVTPG------PAPKKGYVVPHESGTTLR-LLLPVAASICNEVNV-DAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  + G+  L GG+  + G +SSQ+ S LL+AAP   G 
Sbjct: 119 PMLGEMKAHGVT----FSQDKPPFTMTGL--LQGGQFSMVGDVSSQFFSGLLLAAP-QCG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS----WDRFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FGV  +H+ +     + F +     +K   N  +E 
Sbjct: 172 GATITSTTPLQSSDYVTLTTTTMADFGVTVDHTPARGTVQESFTVTANATFKGQSNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
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           GD S+ + ++  AA+TG  +T+ G    S+Q D +  +V+E  G  +TW + ++TV+G   
Sbjct: 232 GDWSNTAIWMVAAAMTGQPITITGMNQNSIQADRRIMQVIESSGCTITWDDMNITVSGRA 291 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P        I  ++ +MPD+   +A +A    G ++  + A  R+KE++R+  +   + 
Sbjct: 292 SKP--------IHADLEQMPDMLPVMAALACSIQGESSFVNGARLRLKESDRLETVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  +E PV ++D     K 
Sbjct: 344 RDLGGTVREDGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISETPVILQDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++PD+F+ 
Sbjct: 404 SYPDFFE 410 
 
 
>ref|YP_003411129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geodermatophilus 
           obscurus DSM 43160] 
 gb|ADB76758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geodermatophilus 
           obscurus DSM 43160] 
          Length = 422 
 
 Score =  157 bits (397), Expect = 3e-36,   Method: Compositional matrix adjust. 
 Identities = 138/430 (32%), Positives = 211/430 (49%), Gaps = 38/430 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   V LPGSKSL+ R L+LAAL++G + +   L + D   M  ALR LG+ V  D+  + 
Sbjct: 14  VDAVVALPGSKSLTARALVLAALADGPSRLVRPLRARDTDLMAAALRALGVRV--DEVGE 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V     + P E       +  G AG  +R L      A G     +DG PR+ ERP  
Sbjct: 72  DWAVTPRALRGPAE-------VDAGLAGTVLRFLPPVAALADGPVR--VDGDPRLHERPN 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+ LG  VD   G    P  V+G G + GG V +  S SSQ +S LL+AA     
Sbjct: 123 AGLIAALRDLGVRVDDD-GRGRAPFTVHGTGRVRGGAVTVDASESSQIVSGLLLAAARFD 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK------SPKNA 248 
             V++ +   + S+P+VEMT+  +   GV            ++ G+ ++      + ++  
Sbjct: 182 EGVDLALAGGVPSMPHVEMTVESLRERGVD----------VVRTGRGWRVAPGPVAARDE 231 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A+ FLA A +TGG VT+      + Q   +   +L  MGA V  T   + VT 
Sbjct: 232 VLEPDLSNAAPFLAAALVTGGRVTIRDWPAETTQPGGRLDALLGAMGAHVERTGEGLRVT 291 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  G   ++ +  ++ ++ ++   LA +   ADG + +  V   R  ET+R+ A+  
Sbjct: 292 -------GSGTVRPLVADLGEVGELTPVLAALCALADGTSRLTGVGHLRGHETDRLQALD 344 
 
Query: 369 TELTKLGASVEEGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             LT +GA VE+ PD  +ITP P +     + +Y DHRM  A ++   A   V +RDPG  
Sbjct: 345 EVLTSVGARVEQLPDGLVITPGPHR--AARLGSYADHRMVHAAAVLGLAVEGVEVRDPGA 402 
 
Query: 428 TRKTFPDYFD 437 
             KT PD+ D 
Sbjct: 403 VSKTLPDFVD 412 
 
 
>ref|ZP_04598887.1| hypothetical protein VEIDISOL_00288 [Veillonella dispar ATCC 17748] 
 gb|EEP66222.1| hypothetical protein VEIDISOL_00288 [Veillonella dispar ATCC 17748] 
          Length = 422 
 
 Score =  157 bits (397), Expect = 3e-36,   Method: Compositional matrix adjust. 
 Identities = 130/427 (30%), Positives = 206/427 (48%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+   + +     S+D+   + +LR LG  V      +  
Sbjct: 10  TGTIASIPAKAHAHRALICAALATSPSTILLSRTSKDIDATMDSLRGLGAHV----VYEN 65 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            +V    G  P   AK  V      +G  +R L   V A+  N   V D   R+ +RP+  
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Sbjct: 66  KIVTVTSGPAP---AKGNV--VPHESGTTLR-LLLPVAASICNDVDV-DAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  + G   L GG+  + G +SSQ+ S LL+AAP  +G 
Sbjct: 119 PMLSEMKAHGVT----FSQDKPPFTMTG--HLQGGQFSMVGDVSSQFFSGLLLAAP-QIG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS----DSWDRFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FGV+ EH+    D  + F +  G  +    N  +E 
Sbjct: 172 LSTITSTTPLQSSDYVTLTTETMRNFGVEVEHTLPDTDINEAFTVPFGASFIGRDNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S+A+ ++  A +TG  +T+ G    S+Q D +  +V+   G  V W   +VTVTG   
Sbjct: 232 GDWSNAAIWMVAAGMTGRPITITGMNKNSVQADRRIMQVMIDAGCDVIWDGMNVTVTGRA 291 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P        I  ++ +MPD+   +A +A    G +A    A  R+KE++R+VA+   + 
Sbjct: 292 SKP--------IHADLEQMPDMLPVMAALACSISGESAFVKGARLRLKESDRLVAVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  +E PVT++D     K 
Sbjct: 344 RDLGGTVREDGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISENPVTLKDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++PD+F+ 
Sbjct: 404 SYPDFFE 410 
 
 
>ref|YP_002470344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis AD011] 
 gb|ACL29768.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis AD011] 
 gb|ADC85990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis BB-12] 
          Length = 462 
 
 Score =  157 bits (397), Expect = 3e-36,   Method: Compositional matrix adjust. 
 Identities = 132/459 (28%), Positives = 220/459 (47%), Gaps = 47/459 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I  TV +PGSKSLSNR L+LAALS     ++ LL S D   M+GAL+ LG++ + D     
Sbjct: 20  IDATVTIPGSKSLSNRFLILAALSRKPVRIEGLLRSRDTELMMGALKALGVAFQEDATEP 79 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V V      P E      ++F G AG  MR +      A G   +  DG  +   RP+ 
Sbjct: 80  TTVTV----IPPAEGFTGNTEVFCGLAGTVMRFVPPLTLFAKGPVRF--DGDEQAYARPM 133 
 
Query: 135 GDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           G ++ G++QLGA ++ F G       T  PPV++  + G P  KV++  S SSQ++S LL 
Sbjct: 134 GPVLEGMRQLGARIE-FEGEEGHLPFTVTPPVQLGNLKGKP-QKVRIDSSASSQFISGLL 191 
 
Query: 188 M-AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           +  + L  G +      +L S+P++ MT   ME       H +   R  +I    + +   
Sbjct: 192 LIGSRLPDGLILEHTGVQLPSMPHIRMT---MEDVDAAGGHIEMPQRGRWIVDHAELQMA 248 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  VE D S+A+ FL  A I  G+V +      + Q       +L   GA       S+ 
Sbjct: 249 AHVVVEPDLSNAAPFLGAALIASGSVRIPNWPAHTTQPGGFLPHILHRFGA-------SI 301 
 
Query: 306 TVTGPPR------EPFGRKHLKAIDV------------NMNKMPDVAMTLAVVALFADGP 347 
           T+ G P       E F   +   ++V            +++ + ++  ++A +A+FA+ P 
Sbjct: 302 TLGGEPFNEVNDCECFPDDYNGILEVSSDGVIEGLGECDLSAIGEITPSIAAIAVFANAP 361 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHR 405 
           + +  +   R  ET R+ A+ TE+ ++G+  +E  +   I P  +  ++   ++TY DHR 
Sbjct: 362 SVLVGIGHLRGHETNRLEALATEINRVGSDAQEEAEGLSIAPVARDLMHGAVMETYADHR 421 
 
Query: 406 MAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           MA   ++   A   + + +   TRKT PD+  + +  ++ 
Sbjct: 422 MATFAAMLGLAIDGIEVTNVETTRKTIPDFVGMWNGMLR 460 
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>ref|ZP_02962867.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis HN019] 
 ref|YP_002968397.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis Bl-04] 
 ref|YP_002969964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis DSM 10140] 
 gb|EDT89744.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis HN019] 
 gb|ACS46335.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis Bl-04] 
 gb|ACS47902.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis DSM 10140] 
 gb|ADG33527.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           animalis subsp. lactis V9] 
          Length = 448 
 
 Score =  157 bits (397), Expect = 3e-36,   Method: Compositional matrix adjust. 
 Identities = 132/459 (28%), Positives = 220/459 (47%), Gaps = 47/459 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I  TV +PGSKSLSNR L+LAALS     ++ LL S D   M+GAL+ LG++ + D     
Sbjct: 6   IDATVTIPGSKSLSNRFLILAALSRKPVRIEGLLRSRDTELMMGALKALGVAFQEDATEP 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V V      P E      ++F G AG  MR +      A G   +  DG  +   RP+ 
Sbjct: 66  TTVTV----IPPAEGFTGNTEVFCGLAGTVMRFVPPLTLFAKGPVRF--DGDEQAYARPM 119 
 
Query: 135 GDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           G ++ G++QLGA ++ F G       T  PPV++  + G P  KV++  S SSQ++S LL 
Sbjct: 120 GPVLEGMRQLGARIE-FEGEEGHLPFTVTPPVQLGNLKGKP-QKVRIDSSASSQFISGLL 177 
 
Query: 188 M-AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           +  + L  G +      +L S+P++ MT   ME       H +   R  +I    + +   
Sbjct: 178 LIGSRLPDGLILEHTGVQLPSMPHIRMT---MEDVDAAGGHIEMPQRGRWIVDHAELQMA 234 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  VE D S+A+ FL  A I  G+V +      + Q       +L   GA       S+ 
Sbjct: 235 AHVVVEPDLSNAAPFLGAALIASGSVRIPNWPAHTTQPGGFLPHILHRFGA-------SI 287 
 
Query: 306 TVTGPPR------EPFGRKHLKAIDV------------NMNKMPDVAMTLAVVALFADGP 347 
           T+ G P       E F   +   ++V            +++ + ++  ++A +A+FA+ P 
Sbjct: 288 TLGGEPFNEVNDCECFPDDYNGILEVSSDGVIEGLGECDLSAIGEITPSIAAIAVFANAP 347 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHR 405 
           + +  +   R  ET R+ A+ TE+ ++G+  +E  +   I P  +  ++   ++TY DHR 
Sbjct: 348 SVLVGIGHLRGHETNRLEALATEINRVGSDAQEEAEGLSIAPVARDLMHGAVMETYADHR 407 
 
Query: 406 MAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           MA   ++   A   + + +   TRKT PD+  + +  ++ 
Sbjct: 408 MATFAAMLGLAIDGIEVTNVETTRKTIPDFVGMWNGMLR 446 
 
 
>ref|YP_001424881.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           Dugway 5J108-111] 
 sp|A9KCT5.1|AROA_COXBN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS76509.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii 
           Dugway 5J108-111] 
          Length = 438 
 
 Score =  157 bits (396), Expect = 4e-36,   Method: Compositional matrix adjust. 
 Identities = 139/436 (31%), Positives = 216/436 (49%), Gaps = 29/436 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + +SG + +PG KS+S R +LLAA++EG T VD  L   D   M+ AL+ +G S++   
Sbjct: 7   PSQGLSGEICVPGDKSISQRAVLLAAIAEGQTQVDGFLMGADNLAMVSALQQMGASIQVI 66 
 
Query: 71  KAAKRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +     VV G G    + P E       L  GN+G A+R L+  +  AG     VL G   
Sbjct: 67  EDENILVVEGVGMTGLQAPPE------ALDCGNSGTAIRLLSGLL--AGQPFNTVLTGDS 118 
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Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            ++ RP+  ++  L  +GA +D     + PP+++ G   L G   +L  + S+Q  S LL 
Sbjct: 119 SLQRRPMKRIIDPLTLMGAKIDST--GNVPPLKIYGNPRLTGIHYQLPMA-SAQVKSCLL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   I         P  + T RL++ F    +         + GG K K+  + 
Sbjct: 176 LAGLYARGKTCIT-----EPAPSRDHTERLLKHFHYTLQKDKQS--ICVSGGGKLKA-ND 227 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             + GD SSA++F+  A IT G+  +  C        +    +L+MMGA +  T  +    
Sbjct: 228 ISIPGDISSAAFFIVAATITPGS-AIRLCRVGVNPTRLGVINLLKMMGADIEVTHYTEKN 286 
 
Query: 308 TGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +   R   LK ID+  +++P   D    L + A  A G T +RD A  RVKET+R 
Sbjct: 287 EEPTADITVRHARLKGIDIPPDQVPLTIDEFPVLLIAAAVAQGKTVLRDAAELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+   L KLG + E  PD  II     L    +++YDDHR+AMAF++A   A+  V I 
Sbjct: 347 IAAMVDGLQKLGIAAESLPDGVIIQ-GGTLEGGEVNSYDDHRIAMAFAVAGTLAKGSVRI 405 
 
Query: 423 RDPGCTRKTFPDYFDV 438 
           R+    + +FP++ ++ 
Sbjct: 406 RNCDNVKTSFPNFVEL 421 
 
 
>ref|ZP_02444898.1| hypothetical protein ANACOL_04233 [Anaerotruncus colihominis DSM 
           17241] 
 gb|EDS08908.1| hypothetical protein ANACOL_04233 [Anaerotruncus colihominis DSM 
           17241] 
          Length = 416 
 
 Score =  157 bits (396), Expect = 4e-36,   Method: Compositional matrix adjust. 
 Identities = 139/426 (32%), Positives = 208/426 (48%), Gaps = 39/426 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +  P SKS ++R L+ AALS     V  +  S D+   L  LR +G++   ++      
Sbjct: 13  GKLAAPPSKSAAHRALICAALSAMPCRVFPVAASSDMRATLRVLRAMGVNWTQEEN---- 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            VV  G  +    A+E        +G  +R L     A G  A +   G  R+ ERP+G  
Sbjct: 69  TVVFEGASW---QAREPFDCL--ESGSTLRFLLPVAAALGLPAAFTGGG--RLPERPLGA 121 
 
Query: 137 LVVGLKQLG-ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
           L+  ++  G A  D  L     P  ++G   L  G+  L G +SSQ++S LL A PL  G 
Sbjct: 122 LMEQMRAHGVAFSDGRL-----PFSISGR--LAAGRYTLPGDVSSQFISGLLFALPLVEG 174 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQKYKSPKNAYVEGDA 254 
           D EI +   L S  YV+MTL  + + G++   ++S W    + GGQ Y+S +   VE D  
Sbjct: 175 DSEIVLTSPLQSAGYVDMTLEALAQSGIRVSRTESGWQ---VPGGQAYRSGERT-VEADW 230 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           S+A+++L AGAA  GG V + G    S QGD    +++   GA+++           P   
Sbjct: 231 SNAAFWLCAGAA--GGDVRLTGLRDGSAQGDRAVFDLIGQFGAQISRDANVTRCAHAP-- 286 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                 L  I ++   +PD+   LAV A FA G T I +    R+KE++R+  +   L   
Sbjct: 287 ------LHGIRIDAGPIPDLVPILAVTAAFAQGDTEIYNAGRLRIKESDRLSTVAALLRD 340 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
           LG SV+E PD   I        TA D  +DHR+ M+ ++A   C E PV IR      K+ 
Sbjct: 341 LGGSVDEYPDRLTIHGGGLRGGTA-DGANDHRVVMSAAIAGMFCRE-PVLIRGAEAVHKS 398 
 
Query: 432 FPDYFD 437 
           +PD+F+ 
Sbjct: 399 YPDFFE 404 
 
 
>ref|ZP_06826700.1| short-chain-fatty-acid-CoA ligase [Streptomyces sp. SPB74] 
 gb|EDY45390.1| short-chain-fatty-acid-CoA ligase [Streptomyces sp. SPB74] 
          Length = 995 
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 Score =  157 bits (396), Expect = 4e-36,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 221/437 (50%), Gaps = 27/437 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            +++G V +P SK  ++R L+LA+L+EG + V  L ++  V Y +  LR LG+ +  +   
Sbjct: 10  HQLTGEVLVPNSKYHAHRALILASLAEGVSRVHGLSDARHVQYTVQLLRGLGVKITTE-- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV G GG++    A     +  G++G  +  +    + +  + T  + G    R R 
Sbjct: 68  GDTFVVHGLGGRYRPRRAA----VSAGSSGTTLYFMIGLASLSDRDVT--VTGQKYFRRR 121 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G L+  L+Q+G   D     DCPPVRV       GG V+++G++S Q++S L++ AP  
Sbjct: 122 PVGPLLTALRQMGVGADS--ADDCPPVRVAARRP-SGGHVRIAGTLS-QWISGLILLAPF 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE+  +L    Y+E+T+ +M +FG+    S+ W RF ++ GQ   +     +   
Sbjct: 178 ATGRTTIEVEGELNERSYLELTVAMMRQFGLAVTVSEDWRRFDVEPGQSAVA-TELTLPP 236 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQG------DVKFAEVLEMMGAKVTWTETSVT 306 
           D  SA++ +A AA+    V ++G   T L+G      +  F ++   MG  +   E +   
Sbjct: 237 DIGSAAFGIAAAALHPSDVLLKGM--TRLEGGPADHPEFHFLDIARAMGVPMELDEAAGG 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V      P     LK ++V+   +PD+   L+ +  FA G +   ++A  R+KE++R  A 
Sbjct: 295 VRIRQEAPM----LKGVEVDCRDVPDMLPILSTLGSFAYGESVFHNIAHTRLKESDRAAA 350 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           +  +L  +G  +E   D   +   E L    + +++DHR+ M+ ++A+  A    T+  P 
Sbjct: 351 M-LQLNAMGGDLELDGDALRVRGVEGLVGAKLSSFNDHRVLMSLAVASSRARGHSTLTYP 409 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
              R ++P Y D ++T  
Sbjct: 410 NAYRISYPAYLDAMNTL 426 
 
 
>ref|YP_377334.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CC9902] 
 sp|Q3AXB7.1|AROA_SYNS9 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB26290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CC9902] 
          Length = 437 
 
 Score =  157 bits (396), Expect = 4e-36,   Method: Compositional matrix adjust. 
 Identities = 142/444 (31%), Positives = 207/444 (46%), Gaps = 39/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+PG KS+S+R LL  A++EGTT ++ LL +ED       LR +G+ +   +A K 
Sbjct: 15  LQGRVKVPGDKSISHRSLLFGAIAEGTTTIEGLLPAEDPISTAACLRAMGVGITPIEAGK 74 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G      D  +E Q  L  GN+G  MR +   +    G   +VLDG   +R R 
Sbjct: 75  IVTVEGVG-----LDGLQEPQHILDCGNSGTTMRLMLGLLAGRAGR-HFVLDGDASLRRR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+  +   L  +GADV      +  P+ V G          L G+I      S+Q  SA+ 
Sbjct: 129 PMRRVGQPLASMGADVRGRDNGNLAPLAVQG--------TTLRGTIVGTPVASAQVKSAI 180 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSP 245 
           L+AA  A  D    +I+   S  + E   R++  FG   E      R   +K G       
Sbjct: 181 LLAALTA--DGPTTVIEPSQSRDHSE---RMLRAFGANLEVGGEMGRHISVKPGATLHG- 234 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA+++L AGA + G  +T+E  G    +      EVL+ MGA +       
Sbjct: 235 QTVVVPGDISSAAFWLVAGALVPGSDLTIENVGLNPTR--TGILEVLDQMGANIEIVHPR 292 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P      KH  LK        MP   D    L+V A F DG + I   +  RVK 
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Sbjct: 293 -DVAGEPVGDLRVKHGPLKPFQFGEEIMPRLVDEVPILSVAACFCDGESRISGASELRVK 351 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET+R+  +  +L  +GA +EE  D   I     L  TA+D+  DHR+AM+ ++AA  A   
Sbjct: 352 ETDRLAVMARQLKAMGAEIEEHEDGMTIRGGRPLRGTALDSETDHRVAMSMAIAALMASG 411 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           P T+        ++P ++D L+   
Sbjct: 412 PSTLARSEAAAVSYPTFWDDLARL 435 
 
 
>ref|YP_463398.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-C] 
 sp|Q2IMC8.1|AROA_ANADE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABC79961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-C] 
          Length = 440 
 
 Score =  157 bits (396), Expect = 4e-36,   Method: Compositional matrix adjust. 
 Identities = 144/437 (32%), Positives = 208/437 (47%), Gaps = 39/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R LL  ALS G T V  LL++EDVH    A+  LG           
Sbjct: 18  LRGAIEVPGDKSISHRSLLFGALSTGETRVTGLLDAEDVHSTRKAVEALG---------- 67 
 
Query: 75  RAVVVGCGGKF---PVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            A+V   GG+    P    +E   +   GN+G ++R LT  ++   G    VL G   +R 
Sbjct: 68  -AIVREEGGEVVVTPPATLREPGDVIDCGNSGTSLRLLTGVLSGVPG--LSVLTGDASLR 124 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  ++  L+ +GA++    G   PPV V G G L G +  L  + S+Q  SA+L+A  
Sbjct: 125 RRPVRRVIDPLRAMGANLSARDGDRLPPVVVRG-GPLRGARQVLPVA-SAQVKSAILLAG 182 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G  E  +++   S  + E  LR M   GV  + S       +       +     V 
Sbjct: 183 LFAEG--ETTVVEPEKSRDHTERMLRGM---GVPVKVSG----LEVSVSAARPAGGRVDV 233 
 
Query: 251 EGDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL GAA + G  VTV   G    +      +VL  MGA V W      V G 
Sbjct: 234 PGDISSAAFFLCGAAALPGSEVTVRNLGVNETR--TGLLDVLRAMGADV-WLANLREVAG 290 
 
Query: 310 PPREPFGRK--HLKAIDVNMNKMPDVAMTLAVV---ALFADGPTAIRDVASWRVKETERM 364 
            PR     +   L+A ++    +P +   L VV   A  A G T IRD    RVKE++R+ 
Sbjct: 291 EPRADVTVRADRLEATEIRGATIPRLIDELPVVMVMATQARGRTVIRDAKELRVKESDRL 350 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
            A+   L + GA +E   D C I  P  L    + T  DHR+AM+ ++A   C   PV + 
Sbjct: 351 AAMGETLARAGARIELYEDGCAIEGPTPLRGVEVRTRLDHRIAMSMAVAQLFCGGEPVVL 410 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            D  C   +FP +F +L 
Sbjct: 411 DDVACVATSFPSFFRLL 427 
 
 
>ref|ZP_05613250.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Faecalibacterium 
           prausnitzii A2-165] 
 gb|EEU98347.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Faecalibacterium 
           prausnitzii A2-165] 
          Length = 424 
 
 Score =  156 bits (395), Expect = 5e-36,   Method: Compositional matrix adjust. 
 Identities = 133/442 (30%), Positives = 216/442 (48%), Gaps = 38/442 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++V++  + ++G +  P SKS+++R +L AAL++GT+ + +L  S+D+   LGA   L   
Sbjct: 2   DVVVKRARPVAGRIAAPPSKSMAHRAVLCAALAKGTSHLHHLAFSKDISATLGAAGRLCA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V   +    AVV G G   PV+   +  +     +G  +R L    +  G   T+   G 
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Sbjct: 62  RVTTGE--NDAVVEGLGRFLPVDAPVDCCE-----SGSTLRFLIPLASLTGQEVTFT--G 112 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             R+ ERP        +Q G   +   G D    R+   G L  G+ +L+G++SSQ++S  
Sbjct: 113 RGRLMERPQSVYKTLYQQQGLRFE--QGAD----RLTVEGALTPGEYELAGNVSSQFISG 166 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL A PL  G   + +I  + S  Y++MT  +   FGV++   D  +   I GGQ Y  P 
Sbjct: 167 LLFALPLLGGTSTLHLIPPVESRSYIDMTRAVQHAFGVESRWLDE-NTLEIPGGQHYL-P 224 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  VEGD S A++     A+TGG V + G    +LQGD    E+L   GA+ T T   V 
Sbjct: 225 GDYTVEGDYSQAAFPAVLGAVTGG-VAITGLSEETLQGDAAILEILRRCGARFTRTGQGV 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                    F +  L   D+++   PD+   L V+ L  +G T IR+    R+KE++R+  
Sbjct: 284 V--------FEKAPLHGTDIDLADCPDLGPVLMVLGLLCEGTTVIRNAERLRIKESDRIE 335 
 
Query: 366 AIRTELTKLGASVE-EGPDYCI------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           A+ TEL   G  +E EG    I      +  PE+     +  ++DHR+ M+ ++ A A   
Sbjct: 336 AMETELRACGGQLESEGGTITIHGCAGALHAPEQ----PLSGHNDHRVVMSLAVLALAAG 391 
 
Query: 419 PVT-IRDPGCTRKTFPDYFDVL 439 
               I       K++PD+ + + 
Sbjct: 392 LALPISGAEAVAKSWPDFLEAI 413 
 
 
>ref|YP_003800841.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Olsenella uli DSM 
           7084] 
 gb|ADK67961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Olsenella uli DSM 
           7084] 
          Length = 440 
 
 Score =  156 bits (395), Expect = 5e-36,   Method: Compositional matrix adjust. 
 Identities = 139/445 (31%), Positives = 214/445 (48%), Gaps = 33/445 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P   ++G+++   SKS ++R+L+LAAL+  TT +D   +S+D+   +  L  LG  
Sbjct: 2   DITIHP-HALTGSIRAVASKSAAHRLLVLAALAPTTTNLDCNSSSDDIEATVSCLEALGA 60 
 
Query: 66  SVEADKAAKRAVVVGC--GGK--FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            +   +   R   + C  GG   FP   A+    L  G +G  +R L     A G  A   
Sbjct: 61  RIARTRVGFRVKPLPCRTGGDQGFP---ARSGAVLDCGESGSTLRFLLPVGCALG--AQM 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G  R+  RP+  L   L   GA +     ++   + +   G L GG   + G +SSQ 
Sbjct: 116 RLTGHGRLASRPLSPLYEELVAHGARL-----SEKGRLPLEVAGKLRGGSFFIPGDVSSQ 170 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA----EHSDSWDR---- 233 
           Y S LLMAAPL  G   I + + + S PY+++TL  +  FGV+     E     D      
Sbjct: 171 YASGLLMAAPLLEGPTSIVVGEPIESRPYIDVTLEALRDFGVEVACAREAGAGGDVRRSV 230 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F +    +  SP  A VEGD S+++++LA AA+ GG V VEG    S QGD      L   
Sbjct: 231 FTVPAAAQLASPGTAVVEGDWSNSAFWLAAAAM-GGDVAVEGLRMDSPQGDRAVLAALAA 289 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
            GA+V    TS              HL+   ++++ +PD+   LA VA  A+G T I    
Sbjct: 290 FGARVRRGGTSAACA--------HDHLQGRTIDVSDIPDLVPPLAAVASIAEGSTRIVGA 341 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           A  R+KE++R+  +   L  LGA +    D   ++    L+   +D  +DHR+AM  ++A 
Sbjct: 342 ARLRLKESDRLETVCAALAALGADIRVEADGLAVSGRPTLSGGEVDAANDHRIAMMAAIA 401 
 
Query: 414 ACAEV-PVTIRDPGCTRKTFPDYFD 437 
           A       TI    C  K++P +F+ 
Sbjct: 402 AAHATGSTTIHGAECVSKSYPRFFE 426 
 
 
>ref|ZP_03945961.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium 
           vaginae DSM 15829] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 829



 

 

 ref|ZP_07665284.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium vaginae DSM 
           15829] 
 gb|EEI85157.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium 
           vaginae DSM 15829] 
          Length = 450 
 
 Score =  156 bits (395), Expect = 6e-36,   Method: Compositional matrix adjust. 
 Identities = 134/454 (29%), Positives = 213/454 (46%), Gaps = 41/454 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            +V+QP   + GTV    SKS+++R+L+LAA +     ++    S+D+   +  L  LG  
Sbjct: 2   NVVIQP-HGLQGTVSAIASKSMAHRLLILAASTSAIVDINCSSTSDDIQATIECLEALGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEE------------VQLFLGNAGIAMRSLTAAVT 113 
            +       R   +    +  + D K              V L  G +G  +R +   V  
Sbjct: 61  CITRTTLGYRVRGMFFASQSSLADTKAAFTDNSSATGDTPVILNCGESGSTLRFMLPVVA 120 
 
Query: 114 AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKV 172 
           A G +A  V  G  R+  RP+  L   L   G    CFL      P+ + G   L GG   
Sbjct: 121 ALGKHAYLV--GQGRLATRPLEPLYSELCAHG----CFLSEQGAFPLEIKG--KLSGGVF 172 
 
Query: 173 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
            + G++SSQY+S LL+AA +A   +EI +     S  YV+MT+  +++FG+    +  +D 
Sbjct: 173 HIPGNVSSQYISGLLLAAGIAHLHLEIIVSKPFESKSYVKMTIDALQQFGINVAQTQEYD 232 
 
Query: 233 -------RFYIKGGQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 284 
                  RF +   Q    P+ +  VEGD S A ++L  AA+ G  + + G   TS QGD 
Sbjct: 233 DQGQEFIRFSVDE-QTLSLPRQSLTVEGDWSGAGFWLCAAAL-GNPLRMSGLSLTSSQGD 290 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
                 L   GA+   T + + V        G K L+   + ++ + D+A  LA +A FA 
Sbjct: 291 KAILACLAAFGARTQKTASYIEV--------GSKALRPATLPLDDIVDLAPPLAALACFA 342 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           +G T +   +  R+KE++R+++I T L  +GA +    D   I     L    ++ + DH 
Sbjct: 343 NGTTKLTHASRLRLKESDRILSITTTLQNMGADISSDADTIYIHGHGMLTGGEVECFRDH 402 
 
Query: 405 R-MAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           R   MA   AA A+ P TIR   C RK++P +F+ 
Sbjct: 403 RIAMMATIAAAYAQHPTTIRGAECVRKSYPTFFE 436 
 
 
>ref|YP_002132567.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter sp. 
           K] 
 sp|B4ULJ1.1|AROA_ANASK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACG71438.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter sp. 
           K] 
          Length = 440 
 
 Score =  156 bits (395), Expect = 6e-36,   Method: Compositional matrix adjust. 
 Identities = 146/434 (33%), Positives = 208/434 (47%), Gaps = 33/434 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R LL  ALS G T V  LL++EDVH    A+  LG +V  D+ A+ 
Sbjct: 18  LRGAIEVPGDKSISHRSLLFGALSTGETRVTGLLDAEDVHSTRRAVEALGATVR-DEGAE 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             VVV      P    +E   +   GN+G ++R LT  ++   G    VL G   +R RP 
Sbjct: 77  --VVV-----TPPATLREPGDVIDCGNSGTSLRLLTGVLSGVPG--LSVLTGDASLRRRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ +GAD+    G   PPV V G G L G +  L    S+Q  SALL+A   A 
Sbjct: 128 VRRVIDPLRVMGADLSARDGDRLPPVVVRG-GPLRGAR-HLLPVASAQVKSALLLAGLFA 185 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  +++   S  + E  LR M   GV    S       +       +     V GD 
Sbjct: 186 --DGETAVVEPEKSRDHTERMLRGM---GVPVRVSG----LEVSVSAARPAGGRVDVPGD 236 
 
Query: 254 ASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
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            SSA++FL GAA + G  VTV   G    +      +VL  MGA V   +    V G PR 
Sbjct: 237 ISSAAFFLCGAAALPGSEVTVRNLGVNETR--TGLLDVLRAMGADVRLADLR-EVAGEPR 293 
 
Query: 313 EPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                +   L+  ++    +P   D    + V+A  A G T IRD    RVKE++R+ A+ 
Sbjct: 294 ADVTVRADRLEGTEIRGATIPRLIDELPAVMVMATQARGRTVIRDAKELRVKESDRLAAM 353 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L + GA +E   D C I  P  L    + T  DHR+AMA ++A   C   PV + D  
Sbjct: 354 GETLARAGARIELFEDGCAIDGPTPLRGVEVRTRLDHRIAMAMAVAQLFCGGEPVVLDDV 413 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C   +FP +F +L 
Sbjct: 414 ACVATSFPGFFRLL 427 
 
 
>ref|YP_002490631.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-1] 
 sp|B8J8W7.1|AROA_ANAD2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACL63565.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-1] 
          Length = 440 
 
 Score =  156 bits (394), Expect = 7e-36,   Method: Compositional matrix adjust. 
 Identities = 144/434 (33%), Positives = 207/434 (47%), Gaps = 33/434 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R LL  ALS G T V  LL++EDVH    A+  LG +V  + A   
Sbjct: 18  LRGAIEVPGDKSISHRSLLFGALSTGETRVAGLLDAEDVHSTRRAVEALGATVRTEGAE- 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             VVV      P    +E   +   GN+G ++R LT  ++   G    VL G   +R RP 
Sbjct: 77  --VVV-----TPPATLREPGDVIDCGNSGTSLRLLTGVLSGVPG--LSVLTGDASLRRRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ +GA++    G   PPV V G G L G +  L    S+Q  SALL+A   A 
Sbjct: 128 VRRVIDPLRVMGANLSARDGDRLPPVVVRG-GALRGAR-HLLPVASAQVKSALLLAGLFA 185 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  E  +++   S  + E  LR M   GV  + S       +       +     V GD 
Sbjct: 186 EG--ETTVVEPEKSRDHTERMLRGM---GVPVKVSG----LEVSVSAARPAGGRVDVPGD 236 
 
Query: 254 ASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++FL GAA + G  VTV   G    +      +VL  MGA V        V G PR 
Sbjct: 237 ISSAAFFLCGAAALPGSEVTVRNLGVNETR--TGLLDVLRAMGADVRLANLR-EVAGEPR 293 
 
Query: 313 EPFGRK--HLKAIDVNMNKMPDVAMTLAVV---ALFADGPTAIRDVASWRVKETERMVAI 367 
                +   L+  ++    +P +   L VV   A  A G T IRD    RVKE++R+ A+ 
Sbjct: 294 ADVTVRADRLEGTEIRGATIPRLIDELPVVMVMATQARGRTVIRDAKELRVKESDRLAAM 353 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L++ GA +E   D C I  P  L    + T  DHR+AM+ ++A   C   PV + D  
Sbjct: 354 GETLSRAGARIELFEDGCAIDGPTPLRGVEVRTRLDHRIAMSMAVAQLFCGGEPVVLDDV 413 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C   +FP +F +L 
Sbjct: 414 ACVATSFPSFFRLL 427 
 
 
>ref|YP_004170224.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           maricopensis DSM 21211] 
 gb|ADV66559.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deinococcus 
           maricopensis DSM 21211] 
          Length = 445 
 
 Score =  156 bits (394), Expect = 7e-36,   Method: Compositional matrix adjust. 
 Identities = 142/434 (32%), Positives = 202/434 (46%), Gaps = 22/434 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
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           ++ + P+  + GT+    SK+ + R LL AAL+EG T V  +  SED   +L  LR  G  
Sbjct: 16  DVTVHPVAALRGTLHAQPSKNYTTRYLLAAALAEGPTRVHGVATSEDAEALLRCLRDWGA 75 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +  D   + A+V G G        +  V L  GNAG   R L A V     + T V D  
Sbjct: 76  HIALD--GEDALVTGFGAH-----PRPGVTLNPGNAGAVARFLMA-VALLTQSTTLVTDY 127 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP GDL+  L  LGA V    G    PV V+G   + GG V++S   SSQY S  
Sbjct: 128 AESLGKRPQGDLLEALHALGATVTSTEGR--LPVTVSGP--VVGGPVQVSAERSSQYASG 183 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+ AAPL    +++ +   + S   +  TL+ +  FGV    S    R  I GGQ Y++P 
Sbjct: 184 LMFAAPLLPNGLDLHLTGDVKSHAPLRQTLQTLRTFGVTFTASADLTRVTIPGGQTYRAP 243 
 
Query: 246 KNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             A  V GD   ++  LA AA+  G V V       LQG+    +VL  MGA+V     S 
Sbjct: 244 GGAVRVPGDYPGSAAILAAAAVRPGEVRVLNLLADDLQGERAAVDVLRDMGAQVWRDGDS 303 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V        G   L+A+  + +   D    L   A  A G T   +VA+ R+KE +R+ 
Sbjct: 304 VVVQ-------GGAPLRALTRDGDAFTDAVQALTAAAASAQGVTTWENVATLRLKECDRI 356 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
              R  L  +G    E  D   +T    +     +D Y DHRM M  +L    A+ P+T+ 
Sbjct: 357 SDTRAALASIGVHATETHDSLSVTGAAHIPGGVIVDGYGDHRMIMMLTLLGLRADAPITV 416 
 
Query: 423 RDPGCTRKTFPDYF 436 
                 RK++P +F 
Sbjct: 417 TGAHHVRKSYPGFF 430 
 
 
>ref|ZP_01467675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           BL107] 
 gb|EAU71568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           BL107] 
          Length = 437 
 
 Score =  156 bits (394), Expect = 7e-36,   Method: Compositional matrix adjust. 
 Identities = 142/446 (31%), Positives = 208/446 (46%), Gaps = 39/446 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+PG KS+S+R LL  A++EGTT ++ LL +ED       LR +G+S+   +A + 
Sbjct: 15  LQGRVKVPGDKSISHRSLLFGAIAEGTTTIEGLLPAEDPISTAACLRAMGVSISPIEAGQ 74 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G      D  +E    L  GN+G  MR +   +    G   +VLDG   +R R 
Sbjct: 75  LVTVEGVG-----LDGLQEPDHILNCGNSGTTMRLMLGLLAGRAGR-HFVLDGDASLRRR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+  +   L  +GADV      +  P+ V G          L G+I      S+Q  SA+ 
Sbjct: 129 PMRRVGQPLASMGADVRGRDSGNLAPLAVQG--------TTLRGTIVGTPVASAQVKSAI 180 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSP 245 
           L+AA  A  D    +I+   S  + E   R++  FG   E      R   +K G       
Sbjct: 181 LLAALTA--DGPTTVIEPSQSRDHSE---RMLRAFGANLEVGGEMGRHISVKPGATLHG- 234 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA+++L AGA + G  +T+E  G    +      EVL+ MGA +       
Sbjct: 235 QTVVVPGDISSAAFWLVAGALVPGSDLTIENVGLNPTR--TGILEVLDQMGANIEIVNPR 292 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P      KH  LK        MP   D    L+V A F DG + I   A  RVK 
Sbjct: 293 -DVAGEPVGDLRVKHGPLKPFQFGEEIMPRLVDEVPILSVAACFCDGESRISGAAELRVK 351 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET+R+  +  +L  +GA +EE  D   I     L+ TA+D+  DHR+AM+ ++AA  A   
Sbjct: 352 ETDRLAVMARQLKAMGAEIEEHDDGMTIRGGRPLHGTALDSETDHRVAMSMAVAALMANG 411 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           P T+        ++P ++D L    + 
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Sbjct: 412 PSTLARSEAAAVSYPTFWDDLERLHR 437 
 
 
>ref|ZP_04624289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia kristensenii 
           ATCC 33638] 
 gb|EEP91177.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Yersinia kristensenii 
           ATCC 33638] 
          Length = 127 
 
 Score =  156 bits (394), Expect = 7e-36,   Method: Compositional matrix adjust. 
 Identities = 71/121 (58%), Positives = 91/121 (75%) 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           ++ ID++MN +PD AMT+A  ALFADGPT IR++ +WRVKET+R+ A+ TEL K+GA VE 
Sbjct: 1   MQGIDMDMNHIPDAAMTIATTALFADGPTTIRNIYNWRVKETDRLSAMATELRKVGAEVE 60 
 
Query: 380 EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           EG DY  + PP +L    I TY+DHRMAM FSL A ++  VTI DP CT KTFPDYF+ L 
Sbjct: 61  EGQDYIRVVPPTQLIAAEIGTYNDHRMAMCFSLVALSDTQVTILDPKCTAKTFPDYFEQL 120 
 
Query: 440 S 440 
           + 
Sbjct: 121 A 121 
 
 
>ref|ZP_08114716.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotomaculum 
           nigrificans DSM 574] 
 gb|EGB21839.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotomaculum 
           nigrificans DSM 574] 
          Length = 434 
 
 Score =  156 bits (394), Expect = 7e-36,   Method: Compositional matrix adjust. 
 Identities = 144/453 (31%), Positives = 217/453 (47%), Gaps = 44/453 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+ +  IK++ G   +PG KS+S+R ++L AL+ GTT V+N L  ED    +   R LG+ 
Sbjct: 7   ELTINQIKQLKGETAVPGDKSISHRAVMLGALARGTTRVENFLTGEDCLSTVRCFRALGV 66 
 
Query: 66  SVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVL 123 
            VE  D        VG  G       +E V +   GN+G   R +   +  AG +   ++ 
Sbjct: 67  PVEGPDNGCLTIQGVGLNG------LQEPVTILDAGNSGTTTRLMLGIL--AGQSFCSII 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP---PVRVNGIGGLPGGKVK----LSG 176 
            G   +  RP+  +   L  +GA    F+G D     P+ + G      G++K     S  
Sbjct: 119 TGDASLSRRPMARVTTPLAGMGAK---FIGRDNNNLLPLAIRG------GQLKPLNYQSP 169 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S+Q  SA+L+A   A G  E  + +  IS  + E   R+++ FG  A+         I 
Sbjct: 170 VASAQVKSAILLAGLFAQG--ETSVTEPTISRDHTE---RMLKSFG--ADIKQEGTTVTI 222 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
           KG  + K  +   V GD SSA++ +  AAI  G+ VT+ G G    +      EVL+ MG 
Sbjct: 223 KGRPELKG-RQVVVPGDISSAAFLMVAAAILPGSEVTIRGVGVNPTRDG--LLEVLKNMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
            +V          G P      K   L+  +++ N +P   D    +AV A  A G T I 
Sbjct: 280 GQVELLNLR-DQCGEPVADIRVKGSDLQGTEISGNLIPRLIDEIPIIAVAAACARGTTVI 338 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           RD A  +VKE+ R+  +  ELTKLGA+VEE PD  II   + L    +D++ DHR+AMA  
Sbjct: 339 RDAAELKVKESNRLATVAGELTKLGAAVEELPDGLIIKGGKPLTGAVVDSHGDHRIAMAM 398 
 
Query: 411 SLAACAEVPVT-IRDPGCTRKTFPDYFDVLSTF 442 
           ++A  A    T I++  C   +FP + D L +  
Sbjct: 399 AVAGLAARGRTVIKEAQCIPVSFPGFADALKSL 431 
 
 
>ref|ZP_07071831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rothia dentocariosa 
           M567] 
 gb|EFJ77557.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rothia dentocariosa 
           M567] 
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          Length = 443 
 
 Score =  155 bits (393), Expect = 9e-36,   Method: Compositional matrix adjust. 
 Identities = 139/447 (31%), Positives = 215/447 (48%), Gaps = 50/447 (11%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +++PGSKSL+NR LLLAAL++  + +   L+S D   M+ AL  LG   E           
Sbjct: 1   MRIPGSKSLTNRYLLLAALADSPSRLRAPLHSRDSALMISALEALGAQFER--------- 51 
 
Query: 79  VGCGGKF-------PVEDAKEE--VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +  G +F       P++ A      ++  G AG  MR + A      G   Y  DG P   
Sbjct: 52  IETGSEFGPDLLVTPLDRAPSPSTAKIDCGLAGTVMRFVPALAALLPGE--YNFDGDPHA 109 
 
Query: 130 RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIG-----GLPGGKVKLSGSISSQY 182 
           R+RP+  L  GL QLG  ++       D  P  ++  G     G P  ++ +  S SSQ+ 
Sbjct: 110 RKRPMAALCNGLHQLGVRIERSGDDSVDTLPFTLHSPGLAAASGTP-AEIFIDASASSQF 168 
 
Query: 183 LSALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +SALL+ AP L  G       + + SIP++EMTL+ +   GV+AE     D +  +     
Sbjct: 169 VSALLLIAPRLPQGLTIRHRGNAVPSIPHIEMTLQTLRDLGVRAEAVA--DEYTWRVFPD 226 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC---------GTTSLQGDVKFAEVLE 292 
             S  +  VE D S+A  FLA A +TG +VT+            GTT  QG  ++  +L  
Sbjct: 227 TISGFDVTVEPDLSNAGPFLAAAMVTGNSVTIPDWPAPTADGSPGTT--QGGDEWRTILP 284 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +G  V ++  S+TVTGP  E   R  L  ++ N+    ++A T+A +    D P+ +   
Sbjct: 285 RLGGAVEFSNGSLTVTGP--EDITR--LSGVEFNLQTAGELAPTVAALVALLDSPSTLTG 340 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPD-YCIITPPEKL---NVTAIDTYDDHRMAM 408 
           +   R  ET+R+ A+  E+ +LG   EE  D   ++ P  +L   +   + TY+DHR+A  
Sbjct: 341 IGHLRGHETDRLAALVAEINRLGGLAEETADGIRVLRPVRRLPQDSPVTVQTYEDHRVAT 400 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDY 435 
             ++    E  V I +   T KT P + 
Sbjct: 401 FAAVIGLHEPGVRIENVQTTAKTLPQF 427 
 
 
>ref|YP_003164843.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptotrichia buccalis 
           DSM 1135] 
 gb|ACV39852.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptotrichia buccalis 
           C-1013-b] 
          Length = 431 
 
 Score =  155 bits (393), Expect = 9e-36,   Method: Compositional matrix adjust. 
 Identities = 126/437 (28%), Positives = 221/437 (50%), Gaps = 32/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++GT+++P SKS S+R ++ AAL+E    + +DNL  S D+      +   G  ++  ++ 
Sbjct: 10  LNGTIEIPPSKSYSHRAVIAAALAESGKKSTIDNLKFSVDITTTTDIMENWGAKIKRFES 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           A    ++G  GK   +D  + VQ     +G  +R L             + DG  ++ +R 
Sbjct: 70  ALE--IIGNDGKVVPKD--KYVQC--NESGSTIRFLIP--IGITDENELIFDGKGKLVDR 121 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+        + G       G    P+ VNG   L  G  ++ G+ISSQ+++ LL A PL 
Sbjct: 122 PLDSYYRIFDKQGILYKNENGK--LPLTVNG--KLKAGNYEIDGNISSQFITGLLYALPL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             GD ++ I   L S  Y+++TL +++  G++  +++ +  F IKG Q YK P +  VEG 
Sbjct: 178 LDGDSKLTINKNLESKGYIDLTLEILKLAGIQIVNNN-YKSFDIKGNQIYK-PFDYTVEG 235 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGC---GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S  ++++    I+        C      SLQGD +  E++  MGA +   +  V V   
Sbjct: 236 DYSQVAFWIVAGIISANKDNEIKCLHVNKNSLQGDREIIEIVTRMGANLKIFDDYVLVK- 294 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           P +        K   +++++ PD+   L V+   ++G T I +    R+KE++R+ +I+T 
Sbjct: 295 PSK-------TKGTIIDISQCPDIGPILTVLGALSEGETRIINGERLRIKESDRITSIKT 347 
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Query: 370 ELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGC 427 
           EL KLGA+V E  D  II   E       ++ ++DHR+AM+ ++A+   E  + + +    
Sbjct: 348 ELNKLGANVVEEGDSLIIQGVEGFTGGVTVNAWNDHRIAMSLAIASTRCEKEIILEEAES 407 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
            RK++P ++D    FVK 
Sbjct: 408 VRKSYPHFWD---DFVK 421 
 
 
>ref|YP_001656551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Microcystis 
           aeruginosa NIES-843] 
 dbj|BAG01359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Microcystis 
           aeruginosa NIES-843] 
          Length = 446 
 
 Score =  155 bits (393), Expect = 9e-36,   Method: Compositional matrix adjust. 
 Identities = 140/449 (31%), Positives = 216/449 (48%), Gaps = 25/449 (5%) 
 
Query: 5   EEIVLQP--IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           +++V+ P  I  + G + +PG KS+S+R L+L A++EG TV+  LL  ED        R  
Sbjct: 13  QDLVIDPGKITGLRGKITIPGDKSISHRSLMLGAIAEGETVIHGLLLGEDPRSTASCFRA 72 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +G  VE  +     V+V   G   +E+  E   L  GN+G  +R L   + A   +  +V 
Sbjct: 73  MG--VEISQLNSEKVIVKGRGLGNLEEPLE--ILDAGNSGTTIR-LMLGLLAGHQDRFFV 127 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G   +R RP+  +V  LK++GA +         P+ V+G    P      S   S+Q  
Sbjct: 128 VTGDASLRSRPMSRVVKPLKEMGAQIWGRKANSLAPLAVSGESLQP--IHYYSPVASAQV 185 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            S LL+A  L  G  +  I +  +S  + E   R++  FG   E     +   + G     
Sbjct: 186 KSCLLLAGLLTEG--KTTITEPALSRDHSE---RMLRAFGANIEVDGETNSVTVTGYPTL 240 
 
Query: 243 KSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
              +   V GD SSA+++L AGA +    + +E  G    +  V   +VL+ MGA +T   
Sbjct: 241 TG-QTVIVPGDISSAAFWLVAGAIVPNSELLIENVGINPTRTGV--LQVLQAMGADITL- 296 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
           E    VTG P      K   L+A  +    +P   D    LAV A+FA G T I+D     
Sbjct: 297 ENQRVVTGEPVADLRVKSSPLQATTIAGEIIPRLIDEIPILAVAAVFAQGTTIIKDAEEL 356 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+  + T+L +LGA V E PD   IT    L  T +D++ DHR+AM+ ++AA   
Sbjct: 357 RVKESDRLTVMATQLDRLGAKVRELPDGLEITGGTGLFGTEVDSFTDHRIAMSLAIAALN 416 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +  P TI        ++PD+F  L    + 
Sbjct: 417 SRQPTTIHRAEAAGISYPDFFSTLQQICQ 445 
 
 
>ref|YP_001227406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           RCC307] 
 sp|A5GT44.1|AROA_SYNR3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAK28053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           RCC307] 
          Length = 437 
 
 Score =  155 bits (393), Expect = 1e-35,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 220/439 (50%), Gaps = 21/439 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++PG KS+S+R LL  A++ GTT ++ LL +ED       LR +G++V A  ++  
Sbjct: 12  LHGSVRVPGDKSISHRALLFGAIATGTTTIEGLLPAEDPLSTAACLRAMGVTVSAIDSSG 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    ++  +E  Q+   GN+G  MR +   +    G   +VLDG   +R RP 
Sbjct: 72  VVRVEGVG----LDGLQEPAQVLDCGNSGTTMRLMLGLLAGRHGR-HFVLDGDGSLRRRP 126 
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Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA++    G +  P+ + G   L GG ++ +   S+Q  SALL+A   A 
Sbjct: 127 MARVAQPLAQMGAEIGGREGGNKAPLAIAG-QTLSGGTIR-TPVASAQVKSALLLAGLTA 184 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   +  I+  +S  + E  LR      +   H+       ++ G +    ++  V GD 
Sbjct: 185 KGSTTV--IEPALSRDHSERMLRAFGAELISEPHAAEGPTAIVRPGAELHG-QHVVVPGD 241 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L  A +  GT +T+E  G    +      +VLE MGA +        V G P  
Sbjct: 242 ISSAAFWLIAALVVPGTELTIENVGINPTR--TGILDVLEQMGAPLEVLNQR-DVAGEPV 298 
 
Query: 313 EPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  LKA ++    +P   D    L+V AL A+G + +RD A  RVKET+R+  + 
Sbjct: 299 ADLRVRYSPLKAFEIGGELIPRLVDEIPILSVAALCAEGTSVMRDAAELRVKETDRLAVM 358 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
             +L  +GA +EE  D  +I   ++L    +D+  DHR+AM+ ++AA  A    +I     
Sbjct: 359 ARQLRAMGAELEETTDGMVIPGGQRLTGAQVDSETDHRVAMSLAVAALIASGDTSIDQSE 418 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
               ++P ++D L+   ++ 
Sbjct: 419 AAAVSYPSFWDELARLQRS 437 
 
 
>ref|YP_003683578.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Meiothermus silvanus 
           DSM 9946] 
 gb|ADH62070.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Meiothermus silvanus 
           DSM 9946] 
          Length = 425 
 
 Score =  155 bits (392), Expect = 1e-35,   Method: Compositional matrix adjust. 
 Identities = 135/440 (30%), Positives = 217/440 (49%), Gaps = 35/440 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P + + G++++PG KS+++R L+L AL++G + + + L + D     G +R LG  +  
Sbjct: 5   LFPTRSLRGSLRVPGDKSVTHRGLMLGALAQGESWLYHPLKAGDTLSTAGVMRALGAEIH 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            + A  R   VG   K P +       L  GNAG  +R ++  +  AG     VL G    
Sbjct: 65  EEGAHFRIRGVGLALKEPGD------ILDCGNAGTLIRLVSGLL--AGQEMFTVLTGDAS 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+G +   L+Q+GA +D   G    P+ + G GGL G + +L  + S+Q  SA+L+ 
Sbjct: 117 LRRRPMGRVTAPLRQMGARIDGRDGGRLAPLAIRG-GGLKGIRYELPVA-SAQVKSAVLL 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G+ E+         P  + T R+   +G+  E     +R      Q + + ++  
Sbjct: 175 AGLFAEGETEVTE-----PAPTRDHTERIFRHYGLPIEVQG--NRIRTHRAQPFAA-RDL 226 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL  A IT  + VT+EG G    +       VL+ MGA ++W  T     
Sbjct: 227 TVPGDFSSAAFFLVAALITPDSEVTLEGVGLNPTR--TGLLTVLKEMGADLSWEVTE--- 281 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   EP G        LK + V+ + +P   D    L+  A +A+G T I  +   RVK 
Sbjct: 282 -GQDGEPVGWIRARSSQLKGVAVDPSLIPLMVDEIPILSAAAAWAEGETFIPGLEELRVK 340 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E++R+ AI   L  LG   E GPD+  I     +    ++ + DHR+AMAF++    +   
Sbjct: 341 ESDRLEAIAKNLNNLGVKTEVGPDWIRIF-GGSVQQGRVEPFHDHRIAMAFAVCGL-QTG 398 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           VT+ D      +FP +++ L 
Sbjct: 399 VTVHDAEWASISFPSFWEDL 418 
 
 
>emb|CAO90621.1| aroA [Microcystis aeruginosa PCC 7806] 
          Length = 446 
 
 Score =  155 bits (392), Expect = 1e-35,   Method: Compositional matrix adjust. 
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 Identities = 140/449 (31%), Positives = 216/449 (48%), Gaps = 25/449 (5%) 
 
Query: 5   EEIVLQP--IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           +++V+ P  I  + G + +PG KS+S+R L+L A++EG TV+  LL  ED        R  
Sbjct: 13  QDLVIDPGKITGLRGKITIPGDKSISHRSLMLGAIAEGETVIHGLLLGEDPRSTASCFRA 72 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +G  VE  +     V+V   G   +E+  E   L  GN+G  +R L   + A   +  +V 
Sbjct: 73  MG--VEISQLNSEKVIVKGRGLGNLEEPLE--ILDAGNSGTTIR-LMLGLLAGHQDRFFV 127 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G   +R RP+  +V  LK++GA +         P+ V+G    P      S   S+Q  
Sbjct: 128 VTGDASLRSRPMSRVVKPLKEMGAQIWGRKANSLAPLAVSGEYLQP--IHYYSPVASAQV 185 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            S LL+A  L  G  +  I +  +S  + E   R++  FG   E     +   + G     
Sbjct: 186 KSCLLLAGLLTEG--KTTITEPALSRDHSE---RMLRAFGANIEVDGETNSVTVTGYPTL 240 
 
Query: 243 KSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
              +   V GD SSA+++L AGA +    + +E  G    +  V   +VL+ MGA +T   
Sbjct: 241 TG-QTVIVPGDISSAAFWLVAGAIVPNSELLIENVGINPTRTGV--LQVLQAMGADITL- 296 
 
Query: 302 ETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
           E    VTG P      K   L+A  +    +P   D    LAV A+FA G T I+D     
Sbjct: 297 ENQRVVTGEPVADLRVKSSQLQATTIAGEIIPRLIDEIPILAVAAVFAQGTTIIKDAEEL 356 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+  + T+L +LGA V E PD   IT    L  T +D++ DHR+AM+ ++AA   
Sbjct: 357 RVKESDRLTVMATQLDRLGAKVRELPDGLEITGGTGLFGTEVDSFTDHRIAMSLAIAALN 416 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +  P TI        ++PD+F  L    + 
Sbjct: 417 SRQPTTIHRAEAAGISYPDFFSTLKQICQ 445 
 
 
>ref|YP_003428040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus pseudofirmus 
           OF4] 
 gb|ADC51148.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus pseudofirmus 
           OF4] 
          Length = 429 
 
 Score =  155 bits (392), Expect = 1e-35,   Method: Compositional matrix adjust. 
 Identities = 128/437 (29%), Positives = 221/437 (50%), Gaps = 27/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+++PG KS+S+R ++  A+++G T V+  LN ED    +   + LG+++  D+  + 
Sbjct: 13  LNGTIRVPGDKSISHRAVMFGAIADGVTTVEGFLNGEDCLSTIACFKKLGVNITQDE--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  + G G    VE +     L +GN+G   R +   +     ++  + D    + +RP+ 
Sbjct: 71  RVKIEGKGWDGLVEPSN---ILDVGNSGTTTRLMLGILATRPFHSVMIGD--DSIAKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  L+++GA++D     +  P+ V G  G   G    S   S+Q  SA+L+A   +  
Sbjct: 126 SRVVDPLREMGAEIDGRANGNFTPLSVRG--GSTKGIDFTSKVASAQVKSAILLAGLQSA 183 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   +   +  +S  + E   R++E +GVK +      +  +KGGQ  K+  +  V GD  
Sbjct: 184 GTTSV--TEPALSRDHTE---RMLEAYGVKVKREGL--KVSVKGGQSLKA-SHIVVPGDI 235 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++FL AGA +    +T+ G G    +  +   +VL+ MGA +T +   V V+G P   
Sbjct: 236 SSAAFFLVAGAIVPNSQITLTGVGLNPTRSGI--IDVLQKMGASLTVSNEKV-VSGEPIA 292 
 
Query: 314 PFG--RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   LK I++  + +P   D    +AV+A  A+G T I+D    +VKET R+  +  
Sbjct: 293 DLTIETSSLKGIEIGGDLIPRLIDEIPVIAVLASQAEGKTVIKDAEELKVKETNRIDTVV 352 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGC 427 
           +EL +LGAS+E   D  II     L    +++Y DHR+ MA ++A    E  V I      
Sbjct: 353 SELKRLGASIEATEDGMIIEGSGSLKGATVNSYGDHRIGMAMAIAGLITEGQVDIERSEA 412 
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Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ +    K 
Sbjct: 413 IAVSYPSFFEHIDRLTK 429 
 
 
>ref|YP_003149664.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kytococcus 
           sedentarius DSM 20547] 
 gb|ACV06899.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Kytococcus 
           sedentarius DSM 20547] 
          Length = 476 
 
 Score =  155 bits (391), Expect = 1e-35,   Method: Compositional matrix adjust. 
 Identities = 138/445 (31%), Positives = 205/445 (46%), Gaps = 46/445 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKS +NR L LAAL+ G + + + L++ D   M GALR  G  V  D  +  
Sbjct: 30  LDATVHVPGSKSWTNRWLALAALASGPSTLHSPLDARDTRLMAGALRAFGHDVRIDAGST 89 
 
Query: 75  RA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            A   V        P E       +  G AG  +R L    + A G  T+  D   R+   
Sbjct: 90  GAAWRVTPAHRWHAPAE------PIDCGLAGTVLRFLVPLASLAHGPVTFTGD--ERLGH 141 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIGGLP-------------GGKV 172 
           RP+  L+  ++ LG  V   L        D       G G LP                V 
Sbjct: 142 RPLEPLLDAVRSLGLTVSTGLHGHAGRTADRADSTATGAGVLPLLMAGALHPSDPDDATV 201 
 
Query: 173 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD--S 230 
           ++  S SSQ++SALL+A       + +     + S P+++MT   +++ GV AE  D  S 
Sbjct: 202 EVDASASSQFVSALLLAGCTVHSGLTVRATGTVPSRPHIDMTCHALQQVGVVAEQRDETS 261 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
           W   +++G  K   P    VE D SSA+ F A AA+ GGTVT+ G   ++ Q      ++ 
Sbjct: 262 W---WVEG--KRPDPFEVTVEPDLSSAAVFAAAAAVAGGTVTLPGWPRSTTQAGDTIRDL 316 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           L  MGA    T+  + VTG          L  I+ +++   ++   +A  A  AD P+ + 
Sbjct: 317 LTRMGAHCELTDAGLRVTG--------GELHGIEADLSAAGELTPVVAATAALADSPSRL 368 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
             +   R  ET+R+ A+ TE+  LG  V E PD   IT P  L+  +  TY DHR+AMA  
Sbjct: 369 TGIGHLRGHETDRLAALATEINALGGEVRELPDGLEIT-PRPLHRGSFATYHDHRLAMAG 427 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDY 435 
           +L       + ++D   T KT P + 
Sbjct: 428 ALLGLRVPGIEVQDIDTTAKTVPGF 452 
 
 
>ref|YP_001596458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii RSA 
           331] 
 sp|A9NC18.1|AROA_COXBR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABX77767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Coxiella burnetii RSA 
           331] 
          Length = 438 
 
 Score =  155 bits (391), Expect = 1e-35,   Method: Compositional matrix adjust. 
 Identities = 138/436 (31%), Positives = 216/436 (49%), Gaps = 29/436 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P + +SG + +PG KS+S+R +LL A++EG T VD  L   D   M+ AL+ +G S++   
Sbjct: 7   PSQGLSGEICVPGDKSISHRAVLLVAIAEGQTQVDGFLMGADNLAMVSALQQMGASIQVI 66 
 
Query: 71  KAAKRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +     VV G G    + P E       L  GN+G A+R L+  +  AG     VL G   
Sbjct: 67  EDENILVVEGVGMTGLQAPPE------ALDCGNSGTAIRLLSGLL--AGQPFNTVLTGDS 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            ++ RP+  ++  L  +GA +D     + PP+++ G   L G   +L  + S+Q  S LL 
Sbjct: 119 SLQRRPMKRIIDPLTLMGAKIDST--GNVPPLKIYGNPRLTGIHYQLPMA-SAQVKSCLL 175 
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Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   I         P  + T RL++ F    +         + GG K K+  + 
Sbjct: 176 LAGLYARGKTCIT-----EPAPSRDHTERLLKHFHYTLQKDKQS--ICVSGGGKLKA-ND 227 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             + GD SSA++F+  A IT G+  +  C        +    +L+MMGA +  T  +    
Sbjct: 228 ISIPGDISSAAFFIVAATITPGS-AIRLCRVGVNPTRLGVINLLKMMGADIEVTHYTEKN 286 
 
Query: 308 TGPPREPFGRK-HLKAIDVNMNKM---PDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +   R   LK ID+  +++    D    L + A  A G T +RD A  RVKET+R 
Sbjct: 287 EEPTADITVRHARLKGIDIPPDQVLLTIDEFPVLLIAAAVAQGKTVLRDAAELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+   L KLG + E  PD  II     L    +++YDDHR+AMAF++A   A+ PV I 
Sbjct: 347 IAAMVDGLQKLGIAAESLPDGVIIQ-GGTLEGGEVNSYDDHRIAMAFAVAGTLAKGPVRI 405 
 
Query: 423 RDPGCTRKTFPDYFDV 438 
           R+    + +FP++ ++ 
Sbjct: 406 RNCDNVKTSFPNFVEL 421 
 
 
>gb|ADI58632.1| AsuB1 [Streptomyces nodosus subsp. asukaensis] 
          Length = 983 
 
 Score =  155 bits (391), Expect = 1e-35,   Method: Compositional matrix adjust. 
 Identities = 130/445 (29%), Positives = 226/445 (50%), Gaps = 34/445 (7%) 
 
Query: 6   EIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            + L+P ++ + G + +P SK   +R L+LA+L+EGT+ +  + ++  V Y +  LR LG 
Sbjct: 2   HLTLRPNRQPLRGELTVPHSKYHVHRALILASLAEGTSRITGVSDARHVQYTIRLLRDLG 61 
 
Query: 65  --LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             ++VE D     + VV  G   P  D+     +  G++G  +  +    + A  ++    
Sbjct: 62  TRITVEGD-----SYVVRGGPYRPRRDS-----VSAGSSGTTLYFMLGLASLA--DSPVT 109 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G    + RP+G L+  L++LG  +D   G  CPPV V   G   GG+V + G++S Q+ 
Sbjct: 110 VTGQKYFQRRPVGPLLDALRELGVQLDSADG--CPPVHVR-PGRPSGGRVVVPGTLS-QW 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           +S L++ AP A G   IE+  ++   PY+E+T+ +M RFG++   SD W RF I+ GQ+  
Sbjct: 166 VSGLVLLAPFATGRTVIEVRGQVNEQPYIELTVAMMRRFGLRVGVSDDWRRFEIEPGQR- 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD------VKFAEVLEMMGA 296 
             P +  +  D  SA++ +  AA+    V + G   T L GD       +F +V+  MG  
Sbjct: 225 AVPADLTIPPDLGSAAFGIVAAALHPSDVLLRGI--TRLDGDPVDHPEARFLDVVGRMGV 282 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +   E +    G  R       L+A  V+  ++PD+   LA +A FA G T    +    
Sbjct: 283 PMELDERA----GGLRIRHDGVRLRATTVDCREIPDMLPALATLATFAAGETVFEHIGHV 338 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           R+KE++R+ A+  +L  +G  +    D  ++     L    + +Y+DHR+ M+ +LA    
Sbjct: 339 RLKESDRVAAM-LQLNSMGGDLRVAGDRLLVRGVSGLEGAGLSSYNDHRVLMSLALAGTR 397 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A    T+  P   R ++P + D ++ 
Sbjct: 398 ARGAGTLTYPRAYRISYPAFLDDMT 422 
 
 
>gb|EGC77431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Treponema denticola 
           F0402] 
          Length = 436 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 128/438 (29%), Positives = 222/438 (50%), Gaps = 30/438 (6%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKAAKRA 76 
           +++P SKS S R L+LAA +EG++ + NLL S D    +    +LG    +E    +    
Sbjct: 3   IEVPPSKSHSMRALVLAAFAEGSSQIKNLLMSGDTKTAVSVFESLGVKFKIEQKNISSAD 62 
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Query: 77  VVV---GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           ++V     G K  +E  K+ +++  GN+G     L + ++    +  ++L G   + +RP 
Sbjct: 63  IIVFPPKEGLKKRIEKQKQ-IKIDAGNSGTLFYFLGSILSLMSSD--FILTGDSSILKRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNG----IGGLPGGKVKLSGSISSQYLSALLMA 189 
              L+   ++LG   +   G +  P+RV G    I GL   K+ L G  S Q +S LL+  
Sbjct: 120 AKPLIEIYEELGLKYEFLDGFERAPIRVFGKDSSIKGLKEKKLCLEGDFS-QVISGLLLG 178 
 
Query: 190 APLALGDVEIEI-IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   L D  ++I + +   +PY++MTL  ++  G+K + SD +  F I G QK     +A 
Sbjct: 179 A--GLLDFPLQINLKRAGELPYLKMTLHWLKTCGIKFDVSDDFKTFKIIGSQKILGF-SA 235 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D SSA++ +A A IT  T++++      +QGD +  +VL+ M A + + E S T+  
Sbjct: 236 GIPADWSSAAFPIALALITASTISIKNIDINDVQGDARIVKVLKEMNADIRFEEKSQTLK 295 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
             P        LK    + + +PD    L+ +A FA G T ++++   R KE +R+  I  
Sbjct: 296 IFPSS------LKGGTFDCSDIPDAVPALSAIACFAKGETILKNIEICRYKECDRLSVIS 349 
 
Query: 369 TELTKLGASVEEGPD--YCIITPPEKLNVTAIDTYDDHRMAM-----AFSLAACAEVPVT 421 
           +EL KLGA + EG D  + I    + L+  ++D++ DHR+AM      F +        T 
Sbjct: 350 SELKKLGADITEGRDVLHIIGNAGKNLSPASVDSHKDHRIAMMLTVIGFGIDDKDGTVFT 409 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           +++  C   ++P + + L 
Sbjct: 410 LKNAECFDISYPSFLEDL 427 
 
 
>ref|NP_126147.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrococcus abyssi 
           GE5] 
 sp|Q9V1H1.1|AROA_PYRAB RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 emb|CAB49378.1| aroA 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrococcus 
           abyssi GE5] 
          Length = 410 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 139/433 (32%), Positives = 218/433 (50%), Gaps = 42/433 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E++++ + E+ G VK P SKS ++R   L+ L++  + V N L SED    L A+   G  
Sbjct: 8   EMIIERVDEVRGKVKAPPSKSYTHRAYFLSLLADSPSKVMNPLISEDTIASLDAISKFGA 67 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR-SLTAAVTAAGGNATYVLD 124 
            V  +K      +    GK    DA+E        +G   R SL  A  A G   T V+  
Sbjct: 68  QVNGNKIIPPQEL--TPGKI---DARE--------SGTTARISLAVASLARG---TSVIT 111 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  R+ ERP   LV  L+ L   +      +  P+ V G G   G  VK+  S+SSQ+ + 
Sbjct: 112 GKGRLVERPFKPLVDALRSLKVKISG----EKLPIAVEG-GNPVGEYVKVDCSLSSQFGT 166 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+ A   +G + +E+++  +S PY+E+TL++ME FG++ E +     F +K     +  
Sbjct: 167 AMLILAS-KIG-LTVEMLNP-VSRPYIEVTLKVMESFGIEFERNG----FKVKVHPGIRG 219 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K  +V GD SSAS+FLA  A+  G V V        Q D +  ++LE  GA V       
Sbjct: 220 SK-FHVPGDYSSASFFLAAGALY-GKVKVSNLVKDDPQADARIIDILEEFGADVKVGRKY 277 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V         R  +K I+V+ +  PD+   LAV+A +A+G + I      R+KE++R+ 
Sbjct: 278 VVVE--------RNEMKPINVDCSNFPDLFPILAVLASYAEGKSVITG-RQLRLKESDRV 328 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
            A+   L K G  V+E P+   I   +    T +++++DHR+ MA + L   AE    I+ 
Sbjct: 329 KAVAVNLRKAGIKVKELPNGLEIVGGKPRGFT-VESFNDHRIVMAMAILGLGAEGKTIIK 387 
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Query: 424 DPGCTRKTFPDYF 436 
           DP    K++P +F 
Sbjct: 388 DPHVVSKSYPSFF 400 
 
 
>ref|ZP_03682045.1| hypothetical protein CATMIT_00676 [Catenibacterium mitsuokai DSM 
           15897] 
 gb|EEF94648.1| hypothetical protein CATMIT_00676 [Catenibacterium mitsuokai DSM 
           15897] 
          Length = 423 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 123/438 (28%), Positives = 213/438 (48%), Gaps = 35/438 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG- 64 
           +I + P K + GT+ +P SKSL++R ++ AAL+ G + +  +  SED+   +  ++ LG  
Sbjct: 3   KITITP-KTLQGTIAVPPSKSLAHRAIICAALAPGMSRISGIDYSEDIEATIEGMKALGA 61 
 
Query: 65  -LSVEADK-AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            +  E D      ++ +G G           V++    +G  +R L            +V 
Sbjct: 62  IIKQEGDTLIIDGSITLGLG----------RVEIDAHESGSTLRFLMPLSLVNFSRVHFV 111 
 
Query: 123 LDGVPRMRERPIGDLVVGL--KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             G  ++ +RP+ D+   +  KQ  A    +L  D   + V   G L     ++ G++SS 
Sbjct: 112 --GKGKLGQRPL-DVYYDIFDKQKIA----YLRKDSERLDVILDGQLHSDIFEVPGNVSS 164 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q++S LL   PL  GD  I+I   L S  Y+++TL ++E+FG++  + D +  F I+G Q 
Sbjct: 165 QFISGLLFTLPLLQGDSLIKITTPLESKGYIDLTLDMLEKFGIEIINHD-YQAFQIRGNQ 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            YK P +  VE D S A+++L  A + G  +T+      S QGD    +++E MG ++   
Sbjct: 224 NYK-PCDYNVEADFSQAAFYLV-ADLLGSDITLTNLNMHSSQGDRAILDIMEQMGGEIVE 281 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           T   + V            +K   ++ ++ PD+   ++V    A+G + I +    R+KE 
Sbjct: 282 TSAGIKVVC--------DKIKPATIDASQCPDLMPVVSVACGLAEGTSHIINAGRLRIKE 333 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVP 419 
            +R+ A    L   G    E  D   IT     N   + + +DHRM MA + L+  A  P 
Sbjct: 334 CDRLTASVELLKATGIDAVEEEDSMTITGSTSYNKAEVTSSNDHRMCMAEAILSTRANGP 393 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           +TI D  C +K++P +F+ 
Sbjct: 394 ITIDDKDCVKKSYPGFFE 411 
 
 
>ref|YP_003696703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcanobacterium 
           haemolyticum DSM 20595] 
 gb|ADH92084.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcanobacterium 
           haemolyticum DSM 20595] 
          Length = 461 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 128/451 (28%), Positives = 212/451 (47%), Gaps = 37/451 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I G V++PGSKSL+ R L+LAA+      +   L+SED   M  AL  LG  +E  K  
Sbjct: 17  EKIHGNVRIPGSKSLTARWLVLAAIGLNPVRLAGALDSEDTRAMGNALVALGAGIEWHKN 76 
 
Query: 73  A---------KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
                        V+   GG +          +  G AG  MR +      A G+ T    
Sbjct: 77  WCHVTPIPRDTNGVITVRGGAY----------INAGQAGTVMRFILPLAAMAHGDVTVTC 126 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFL----GTDCP-PVRVNGIGGLPGGKVKLSGSI 178 
                 R RPI  L+  L QLG +  C      GT    P+ ++G G L GG+V +  +  
Sbjct: 127 --ADNARHRPIAGLLSALTQLGVNYTCARDVAEGTGGGFPLTIHGRGPLRGGEVSVDAAA 184 
 
Query: 179 SSQYLSALLMAAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           SSQ++SALL+A PL    + +    D L S P++ MT+  + + G+ A  + + + +++  
Sbjct: 185 SSQFVSALLLAGPLMERGITVRNCADTLPSTPHISMTIDTLRKAGINA--AGTGETWHVP 242 
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Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G   +  K+  +E D S+A  FLA A +TGG V +E     S Q  + + ++    GA  
Sbjct: 243 HGSPNR--KHITIEPDLSNAGPFLAAALVTGGRVRIENWPKKSQQPGMAYLDIFRNAGAT 300 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
            TW ET+  +T    +  G + + A   +M  + ++  T+A V  F+DG + + ++   R 
Sbjct: 301 FTW-ETNGPLTHLICQ--GHRTIWATHKDMGDLGELVPTVAAVLAFSDGVSGLSNIGHLR 357 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPD---YCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             ET+R+ A+   L+ +G   E  P      +     +   T ID++ DHR+A   ++   
Sbjct: 358 GHETDRIAALTETLSAIGTQPEYDPHSETLWLRRFDARYTTTDIDSHADHRIATFGAILG 417 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
                + + +   T KTFP + ++    V + 
Sbjct: 418 LRIKGLRVANMEATAKTFPTFIELWERLVAD 448 
 
 
>ref|ZP_06755918.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Scardovia inopinata 
           F0304] 
 gb|EFG27010.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Scardovia inopinata 
           F0304] 
          Length = 488 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 147/487 (30%), Positives = 227/487 (46%), Gaps = 71/487 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           +  +V +PGSKSLSNR L+LAAL+   T +  LL S D + M+ AL+ LG  V  AD+ + 
Sbjct: 13  LDASVHIPGSKSLSNRYLVLAALAGRPTTIHGLLRSRDTNLMIQALKKLGAQVLSADETS 72 
 
Query: 74  KRAVVVGCGGKFPVEDA--KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               V+      P E    K   ++  G AG  MR + A    A  +++ V DG  +    
Sbjct: 73  TTVTVI------PPESGIFKGRCRINCGLAGTVMRFVPALALYA--DSSVVFDGDDQAYR 124 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTD--CP----PVRVNGIGGLPGGK-------------- 171 
           RP+  L+ GL QLGA V+ +LG +   P    P R N I  +  G+               
Sbjct: 125 RPMKPLLDGLCQLGARVE-YLGQEGHLPFMIIPDR-NFIAQISPGEESGFETESQLDRPQ 182 
 
Query: 172 -VKLSGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTL--------RLMERF 221 
            V +  S SSQ++S LL+AA      V I      L S+P+++MT+        RL+ R  
Sbjct: 183 EVTIDSSASSQFISGLLLAASRYPRQVIIRHKGSHLPSLPHIQMTMDELKLAGCRLVMRQ 242 
 
Query: 222 GVKAEHSDS------------WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 269 
                  DS            W  F  +     + P+   +E D S+A+ FL  A + GG 
Sbjct: 243 QSADAQPDSGGSSQVRWSVVRWSVFPPRSKTGLQLPEEIRIEPDLSNAAPFLGAALLAGG 302 
 
Query: 270 TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SVTVTGPPREPFGRKHLKAID 324 
            V++      + Q      + L   GA +  T       S T+T     P   +     D 
Sbjct: 303 RVSIPDWPEETTQPGGLLPQYLLDFGAHIDKTSQAADGRSYTLTA--SFPSASRPHGLGD 360 
 
Query: 325 VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 384 
            N++   ++A +LA +A+ AD PT+   +   R  ET R+ A+  ++ ++GA+ EE  D  
Sbjct: 361 YNLSAAGELAPSLAALAVVADKPTSFHGIGHLRGHETNRLAALVNQIHRVGANAEELEDG 420 
 
Query: 385 CIITPPEK---LNVTAIDTYDDHRMAMAFSLAACAEVPV---TIRDPGCTRKTFPDYFDV 438 
             I PP+    L+ T ++TY DHRMA   + AA   +P+   TI +   TRKT PD+  + 
Sbjct: 421 ITIYPPQSLTDLHPTCMETYADHRMA---TFAAMLSIPIPGLTISNIEATRKTLPDFPGM 477 
 
Query: 439 LSTFVKN 445 
            ++ ++  
Sbjct: 478 WTSMIRQ 484 
 
 
>ref|YP_003852222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacterium 
           thermosaccharolyticum DSM 571] 
 gb|ADL69138.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacterium 
           thermosaccharolyticum DSM 571] 
          Length = 423 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
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 Identities = 126/436 (28%), Positives = 216/436 (49%), Gaps = 27/436 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V +PG KS+S+R ++  +++EG T+V   L S+D    +  +R LG+++      
Sbjct: 9   RNVKGVVNVPGDKSISHRAIMFGSIAEGETIVKGFLRSDDCFSTINCMRKLGVNI---NI 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K  V V   G + + D+ +   L  GN+G  MR L+  +  AG   T VL G   +R+R 
Sbjct: 66  VKDEVYVKGNGMY-LHDSHD--ILDAGNSGTTMRLLSGIL--AGQKFTTVLTGDESLRKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L  +GA++   +  +  P+ + G   +  G    +   S+Q  S +++A+   
Sbjct: 121 PMARIIKPLNMMGAEISA-IDDNYAPLTIKG--NVLKGICYKTEVASAQVKSCIMLASLY 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D E  I + L+S  + E+ L     FG   E   S++   +    +        V G 
Sbjct: 178 A--DDETIIEEPLLSRNHSELMLNY---FGGNFE---SYENKIVCHPVERLHGCKICVPG 229 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+YF+  A+I     + ++       +  +   +V++ MG  +   +  V    P  
Sbjct: 230 DISSAAYFIVAASILPQSEILIKNVNVNHTRTGI--IDVIKKMGGNIEIKDERVLNNEPV 287 
 
Query: 312 REPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            E   +   LK I++    +P   D    +AV A +A+G T I+D    +VKE+ R+  + 
Sbjct: 288 AEIIVKSSCLKGIEIGGEIIPRLIDEIPIIAVAASYAEGETVIKDAEELKVKESNRIDTM 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
            +EL K+GA +E   D  II   E LN   +D+Y+DHR+AM+ S+AA  AE    IR+   
Sbjct: 348 VSELKKMGADIEATNDGMIIHGKETLNGALVDSYNDHRVAMSLSIAALKAEGITKIRNAE 407 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
           C   +FPD++ VL+   
Sbjct: 408 CVNISFPDFYSVLNVL 423 
 
 
>ref|ZP_03297599.1| hypothetical protein COLSTE_01506 [Collinsella stercoris DSM 13279] 
 gb|EEA90307.1| hypothetical protein COLSTE_01506 [Collinsella stercoris DSM 13279] 
          Length = 316 
 
 Score =  154 bits (390), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 107/318 (33%), Positives = 165/318 (51%), Gaps = 28/318 (8%) 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           ERPI  L   L   G  ++   G    P+R +G   +  G+ +L G++SSQY+S LL+AA 
Sbjct: 2   ERPIAPLSDELIAAGCTLE---GVGGFPLRASGR--MRAGRFELPGNVSSQYISGLLLAA 56 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG----------Q 240 
           PL  GD EI +   L S PYV++T+ ++  FGV  +  +        GG          Q 
Sbjct: 57  PLLDGDTEIAVTGTLESRPYVDLTIDVLASFGVTVDIEEG----ATPGGLPLTVFRVPRQ 112 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y++P    VEGD S+A+++L   A+   +VTV G   TS+QGD   +  L + GAK    
Sbjct: 113 GYRTPGTIAVEGDWSNAAFWLCAGALGRHSVTVRGVSPTSIQGDRAISAALMLFGAKGQR 172 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
              + T+  P R       L  I+++ + +PD+   L+ VA  A+G T     A  R+KE 
Sbjct: 173 NARAATIR-PDR-------LHGIELDAHDIPDLVPVLSAVAACAEGTTRFTGCARLRIKE 224 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+     EL  LGA V    D  +I   E+L+   +++++DHR+AM  ++AA   E P 
Sbjct: 225 SDRLATTAAELANLGACVRVDGDGLLIEGRERLSGGRVESHNDHRIAMMGAIAAVRCEGP 284 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V I       K++P +FD 
Sbjct: 285 VEIAGAEAVNKSYPAFFD 302 
 
 
>ref|ZP_01131039.1| 3-phosphoshikimate 1-carboxyvinyltransferase [marine 
           actinobacterium PHSC20C1] 
 gb|EAR24327.1| 3-phosphoshikimate 1-carboxyvinyltransferase [marine 
           actinobacterium PHSC20C1] 
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          Length = 468 
 
 Score =  154 bits (389), Expect = 2e-35,   Method: Compositional matrix adjust. 
 Identities = 130/432 (30%), Positives = 214/432 (49%), Gaps = 12/432 (2%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +S TV LPGSKSL+NR L+LAAL++G + + + L+S D   M+ ALR LG+ +E       
Sbjct: 37  LSATVNLPGSKSLTNRELVLAALADGPSRLHSPLHSRDSALMIQALRALGVEIEEIATGN 96 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G        + +    +  G AG  MR L      A G  ++  DG      RP+ 
Sbjct: 97  ---VFGPDLAVTPSELQGGSSIDCGLAGTVMRFLPPVAALALGPVSF--DGDEAALRRPM 151 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP-LA 193 
              +  L+ LG DV    G    P  + G+G + GG++ +  S SSQ++S LL+AA     
Sbjct: 152 RTTIDSLRALGVDVSDD-GRGTLPFNLYGMGSVAGGEISIDASASSQFVSGLLLAAARFD 210 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G       D L S+P++EMT+  +   GV  E  +    + +  G    S  +  +E D 
Sbjct: 211 HGLTLRHTGDTLPSLPHIEMTIECLAARGVVVECPEP-GVWVVPAGP--ISAIDVELEPD 267 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A+ FLA A + GGTVT+EG   ++ Q      ++L + GA  + ++ ++T+ G     
Sbjct: 268 LSNAAPFLAAAIVAGGTVTIEGWPESTTQVGADLEQLLPLFGATASRSDGALTIDGGAGI 327 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G  +   ++++++   ++A  +  +A  A  P+ I  +   R  ET+R+ A+  E+   
Sbjct: 328 IGGNSY-AGVELDLSTGGELAPAIVALAALASSPSTITGIGHLRGHETDRLAALCAEINA 386 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG +V E  D   I P E L+     +Y+DHRM+ A ++   A   + +     T KT P 
Sbjct: 387 LGGAVTELDDGLHIEPRE-LHGGVWHSYEDHRMSTAGAIIGLAIAGIEVEGIDATAKTLP 445 
 
Query: 434 DYFDVLSTFVKN 445 
            +  + +T V + 
Sbjct: 446 QFPALWATLVGD 457 
 
 
>ref|YP_001954667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum DJO10A] 
 ref|YP_004208584.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis 157F] 
 sp|B3DSQ0.1|AROA_BIFLD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD98169.1| 5-enolpyruvylshikimate-3-phosphate synthase [Bifidobacterium longum 
           DJO10A] 
 dbj|BAJ70806.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis 157F] 
          Length = 445 
 
 Score =  154 bits (389), Expect = 3e-35,   Method: Compositional matrix adjust. 
 Identities = 138/443 (31%), Positives = 213/443 (48%), Gaps = 23/443 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPAAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E  +S   + ++      S K  
Sbjct: 189 ISSKLPGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVEADESARTWTVEPRAMQLSSK- 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
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             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGA+V++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAEVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 304 GGVRYCEVTGDGTVRGLGTFDLTAAGEIAPSLAAILVFADKSTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTI 422 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P + + 
Sbjct: 364 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPDIEV 422 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVKN 445 
            +   TRKT PD+  + S  ++  
Sbjct: 423 INVATTRKTLPDFVGMWSGMLRQ 445 
 
 
>ref|ZP_08117640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacterium 
           xylanolyticum LX-11] 
 gb|EGB24297.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacterium 
           xylanolyticum LX-11] 
          Length = 423 
 
 Score =  154 bits (389), Expect = 3e-35,   Method: Compositional matrix adjust. 
 Identities = 127/445 (28%), Positives = 206/445 (46%), Gaps = 31/445 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+ +     + G V +PG KS+S+R ++  +++ G TVV   L SED    +  +R LG+ 
Sbjct: 2   EVEISKKSHLKGVVNVPGDKSISHRAIMFGSIAVGDTVVKGFLKSEDCFSTINCMRKLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E        V V   G +  E       L  GN+G  MR L+  +  AG      + G 
Sbjct: 62  EIEI---VNDDVYVKGNGMYLNESLD---VLDAGNSGTTMRLLSGIL--AGQKFASTITG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R+RP+  ++  L  +GA +      +  P+ + G   L G  +     +SS  + + 
Sbjct: 114 DESLRKRPMKRIIQPLSMMGAKITAVY-DNYAPITIKG-NTLKG--INYKTEVSSAQVKS 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLR--LMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            +M A L   DV        I  PY+       ++  FG   E   S+D   I    +   
Sbjct: 170 CIMLASLYAQDV------TTIEEPYLSRNHSELMLNYFGGNFE---SYDNKVICHPVEKL 220 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
                 V GD SSA+YF+  A+I     + ++     + +  +   +VL  MG  V   E 
Sbjct: 221 HGCEVLVPGDISSAAYFMVAASILPNSEILIKNVNINNTRTGI--IDVLNKMGGNVEIIE 278 
 
Query: 303 TSVTVTGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
             V    P  +   +  HLK ID+    +P   D    +AV A +ADG T I+D    +V 
Sbjct: 279 EKVVNNEPVADIVVKSSHLKGIDIGGEIIPRLIDEIPVIAVAAAYADGTTVIKDAEELKV 338 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE+ R+  + ++L K+GA +E   D  II   E L+   +D+Y+DHR+AM+ S+AA  A+ 
Sbjct: 339 KESNRIDTMVSQLRKMGADIEATNDGMIIHGKETLHGATVDSYNDHRVAMSLSIAALKAD 398 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
               I++  C   +FPD++ VL+   
Sbjct: 399 GSTKIKNAECVNISFPDFYSVLNVL 423 
 
 
>ref|YP_883328.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium avium 
           104] 
          Length = 435 
 
 Score =  154 bits (388), Expect = 3e-35,   Method: Compositional matrix adjust. 
 Identities = 141/430 (32%), Positives = 210/430 (48%), Gaps = 32/430 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + +  TV +PGSKS +NR L+LAAL+     GT  +   L S D   M+GALRTLGL V  
Sbjct: 11  QPVHATVTVPGSKSQTNRALVLAALAAAQGRGTPTLSGALRSRDTDLMIGALRTLGLRV- 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D       V G     P        ++  G AG  +R +     AA  +A    DG  + 
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Sbjct: 70  -DGTGPELTVSGHIAPGP------HARVDCGLAGTVLRFVPP--LAALADAVVEFDGDEQ 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            R RPI  L+  L+ LG  ++   GT  P  RV+G G L GG V +  S SSQ++S LL+ 
Sbjct: 121 ARARPIAPLLDALRGLGVRIE---GTALP-FRVHGGGALAGGTVAIDASASSQFVSGLLL 176 
 
Query: 189 -AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA    G         L S P++ MT+ ++ + GV  + S   +R+ ++ G    + ++ 
Sbjct: 177 CAASFTEGLTVQHTGAALPSAPHIAMTVAMLRQAGVDVDDSVP-NRWQVRPGPV--AARH 233 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D ++A  FLA A ++GGTV + G    S+Q       VL  + A V+ T++S+ V 
Sbjct: 234 WEVEPDLTNAVPFLAAAVVSGGTVRITGWPADSVQPADNILSVLSKLNAVVSQTDSSLEV 293 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMV 365 
                   G       DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+  
Sbjct: 294 R-------GSGSYDGFDVDLRAVGELTPSVAALAALATPGSVSRLSGIAHLRGHETDRLA 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  E+ +LG    E PD  +IT    L+      Y DHRMAMA ++       V + D  
Sbjct: 347 ALSAEINRLGGDCTETPDGLVIT-ATPLHSGVWQAYADHRMAMAGAIVGLRVAGVRVDDI 405 
 
Query: 426 GCTRKTFPDY 435 
           G T KT PD+ 
Sbjct: 406 GATGKTLPDF 415 
 
 
>ref|NP_962268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium avium 
           subsp. paratuberculosis K-10] 
 sp|Q73UN2.1|AROA_MYCPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAS05884.1| AroA [Mycobacterium avium subsp. paratuberculosis K-10] 
          Length = 435 
 
 Score =  154 bits (388), Expect = 4e-35,   Method: Compositional matrix adjust. 
 Identities = 141/430 (32%), Positives = 209/430 (48%), Gaps = 32/430 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + +  TV +PGSKS +NR L+LAAL+     GT  +   L S D   M+GALRTLGL V  
Sbjct: 11  QPVHATVTVPGSKSQTNRALVLAALAAAQGRGTPTLSGALRSRDTDLMIGALRTLGLRV- 69 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D       V G     P        ++  G AG  +R +     AA  +A    DG  + 
Sbjct: 70  -DGTGPELTVSGHIAPGP------HARVDCGLAGTVLRFVPP--LAALADAVVEFDGDEQ 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            R RPI  L+  L+ LG  ++   GT  P  RV+G G L GG V +  S SSQ++S LL+ 
Sbjct: 121 ARARPIAPLLDALRGLGVRIE---GTALP-FRVHGSGALAGGTVAIDASASSQFVSGLLL 176 
 
Query: 189 -AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA    G         L S P++ MT+ ++ + GV  + S   +R+ ++ G    + ++ 
Sbjct: 177 CAASFTEGLTVQHTGAALPSAPHIAMTVAMLRQAGVDVDDSVP-NRWQVRPGPV--AARH 233 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D ++A  FLA A ++GGTV + G    S+Q       VL  + A V+ T++S+ V 
Sbjct: 234 WEVEPDLTNAVPFLAAAVVSGGTVRITGWPADSVQPADNILSVLGKLNAVVSQTDSSLEV 293 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMV 365 
                   G       DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+  
Sbjct: 294 R-------GSGSYDGFDVDLRAVGELTPSVAALAALATPGSVSRLSGIAHLRGHETDRLA 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  E+ +LG    E PD  +IT    L       Y DHRMAMA ++       V + D  
Sbjct: 347 ALSAEINRLGGDCTETPDGLVIT-ATPLRPGVWHAYADHRMAMAGAIVGLRVAGVRVDDI 405 
 
Query: 426 GCTRKTFPDY 435 
           G T KT PD+ 
Sbjct: 406 GATSKTLPDF 415 
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>ref|YP_001624533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Renibacterium 
           salmoninarum ATCC 33209] 
 gb|ABY23119.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Renibacterium 
           salmoninarum ATCC 33209] 
          Length = 461 
 
 Score =  153 bits (387), Expect = 4e-35,   Method: Compositional matrix adjust. 
 Identities = 135/454 (29%), Positives = 210/454 (46%), Gaps = 54/454 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K IS  + +PGSKSL+NR L+LAAL++G + +   L+S D   M+ ALR LG  ++     
Sbjct: 21  KPISADLTVPGSKSLTNRYLVLAALADGPSRLRAPLHSRDSLLMVQALRQLGAEIKETP- 79 
 
Query: 73  AKRAVVVGCGGKFP--------VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                  G G   P        V     +  +  G AG  MR +        G   +  D 
Sbjct: 80  -------GQGAYGPDLLVTPIKVGQKIGQTAIDCGLAGTVMRFVPPLAALVEGLIQF--D 130 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADV-------------------DCFLGTDCP---PVRVN 162 
           G    R RP+G ++  L  LG  V                   D    T  P   P  ++ 
Sbjct: 131 GDEHARLRPMGPVLTSLSSLGVAVRPVKSVQSVQSVQEDHAAEDASQNTALPQSLPFVLD 190 
 
Query: 163 GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERF 221 
             G + GG + L  S SSQ++SALL+AAP     + +E + K + S+ ++ MT+RL+    
Sbjct: 191 AAGSVEGGYISLDSSGSSQFVSALLLAAPQFKNGLHLEHLGKPVPSLDHIAMTVRLLREA 250 
 
Query: 222 GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
           GV+ +  DS    +I      ++  +  VE D S+A  FLA A ++ GTV + G    +  
Sbjct: 251 GVEVD--DSVPNHWIVAAGPIRA-FDVIVEQDLSNAGPFLAAALVSRGTVRITGWPVHTS 307 
 
Query: 282 QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 341 
           Q    + E+L   GA V     ++ VT       G  H+  ++  +    ++A T+A +  
Sbjct: 308 QVGDSWREILTAFGADVVLEGDTLIVT-------GGAHISGVE--LADTSELAPTVAALC 358 
 
Query: 342 LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 401 
             A+GP+ +  +A  R  ET+R+ A+  E+  LG  V E  D  II  P+ L+     +Y 
Sbjct: 359 ALAEGPSRLTGIAHLRGHETDRLAALAAEINALGGHVAETADGLIIE-PQPLHSGIFHSY 417 
 
Query: 402 DDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHRMA A ++   A   V + +   T KT P++ 
Sbjct: 418 ADHRMATAGAIIGLAVPGVAVENIATTAKTMPEF 451 
 
 
>ref|ZP_07834435.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. HGF2] 
 gb|EFR36043.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. HGF2] 
          Length = 420 
 
 Score =  153 bits (387), Expect = 5e-35,   Method: Compositional matrix adjust. 
 Identities = 116/435 (26%), Positives = 206/435 (47%), Gaps = 42/435 (9%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKAA 73 
           SG V +P SKS+++R ++ A+L+ GT+V+ N+  S+D+   +  ++ LG  + +EAD+   
Sbjct: 11  SGHVVIPPSKSMAHRAIICASLANGTSVIKNVAYSQDIKTTIAGMQQLGADIRMEADQ-- 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V V     F +++     ++F   +G  +R      +      T+   G  R+ +RP 
Sbjct: 69  ---VTVTGIKDFTIKNK----EVFCCESGSTLRFFIPIFSLCNQEITFT--GQGRLLQRP 119 
 
Query: 134 ---IGDLV--VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
                DL    GL     D       +C          L  G + L G +SSQ++S LL  
Sbjct: 120 QKVYEDLFHAQGLT-FRQDASGITIREC----------LKSGDITLQGDVSSQFISGLLF 168 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             PL   D  I I+    S  YV++TL++++ +G++A   D     +I G Q+Y +  +  
Sbjct: 169 TLPLLQEDSTIHILPPFESRSYVDLTLQMLKTYGIQASFEDDL-TIHIPGNQQYTAC-DY 226 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +EGD S  ++F   AA     +T+ G    S QGD K   +L+  G ++   +    +  
Sbjct: 227 TIEGDYSQLAFFAVLAA-CNHDLTITGVHHDSRQGDKKILSILKDFGVRIEEVKNGYHIY 285 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   +  L    +++   PD+   L V+A+++ G T I +    R+KE++R+ A+  
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Sbjct: 286 --------KSSLHGCRIDLADCPDLGPILTVLAMYSPGNTNIYNAGRLRIKESDRIEAME 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            EL K G  +    D   IT        + + +++DHR+ MA S+AA C+     I     
Sbjct: 338 QELRKFGVDIHSTEDEIFITGNSSYTCASELSSHNDHRIVMALSVAATCSNTSCIIDGAQ 397 
 
Query: 427 CTRKTFPDYFDVLST 441 
             +K++P +F+ L + 
Sbjct: 398 AIQKSYPTFFEDLQS 412 
 
 
>ref|ZP_07270493.1| PlmJK [Streptomyces sp. SPB78] 
 gb|EFK98861.1| PlmJK [Streptomyces sp. SPB78] 
          Length = 1004 
 
 Score =  153 bits (387), Expect = 5e-35,   Method: Compositional matrix adjust. 
 Identities = 122/437 (27%), Positives = 220/437 (50%), Gaps = 27/437 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            +++G V +P SK  ++R L+LA+L+EG + V  L ++  V Y +  LR LG+ +  +   
Sbjct: 18  HQLTGEVLVPNSKYHAHRALILASLAEGVSRVHGLSDARHVQYTVQLLRGLGVKITTE-- 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV G GG++    A     +  G++G  +  +     A+  +    + G    R R 
Sbjct: 76  GDTFVVHGLGGRYRPRRAA----VSAGSSGTTLYFMIG--LASLSDRDVAVTGQKYFRRR 129 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G L+  L+Q+G  V+     DCPPV V       GG V+++G++S Q++S L++ AP  
Sbjct: 130 PVGPLLTALRQMGVGVES--ADDCPPVHVTARRP-SGGHVRIAGTLS-QWISGLILLAPF 185 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE+  +L    Y+E+T+ +M +FG+    S+ W RF ++ GQ   +     +   
Sbjct: 186 ATGHTTIEVEGELNERSYLELTVAMMRQFGLAVTVSEDWRRFDVEPGQSAVA-TELTLPP 244 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQG------DVKFAEVLEMMGAKVTWTETSVT 306 
           D  SA++ +A AA+    V ++G   T L+G      +  F ++   MG  +   E +   
Sbjct: 245 DIGSAAFGIAAAALHPSDVLLKGM--TRLEGGPADHPEFHFLDIARAMGVPMELDEAAGG 302 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V      P     LK ++V+   +PD+   L+ +  FA G +   ++A  R+KE++R  A 
Sbjct: 303 VRIRQETPM----LKGVEVDCRDVPDMLPILSTLGSFAYGESVFHNIAHTRLKESDRAAA 358 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           +  +L  +G  +E   D   +   E L    + +++DHR+ M+ ++A+  A    T+  P 
Sbjct: 359 M-LQLNAMGGDLELDGDALRVRGVEGLVGAKLSSFNDHRVLMSLAVASSRARGHSTLTYP 417 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
              R ++P + D ++T  
Sbjct: 418 NAYRISYPTFLDAMNTL 434 
 
 
>ref|ZP_07978743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SA3_actG] 
 ref|ZP_07984972.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptomyces sp. 
           SA3_actF] 
          Length = 996 
 
 Score =  153 bits (387), Expect = 5e-35,   Method: Compositional matrix adjust. 
 Identities = 122/437 (27%), Positives = 220/437 (50%), Gaps = 27/437 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            +++G V +P SK  ++R L+LA+L+EG + V  L ++  V Y +  LR LG+ +  +   
Sbjct: 10  HQLTGEVLVPNSKYHAHRALILASLAEGVSRVHGLSDARHVQYTVQLLRGLGVKITTE-- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV G GG++    A     +  G++G  +  +     A+  +    + G    R R 
Sbjct: 68  GDTFVVHGLGGRYRPRRAA----VSAGSSGTTLYFMIG--LASLSDRDVAVTGQKYFRRR 121 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G L+  L+Q+G  V+     DCPPV V       GG V+++G++S Q++S L++ AP  
Sbjct: 122 PVGPLLTALRQMGVGVES--ADDCPPVHVTARRP-SGGHVRIAGTLS-QWISGLILLAPF 177 
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Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE+  +L    Y+E+T+ +M +FG+    S+ W RF ++ GQ   +     +   
Sbjct: 178 ATGHTTIEVEGELNERSYLELTVAMMRQFGLAVTVSEDWRRFDVEPGQSAVA-TELTLPP 236 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQG------DVKFAEVLEMMGAKVTWTETSVT 306 
           D  SA++ +A AA+    V ++G   T L+G      +  F ++   MG  +   E +   
Sbjct: 237 DIGSAAFGIAAAALHPSDVLLKGM--TRLEGGPADHPEFHFLDIARAMGVPMELDEAAGG 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V      P     LK ++V+   +PD+   L+ +  FA G +   ++A  R+KE++R  A 
Sbjct: 295 VRIRQETPM----LKGVEVDCRDVPDMLPILSTLGSFAYGESVFHNIAHTRLKESDRAAA 350 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           +  +L  +G  +E   D   +   E L    + +++DHR+ M+ ++A+  A    T+  P 
Sbjct: 351 M-LQLNAMGGDLELDGDALRVRGVEGLVGAKLSSFNDHRVLMSLAVASSRARGHSTLTYP 409 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
              R ++P + D ++T  
Sbjct: 410 NAYRISYPTFLDAMNTL 426 
 
 
>ref|NP_603830.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 25586] 
 gb|AAL95129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 25586] 
          Length = 424 
 
 Score =  153 bits (386), Expect = 6e-35,   Method: Compositional matrix adjust. 
 Identities = 108/433 (24%), Positives = 208/433 (48%), Gaps = 46/433 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L++G + ++N+  S+D+   + A++ LG ++E         
Sbjct: 16  GEVTPPPSKSVLHRYIIASSLAKGISKIENISYSDDIIATIEAMKKLGANIEK---KDNY 72 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  E    + ++    +G  +R L            +   G  ++ +RP+   
Sbjct: 73  LLIDGSKTFDKEYLNNDSEIDCNESGSTLRFLFPLSIVKENKILF--KGKGKLFKRPLSP 130 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
                 +            C  +  N I   G L  G  ++ G+ISSQ+++ LL + PL  
Sbjct: 131 YFENFDKYQ--------IKCSSINENKILLDGELKSGVYEIDGNISSQFITGLLFSLPLL 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+ +I I  KL S  Y+++TL  + +FG+   + +S+  F I+G Q YKS  N  VE D 
Sbjct: 183 NGNSKIIIKGKLESSSYIDITLDCLNKFGINIIN-NSYKEFIIEGNQTYKSG-NYQVEAD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++FL   +I G  + + G    SLQGD K   +++ +     WT+    +       
Sbjct: 241 YSQVAFFLVANSI-GSNIKINGLNVNSLQGDKK---IIDFISEIDNWTKNEKLI------ 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                      ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   EL+K 
Sbjct: 291 -----------LDGSETPDIIPILSLKACISKKEIEIVNIARLRIKESDRLSATVQELSK 339 
 
Query: 374 LGASVEEGPDYCIITPPEKLNV------TAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
           LG  + E  D  +I   +  N        ++ ++ DHR+AM  ++A+ C E  + + +   
Sbjct: 340 LGFDLIEKEDSILINSRKNFNEISNNSPISLSSHSDHRIAMTVAIASTCYEGEIILDNLD 399 
 
Query: 427 CTRKTFPDYFDVL 439 
           C +K++P++++V  
Sbjct: 400 CVKKSYPNFWEVF 412 
 
 
>ref|ZP_05218136.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium avium 
           subsp. avium ATCC 25291] 
          Length = 423 
 
 Score =  153 bits (386), Expect = 6e-35,   Method: Compositional matrix adjust. 
 Identities = 141/428 (32%), Positives = 211/428 (49%), Gaps = 32/428 (7%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL+     GT  +   L S D   M+GALRTLGL V+   
Sbjct: 1   MHATVTVPGSKSQTNRALVLAALAAAQGRGTPTLSGALRSRDTDLMIGALRTLGLRVDGT 60 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             A    +   G   P   A+ +  L    AG  +R +     AA  +A    DG  + R 
Sbjct: 61  GPA----LTVSGHIAPGPHARVDCGL----AGTVLRFVPP--LAALADAVVEFDGDEQAR 110 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM-A 189 
            RPI  L+  L+ LG  ++   GT  P  RV+G G L GG V +  S SSQ++S LL+ A 
Sbjct: 111 ARPIAPLLDALRGLGVRIE---GTALP-FRVHGSGALAGGTVAIDASASSQFVSGLLLCA 166 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A    G         L S P++ MT+ ++ + GV  + S   +R+ ++ G    + ++   
Sbjct: 167 ASFTEGLTVQHTGAALPSAPHIAMTVAMLRQAGVDVDDSVP-NRWQVRPGPV--AARHWE 223 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           VE D ++A  FLA A ++GGTV + G    S+Q       VL  + A V+ T++S+ V   
Sbjct: 224 VEPDLTNAVPFLAAAVVSGGTVRITGWPADSVQPADNILSVLGKLNAVVSRTDSSLEVR- 282 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMVAI 367 
                 G       DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ A+ 
Sbjct: 283 ------GSGSYDGFDVDLRAVGELTPSVAALAALATPGSVSRLSGIAHLRGHETDRLAAL 336 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             E+ +LG    E PD  +IT    L+      Y DHRMAMA ++       V + D G  
Sbjct: 337 SAEINRLGGDCTETPDGLVIT-ATPLHSGVWHAYADHRMAMAGAIVGLRVAGVRVDDIGA 395 
 
Query: 428 TRKTFPDY 435 
           T KT PD+ 
Sbjct: 396 TSKTLPDF 403 
 
 
>dbj|BAJ69373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis JCM 1222] 
          Length = 445 
 
 Score =  153 bits (386), Expect = 6e-35,   Method: Compositional matrix adjust. 
 Identities = 135/442 (30%), Positives = 208/442 (47%), Gaps = 21/442 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+ AL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMNALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK--VKLSGSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  +  V +  S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEIGRLPFTITPPATLPAAQAHVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E +D   R +       + P   
Sbjct: 189 ISSKLPGGLHLTHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPCAMQLPSK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE +GAKV++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQIGAKVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 304 DGVRYCEVTGDGIVRGLGTFDLTAAGEIAPSLAAILMFADKSTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA   ++       + +  
Sbjct: 364 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMATFAAMLGLRIPDIEVI 423 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           +   TRKT PD+  + S  ++  
Sbjct: 424 NVATTRKTLPDFVGMWSGMLRQ 445 
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>emb|CBL01390.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Faecalibacterium 
           prausnitzii SL3/3] 
          Length = 424 
 
 Score =  153 bits (386), Expect = 6e-35,   Method: Compositional matrix adjust. 
 Identities = 130/426 (30%), Positives = 210/426 (49%), Gaps = 30/426 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G +  P SKS+++R +L AAL+ G + + +L  S+D+   L A   L  +V  D  A  
Sbjct: 12  IGGVIAAPPSKSMAHRAVLCAALAVGRSHITHLEFSKDISATLSAAAQLCAAV--DTGAD 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A V G G   P+    +  +     +G  +R L    +  G   T+   G  R+ ERP  
Sbjct: 70  NATVQGLGHFLPLTAPVDCCE-----SGSTLRFLIPIASLTGQPVTFT--GRGRLMERPQ 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                  ++        L  +  P  +   G L  G  +L+G++SSQ++S LL A PL   
Sbjct: 123 SVYETLYREQN------LRFEQSPAGLTVEGALTPGDYRLAGNVSSQFISGLLFALPLLP 176 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           GD ++ +I  + S  Y++MT  +   FGV +   D      + GGQ+Y  P +  VEGD  
Sbjct: 177 GDSQLHLIPPVESRSYIDMTRAVQAAFGVHSRWLDE-TTLLLPGGQQYH-PCDYNVEGDY 234 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A++     A+ GG VT+ G    +LQGD    ++L   GA  T    SVT         
Sbjct: 235 SQAAFPAVLGAVCGG-VTITGLAPDTLQGDAAILDILRRCGAVFTRKGDSVT-------- 285 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
           F +  L  +D+++   PD+   L V+ L  +G T IR+    R+KE++R+ A+  EL    
Sbjct: 286 FAKAPLHGVDIDLADCPDLGPVLMVLGLLCEGTTVIRNAERLRLKESDRIAAMEAELRAC 345 
 
Query: 375 GASVE-EGPDYCIITPPEKLNVTA--IDTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRK 430 
           G  +E +G    +    E+L+  A  +  ++DHR+ M+   LAA A++P+T+ D    +K 
Sbjct: 346 GGVLESDGGTITVHGCAERLHAPAAPLHGHNDHRVVMSLAVLAAAAKLPLTVDDAEAIQK 405 
 
Query: 431 TFPDYF 436 
           ++P +F 
Sbjct: 406 SWPGFF 411 
 
 
>ref|YP_002323185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 15697] 
 gb|ACJ52807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 15697] 
          Length = 461 
 
 Score =  153 bits (386), Expect = 7e-35,   Method: Compositional matrix adjust. 
 Identities = 135/442 (30%), Positives = 208/442 (47%), Gaps = 21/442 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+ AL  LG+  + D A 
Sbjct: 32  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMNALEALGVRCDVDSA 91 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 92  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 144 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK--VKLSGSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  +  V +  S SSQ++S LL+ 
Sbjct: 145 ARPMKPVLDGLEQLGATVDYHGEIGRLPFTITPPATLPAAQAHVSIDSSGSSQFISGLLL 204 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E +D   R +       + P   
Sbjct: 205 ISSKLPGGLHLTHTGEKTPSLPHIRMTVADVTGAGGAVE-ADESARTWTVEPCAMQLPSK 263 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE +GAKV++     T+ 
Sbjct: 264 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQIGAKVSFP----TI 319 
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Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 320 DGVRYCEVTGDGIVRGLGTFDLTAAGEIAPSLAAILMFADKSTDMVGIGHLRGHETNRLE 379 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA   ++       + +  
Sbjct: 380 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMATFAAMLGLRIPDIEVI 439 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           +   TRKT PD+  + S  ++  
Sbjct: 440 NVATTRKTLPDFVGMWSGMLRQ 461 
 
 
>ref|YP_948361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter 
           aurescens TC1] 
 gb|ABM07311.1| 3-Phosphoshikimate-1-carboxyvinyltransferase (EPSP synthase) 
           [Arthrobacter aurescens TC1] 
          Length = 456 
 
 Score =  152 bits (385), Expect = 7e-35,   Method: Compositional matrix adjust. 
 Identities = 132/442 (29%), Positives = 213/442 (48%), Gaps = 36/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV +PGSKSL+NR L+LAAL++G + +   L+S D   M+ ALR LG +V        
Sbjct: 30  VDATVTVPGSKSLTNRFLVLAALADGPSRLRAPLHSRDSALMIQALRQLGATVTE----- 84 
 
Query: 75  RAVVVGCGGKF-------PVEDAKE--EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
               V   G F       P++ A    E  +  G AG  MR +     AA  N   V DG 
Sbjct: 85  ----VPGDGHFGPDLEITPMDPAASGAETAIDCGLAGTVMRFVPP--LAALRNGVTVFDG 138 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADV--DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            P  R RP+G ++  L  LG  V  D        P  V+G G + GG + +  S SSQ++ 
Sbjct: 139 DPHARNRPMGTIIEALIALGVPVAADGGRTPSALPFAVDGTGEVRGGHLVIDASASSQFV 198 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           SALL+     +  + +E + K + S+ ++ MT+ ++ R           + + +  G+   
Sbjct: 199 SALLLVGARFVEGLHLEHVGKPVPSLDHITMTVEVL-RSVGVVVDDSVPNHWRVSPGRIR 257 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
               +  +E D S+A  FLA A  T GTV +      + Q   ++  +L  +GA+VT+ + 
Sbjct: 258 AF--DQRIEQDLSNAGPFLAAALATRGTVRIPNWPAGTTQVGDQWRTILTALGAEVTFQD 315 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            ++TVT       G   +K  D   ++  ++A T+A +   A G + +  +A  R  ET+ 
Sbjct: 316 GTLTVT-------GGAEIKGAD--FDETSELAPTVAALCALATGTSRLTGIAHLRGHETD 366 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+  E+  LG   EE  D  +I  P  L+   + +Y DHRMA A ++   A   V + 
Sbjct: 367 RLAALVAEINGLGGDAEETADGLVIR-PATLHGGVVHSYADHRMATAGAILGLAVEGVQV 425 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            D   T KT P++  + +  ++ 
Sbjct: 426 EDIATTSKTMPEFPQMWAAMLQ 447 
 
 
>ref|ZP_03980080.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           lipophiloflavum DSM 44291] 
 gb|EEI15840.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           lipophiloflavum DSM 44291] 
          Length = 428 
 
 Score =  152 bits (385), Expect = 8e-35,   Method: Compositional matrix adjust. 
 Identities = 136/443 (30%), Positives = 210/443 (47%), Gaps = 46/443 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 72 
           I+ TV +PGSKSL+NR  +L+AL++G + +   L S D   M  AL ++G+    E D+  
Sbjct: 18  ITHTVSVPGSKSLTNRAYVLSALAQGPSTIVGALRSRDTDLMEAALASMGVGFVTEGDE- 76 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               + V  G     E       +  G AG  MR L A    A G   +  DG  R R+R 
Sbjct: 77  ----ISVTPGSLHGAE-------VDCGLAGTVMRFLPAVAAFAAGEVRF--DGDERARQR 123 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  ++  L+ LG  +         P  V+G     GG V++  S SSQ++S LL+AA   
Sbjct: 124 PIATILDALRDLGVQIQG----GSLPFSVHGASRARGGTVEIDASGSSQFVSGLLLAA-- 177 
 
Query: 193 ALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPK 246 
           A  D  + I      L S+P++EMTL ++   GV  E +    R     I+G       + 
Sbjct: 178 ARFDEGVTITHTGGTLPSMPHIEMTLAMLADAGVAVESTGHTWRVAPQPIRG-------R 230 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE---- 302 
              VE D S+A+ F+A AA+TGG V V+     + Q       ++E MG +          
Sbjct: 231 TWVVEPDLSNATPFIAAAAVTGGCVAVKNWPAATTQPGDAIRTIVERMGCETVLEADAAG 290 
 
Query: 303 -TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             ++ VTG  R   G      I ++M+ + ++  T+A +A  A  P+ +  +A  R  ET 
Sbjct: 291 GHTLRVTGASRGTLG-----GIRLDMSDLGELTPTVAALAAVAKTPSELTGIAHLRGHET 345 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ A+  E+ +LG   EE  D   I  P +L+     +YDDHRMA A ++       V  
Sbjct: 346 DRLKALTDEINRLGGDCEELADGLRIR-PARLHGGQWHSYDDHRMATAGAIIGLVTEGVE 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           + +   T KT P +  + +  V+ 
Sbjct: 405 VENIATTAKTLPGFESMWADMVE 427 
 
 
>ref|ZP_03990506.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oribacterium sinus 
           F0268] 
 gb|EEJ52286.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oribacterium sinus 
           F0268] 
          Length = 442 
 
 Score =  152 bits (385), Expect = 8e-35,   Method: Compositional matrix adjust. 
 Identities = 139/442 (31%), Positives = 229/442 (51%), Gaps = 37/442 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K I G++ +PG KS+S+R ++ +AL++G T V   L  ED    +   R +G+S+E ++  
Sbjct: 10  KVIKGSLTVPGDKSISHRAVMFSALAKGETRVRGFLPGEDCLSTISVFRKMGVSIEQEQD 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           + R   +G  G      A EEV L+ GN+G  MR +   +  AG + +  L G   + +R 
Sbjct: 70  SVRIQGLGLHGL----KAPEEV-LYCGNSGTTMRLMAGIL--AGQSFSSCLTGDESLEKR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + + L+++GA +         P+ ++G   L G   + S   S+Q  S++L+A    
Sbjct: 123 PMKRVCLPLEKMGAKIKMQGEKGTAPLEISG-SPLKGIYYE-SPVASAQVKSSVLLAGLY 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS---DSWDRFYIKGGQKYKS-PKNA 248 
           A G  +  +I+  +S  + E   RL+   GV+   +   D      ++GGQ+ K+ P    
Sbjct: 181 AKG--KTSVIEPSLSRDHTE---RLLGAMGVECSTNTLEDGRVEISLEGGQELKALPGEY 235 
 
Query: 249 YVEGDASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA+YF+A    + G ++ ++  G    +  +    VLE MGAK++  E   TV 
Sbjct: 236 LVPGDISSAAYFMASVFFLPGSSLRLKNIGLNPSRCGI--LTVLEKMGAKISL-ENCSTV 292 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G  R     ++  LKA+D+  + +P   D    LAV+A  A+G T I D A  +VKE+  
Sbjct: 293 YGEERGDIYLEYGPLKAVDIEGDLIPRLIDELPLLAVLATIAEGETRIYDAAELKVKESN 352 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-----TYDDHRMAMAFS---LAA 414 
           R+ A    L +LG S  E  D  II  P K +V +++     ++ DHR+AM+FS   L   
Sbjct: 353 RIKACVENLQRLGISAAETEDGMII--PGKGSVFSLEGKRIPSFLDHRIAMSFSVLGLLC 410 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYF 436 
            AE P+ I D  C + ++P++F 
Sbjct: 411 KAENPMQIEDSECIQISYPNFF 432 
 
 
>ref|ZP_04859013.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium varium 
           ATCC 27725] 
 gb|EES64675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium varium 
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           ATCC 27725] 
          Length = 423 
 
 Score =  152 bits (385), Expect = 8e-35,   Method: Compositional matrix adjust. 
 Identities = 117/426 (27%), Positives = 203/426 (47%), Gaps = 33/426 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SG + +P SKS+ +R ++ A+L+ G +V+ N+  S+D+   +  +R LG  +E +      
Sbjct: 11  SGQIVIPPSKSMGHRAIICASLASGRSVIKNVAYSDDIKTTIEGMRKLGAEIEEN----- 65 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-- 133 
             ++   G   +    +E+ +    +G  +R      +  G   T++  G  R+ +RP   
Sbjct: 66  GDILIIDGIKDITRISDEI-INCNESGSTLRFFIPIFSLTGKKITFL--GKNRLLKRPQK 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I + +   ++L    D          ++   G L  G   + G+ISSQ++S LL   PL  
Sbjct: 123 IYEDIFKEQKLHYFHD--------ETKIEIEGRLKAGTYVVDGNISSQFISGLLFTLPLL 174 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD +I+I     S  Y+E+TL ++ R+G++   +D    F IKG QKYK P +  +EGD 
Sbjct: 175 EGDSKIKIKPPFESASYIELTLEMLRRYGIEISKTDEL-TFKIKGNQKYK-PCDYTIEGD 232 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S   +F    AI    +   G    S QGD    E+L   G K+   E    +       
Sbjct: 233 FSQLGFFAVLGAIN-NNIECLGLNHGSNQGDKAIIEILRNAGIKIENIEGGYLIH----- 286 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              +   K+ ++++   PD+   L V+ ++ DG   I +    R KE++R+ A+  EL K 
Sbjct: 287 ---KSTPKSCEIDLADCPDLGPILNVLGMYGDGKFRIYNAGRLRYKESDRIAAMEEELLK 343 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDT--YDDHRMAMAFSLAAC-AEVPVTIRDPGCTRK 430 
           LG  ++   D   I+  +K+    I+   + DHR+ M+ ++AA     PV I       K 
Sbjct: 344 LGVDIKTTEDEIFIS-GKKIYDGGIEAAGHKDHRIVMSLAVAATIMNKPVIIDGAEAVEK 402 
 
Query: 431 TFPDYF 436 
           ++PD+F 
Sbjct: 403 SYPDFF 408 
 
 
>ref|YP_003700189.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           selenitireducens MLS10] 
 gb|ADH99623.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           selenitireducens MLS10] 
          Length = 431 
 
 Score =  152 bits (385), Expect = 8e-35,   Method: Compositional matrix adjust. 
 Identities = 134/442 (30%), Positives = 207/442 (46%), Gaps = 25/442 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +E +++  + ++GTV++PG KS+S+R +L A+L++G T +   L  ED    +  +R LG 
Sbjct: 3   KETIVKAKQGLAGTVEIPGDKSISHRAVLFASLADGVTTIKGFLEGEDCLSTIACMRKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E +         G  G    +D      L  GN+G  +R L   +  AG   + VL  
Sbjct: 63  VVIEQNGTDVTVTGKGLQGLREPDDV-----LDTGNSGTTIRLLMGVL--AGLPFSSVLK 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   LK + A +D     D  P+ + G  G   G    S   S+Q  S 
Sbjct: 116 GDASIAKRPMARVTGPLKMMNARIDGRQFGDLTPIHIRG--GELRGITYYSPVASAQVKS 173 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+A   A G   +    K       + T R++  FGV+ E  D  D   I GGQ     
Sbjct: 174 AVLLAGLQAQGVTTVNEPHK-----SRDHTERMLRSFGVEVETDD--DSARIMGGQTL-D 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           P +  V GD SSA++ L  A I  G  V +   G    +  +   EVLEMMGA +T     
Sbjct: 226 PAHIEVPGDISSAAFMLTAALIVPGSKVKLFNTGLNPTRDGI--MEVLEMMGANITRENE 283 
 
Query: 304 SVTVTGPPRE-PFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            +    P  +       LK + +    +P   D    +AV+A  A G T I+D    +VK 
Sbjct: 284 RLAGDEPVADLTVKTSELKGVTIGGGLIPRLIDEIPAIAVLATQAHGTTVIKDAEELKVK 343 
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Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET R+  +  +L KLGA +E   D  +I  P  L     D++ DHR+ MA +L    +E  
Sbjct: 344 ETNRIDTVVNQLKKLGADIEAKDDGMVIRGPISLTGGNADSFGDHRIGMAMALCGLISEE 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
           PVT+        ++P +FD L+ 
Sbjct: 404 PVTVSGTEAIAVSYPGFFDQLN 425 
 
 
>ref|ZP_07315528.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella atypica 
           ACS-134-V-Col7a] 
 gb|EFL58600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella atypica 
           ACS-134-V-Col7a] 
          Length = 422 
 
 Score =  152 bits (384), Expect = 9e-35,   Method: Compositional matrix adjust. 
 Identities = 124/427 (29%), Positives = 205/427 (48%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+   + +     S+D+   + +LR LG  V      +  
Sbjct: 10  TGTIASIPAKAHAHRALICAALANSPSTILLSRTSKDIDATMESLRGLGAHV----VYEN 65 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            VV    G  P +       +    +G  +R L   VTA+  N   V D   R+ +RP+  
Sbjct: 66  KVVTVTPGPVPAKG-----NVVPHESGTTLR-LLLPVTASICNDVDV-DAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  + G   L GG   + G +SSQ+ S LL+AAP  +G 
Sbjct: 119 PMLSEMKAHGVT----FSQDKPPFTMTG--RLQGGNFSMVGDVSSQFFSGLLLAAP-QIG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS----DSWDRFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FGV+ EH+    +  + F +  G  +    N  +E 
Sbjct: 172 LSTITATTPLQSSDYVTLTTETMRDFGVEVEHTLPDTNINEAFTVPFGASFIGRDNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S+A+ ++  A +TG  +T+ G    S+Q D +  +V+   G  V W   ++TVTG   
Sbjct: 232 GDWSNAAIWMVAAGMTGKPITITGMNKNSVQADRRIMQVMIDAGCDVVWDGMNITVTGRA 291 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P        I  ++ +MPD+   +A +A    G ++    A  R+KE++R++A+   + 
Sbjct: 292 SKP--------IHADLEQMPDMLPVMAALACSISGESSFIKGARLRLKESDRLIAVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  ++ PVT++D     K 
Sbjct: 344 RDLGGTVREEGDDLYIIGNGILKGGQGDCVNDHRLVMAGTLMALISKNPVTLKDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++PD+F+ 
Sbjct: 404 SYPDFFE 410 
 
 
>ref|YP_730742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CC9311] 
 sp|Q0I9Y0.1|AROA_SYNS3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI46412.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CC9311] 
          Length = 439 
 
 Score =  152 bits (384), Expect = 9e-35,   Method: Compositional matrix adjust. 
 Identities = 138/446 (30%), Positives = 208/446 (46%), Gaps = 39/446 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V++PG KS+S+R LL  A++EGTT ++ LL +ED       LR++G ++   ++ + 
Sbjct: 17  LRGRVRVPGDKSISHRALLFGAIAEGTTTIEGLLPAEDPISTAACLRSMGTTISPIQSGE 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              + G G      D  EE    L  GN+G  MR +   +    G   +VL G   +R R 
Sbjct: 77  IVTIEGVG-----LDGLEEPSEILDCGNSGTTMRLMLGLLAGREGR-HFVLTGDSSLRRR 130 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+  +   L  LGA+V      +  P+ V G         +L G++      S+Q  SA+ 
Sbjct: 131 PMNRVGQPLSLLGANVRGRDHGNLAPLAVQG--------QRLRGAVVGTPVASAQVKSAI 182 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+AA  A G   +  I+   S  + E   R++  FG   E      R   ++ G   K   
Sbjct: 183 LLAALTAEGSTSV--IEPAHSRDHSE---RMLRAFGADLEVGGEMGRHILVRPGATLKG- 236 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           ++  V GD SSA+++L AGA + G T+TVE  G    +      EVLEMMGA +       
Sbjct: 237 QHVVVPGDISSAAFWLVAGALVPGATITVENVGLNPTR--TGILEVLEMMGASIEVLNRR 294 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P       H  LKA       MP   D    L+V A F DG + I   A  RVK 
Sbjct: 295 -DVAGEPVGDLQVSHGPLKAFQFGEEIMPRLVDEVPILSVAACFCDGESRISGAAELRVK 353 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET+R+  +  +L  +GA ++E PD   I     L    +D+  DHR+AM+ ++A   AE  
Sbjct: 354 ETDRLAVMARQLKAMGADIDEHPDGLTIRGGHSLKGAELDSETDHRVAMSLAVAGLMAEG 413 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              I        ++P ++D L    + 
Sbjct: 414 DSRITRSEAAAVSYPTFWDDLERLRR 439 
 
 
>ref|ZP_03502269.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli Kim 5] 
          Length = 309 
 
 Score =  152 bits (384), Expect = 9e-35,   Method: Compositional matrix adjust. 
 Identities = 113/331 (34%), Positives = 170/331 (51%), Gaps = 39/331 (11%) 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           T ++DG   MR+RPIG LV  ++ LG DV    G  CPPV V G G     ++ + G +S 
Sbjct: 2   TVIVDGDEHMRKRPIGPLVEAMRTLGIDVSAETG--CPPVTVRGTGRFEADRILIDGGLS 59 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSD--SWDRFYI 236 
           SQY+SALLM A      V+IE++ + I ++ Y+++T   M+ FG K E +   +W R    
Sbjct: 60  SQYVSALLMMAAGGDRPVDIELVGEDIGALGYIDLTTAAMQAFGAKVEKTSPVTW-RVEP 118 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            G   Y++  +  +E DAS+A+Y  A   ++ G + +        Q D K  E +      
Sbjct: 119 TG---YRA-ADFVIEPDASAATYLWAAEVLSDGKIDLGVPNDAFTQPDAKAYETIA---- 170 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
                          R P    HL A+ ++ ++M D   T+AV+A F + P     +A+  
Sbjct: 171 ---------------RFP----HLPAV-IDGSQMQDAVPTIAVLAAFNETPVRFVGIANL 210 
 
Query: 357 RVKETERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFS 411 
           RVKE +R+ A+ T L  +  G +VEEG D  + + P     T    IDT+ DHR+AM+F+ 
Sbjct: 211 RVKECDRIRALSTGLNNIREGLAVEEGDDLVVHSDPALAGQTLPAEIDTFADHRIAMSFA 270 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           LA      +TI DP C  KTFP Y+  L+   
Sbjct: 271 LAGLKIDGITILDPDCVGKTFPAYWRTLAAL 301 
 
 
>ref|ZP_06244016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Victivallis vadensis 
           ATCC BAA-548] 
 gb|EFB00157.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Victivallis vadensis 
           ATCC BAA-548] 
          Length = 422 
 
 Score =  152 bits (384), Expect = 9e-35,   Method: Compositional matrix adjust. 
 Identities = 125/402 (31%), Positives = 204/402 (50%), Gaps = 27/402 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++P + I G++ + GSKS + R +  A +++G + +   L S D    L A +  G  
Sbjct: 2   KLLVKPSR-ICGSIAVTGSKSHTIRGIAAALMADGVSTLYAPLESADTRSTLEAAKLFGA 60 
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Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V   +   R  + G GG+F   D    V L  GN+G  +R LT+     G    +  DG 
Sbjct: 61  KVR--EFPDRWEITGTGGRFA--DPGRTVDL--GNSGTGLRMLTSLAALQGFRIGF--DG 112 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLS 184 
              +R R +  L+  L++LGA V+   G  CP  +R    G L GG   + G+ +SQ+L+ 
Sbjct: 113 DASLRTRLMSGLLGALEKLGATVESSNGK-CPFSIR----GPLRGGATTVDGT-TSQFLT 166 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           +LL A P   GD  +++ + L   PY+++TL  ++ FG++   SD    + I GGQ   + 
Sbjct: 167 SLLFALPNVGGDSTVDL-EFLHEKPYIDITLSWLDSFGIRYRRSDDMLHWEIPGGQHIPA 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +   +  D S+A++ L  AA+ G  V +     +  QGD     +LE MGA +       
Sbjct: 226 FRRV-IPADFSTAAFPLVAAALAGDGVEIRNLDFSDAQGDKHVFRLLEEMGAVIERGGQL 284 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
             +      P GR  L    +++N  PD    +AV A  ADG T + +V   RVKET+R+ 
Sbjct: 285 RVL------PGGR--LAGCVLDLNSTPDALPVMAVAAALADGETRLENVPQARVKETDRI 336 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
             +  ELT++GA +EE PD  II    +L+   + ++ DHR+ 
Sbjct: 337 AVMNAELTRMGADIEELPDGMIIRGG-RLHGAQVHSHADHRI 377 
 
 
>ref|YP_004281417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfurobacterium 
           thermolithotrophum DSM 11699] 
 gb|ADY73358.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfurobacterium 
           thermolithotrophum DSM 11699] 
          Length = 430 
 
 Score =  152 bits (384), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 133/448 (29%), Positives = 224/448 (50%), Gaps = 60/448 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++P  KS+S+R ++L +L++GT VV N L SED    L A   LG+ +E D+  K 
Sbjct: 10  LKGSIRVPSDKSISHRSIMLGSLNKGTVVVRNFLRSEDCLNTLKAFLELGVEIE-DR--K 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATY-VLDGVPRMRER 132 
             +++   GK  +   KE   +  LGN+G ++R ++  ++   G   Y VL G   +R R 
Sbjct: 67  DVIIIKGKGKHSL---KEPFNIIDLGNSGTSIRLISGILS---GQPFYSVLTGDQYLRRR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + + LK +GA++    G   PP+ + G   L G   K S   S+Q  SA+L+A    
Sbjct: 121 PMDRIAIPLKMMGAEIFGREGGKYPPLTILGKRKLKGIDYK-SPKASAQVKSAVLLAG-- 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-----GQKYKSPKN 247 
              D  + + +   S  + E   R++  FGV  E         IKG     G+     K+ 
Sbjct: 178 LFSDEPVSVTEPAKSRDHTE---RMLRAFGVDVE---------IKGLTVCLGKNRNLEKD 225 
 
Query: 248 AYVE--GDASSASYFLAGAAITGGT------VTVEGCGT------TSLQGDVKFAEVLEM 293 
             ++   D SSA++FL GAAIT G+      V +    T        ++ +VK   +  + 
Sbjct: 226 IEIDVPADISSAAFFLVGAAITPGSEIVLKDVILNPTRTGILDVMKRMKANVKVENIKSV 285 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAI 350 
            G +V      ++V+  P       +LKA ++   ++P +   + ++AL A   +G T I 
Sbjct: 286 SGEEVG----DISVSYSP-------NLKATEIKGEEIPRLIDEIPIIALLATQAEGETII 334 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           +D    RVKE++R+ +    L  +GA VEE PD  II     L    + +Y DHR+AM F 
Sbjct: 335 KDAQELRVKESDRIKSTVENLRAIGAEVEELPDGMIIRGKTSLRGGMVQSYGDHRIAMTF 394 
 
Query: 411 SLAA-CAEVPVTIRDPGCTRKTFPDYFD 437 
           ++A+  +E  + I D  C + ++P +F+ 
Sbjct: 395 TIASLISEEVIEIDDVDCIKTSYPRFFE 422 
 
 
>ref|YP_003659482.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Segniliparus rotundus 
           DSM 44985] 
 gb|ADG98651.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Segniliparus rotundus 
           DSM 44985] 
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          Length = 424 
 
 Score =  152 bits (383), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 134/429 (31%), Positives = 204/429 (47%), Gaps = 26/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +   V +PGSKS++NR L+LAAL+   + +   L S D   ML ALR LG  VE       
Sbjct: 13  LDAVVVVPGSKSITNRALVLAALARTPSRIFGALRSRDTDLMLDALRQLGAGVEIGDDGT 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V       P+     +V L    AG  MR L      A G   +  DG  + R RP+ 
Sbjct: 73  TVDVA----PAPLRGGSVDVGL----AGTVMRFLPPVAALAEGPVRF--DGDEQARARPL 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLA 193 
           G ++  L+ LG  VD     D  P  V G G + GG+V +  S SSQ++S LL++ A    
Sbjct: 123 GTILNALRDLGVTVDG----DGLPFTVRGAGAVRGGEVAIDASASSQFVSGLLLSGARYD 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G     +   L S P+++MT+ ++   GV+ E     +R   +      S +  +VE D 
Sbjct: 179 EGLAVRHVGGPLPSAPHIDMTVEMLAASGVRVEQP---ERHMWRIPPASFSGREWHVEPD 235 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S+A  FLA AA+ GG V V     ++ Q   +   +L  MGA V W +  +TV       
Sbjct: 236 LSNAGPFLAAAAVAGGQVRVPSWPQSTTQAGDQIRHILASMGATVRWEDGWLTVN----- 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             G   L  ID+++ ++ ++  T+A +A  A  P+++R +   R  ET+R+ A+ +++   
Sbjct: 291 --GSGELTGIDIDLGEIGELTPTVAALAALASSPSSLRGITHLRGHETDRLAALSSQINA 348 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG    E  D   IT P+ L       + DHRMA A ++       V + D  CT KT P 
Sbjct: 349 LGGHCVELDDGLSIT-PKALRGGPWKAFADHRMATAGAIIGLKIPGVRVDDVDCTSKTLP 407 
 
Query: 434 DYFDVLSTF 442 
            + D+ +   
Sbjct: 408 GFADLWAQM 416 
 
 
>ref|ZP_07373029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           subsp. curtisii ATCC 35241] 
 gb|EFL93206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           subsp. curtisii ATCC 35241] 
          Length = 463 
 
 Score =  152 bits (383), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 140/454 (30%), Positives = 217/454 (47%), Gaps = 50/454 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-----A 69 
           + G V+LPGSKSLS R LLL+A+ +    +  +L + D   M+ ALR+LG  +        
Sbjct: 15  VFGAVRLPGSKSLSARELLLSAIGDAEANLTGVLFARDTDLMVQALRSLGAVIAPWPPVV 74 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAK------EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           D+  +   +       P +DA         + +  G AG  MR + A   A G    +V  
Sbjct: 75  DQPVQIKPLPQLWTGAPAQDASGGPSGGAPITVDCGLAGTVMRFIPALAVALGRAVRFVA 134 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGA-------DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           D   +   RP+  L+  L QLGA       D D F  T  PP    G       +V +   
Sbjct: 135 DS--QANARPMRPLLDALVQLGARIEYESPDGDVFPYTIYPPAERLG------AEVTVDA 186 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH--SDSWDR 233 
           + SSQ++SALL+AAPL      I      L S+P++EMT++ + + G+  E   SD     
Sbjct: 187 TASSQFISALLLAAPLLPDGCTIRSKTVALPSLPHIEMTMQCLSQHGITVEQGLSDDGKP 246 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F+    +     ++ ++E D S+A  FLA   I GG ++V      ++Q    + ++L + 
Sbjct: 247 FWNVVSEPVFG-QDVFIEPDLSNAGPFLALVGIAGGRISVPAWPAKTMQAGAAWLQILPL 305 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MG +V W    +TV+ P         L+ +D +++ + ++  T+A +A FA+G + +R + 
Sbjct: 306 MGLRVEWNCGVLTVSRP-------GPLQPLDADLSAVGELVPTVAALAAFAEGTSHLRGL 358 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 858



 

 

Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGP-DYCIIT----PPEKLNVTAID-------TY 401 
              R  ET+R+ A+R ELT +G S E  P D  +IT     P   +   ID       +Y 
Sbjct: 359 HHLRGHETDRLEALRAELTAIGISCEITPEDDLVITGKPVTPSWRDTPTIDAEPLLLHSY 418 
 
Query: 402 DDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+A  F        PV I D G T KT PD+ 
Sbjct: 419 QDHRLA-TFGALLGLYYPVQIDDIGATTKTLPDF 451 
 
 
>gb|ACY25322.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           actinobacterium] 
          Length = 370 
 
 Score =  152 bits (383), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 118/344 (34%), Positives = 174/344 (50%), Gaps = 22/344 (6%) 
 
Query: 101 AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 160 
           AG   R LTA      G    V+ G   +R+RP+ DL   L  +G  V    G    P+  
Sbjct: 40  AGTTARFLTAVSALRAGEV--VITGEDSLRKRPMHDLHQALSDIGLHVSPLNGAGVLPIA 97 
 
Query: 161 VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 220 
           V   G     +++++ + SSQ+ +AL++ AP+    + I    +++S  Y++MT+ +    
Sbjct: 98  VKR-GEQKSDRIRIAATTSSQFTTALMLIAPMLSRGLAIVTEGEVVSQSYLDMTIGVQNS 156 
 
Query: 221 FGV----KAEHSDSWDRF-YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           FGV    + EH   +D   Y+  G  Y+      +E DASSASY LA AAI  G V V G 
Sbjct: 157 FGVTPIERGEHIFRYDTGDYV--GAHYE------IEPDASSASYPLAAAAIAAGRVVVIG 208 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 335 
            G +SLQGD KF +VL  MG  V      V ++ P   P     L+ + ++M  M D+   
Sbjct: 209 LGRSSLQGDAKFVDVLVSMGCFVEVAGDDVVLSRPQDRP-----LQGVTIDMRDMSDLVP 263 
 
Query: 336 TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 395 
           TLAVVA FA   T I  V   R KE++R+  +  EL  LG  V+E  D   +  P K    
Sbjct: 264 TLAVVAAFAQTATTINGVGFIRNKESDRIGDLAHELRVLGVQVDELADGLTVH-PSKPRG 322 
 
Query: 396 TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
             ++T+ DHR+AM+ +L       V I DP    K++P+Y+ +L 
Sbjct: 323 GMVNTHHDHRLAMSLALIGLVTPGVVINDPMVVTKSWPEYWTML 366 
 
 
>ref|ZP_07909038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           subsp. holmesii ATCC 35242] 
 gb|EFU82749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           subsp. holmesii ATCC 35242] 
          Length = 463 
 
 Score =  152 bits (383), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 140/454 (30%), Positives = 217/454 (47%), Gaps = 50/454 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-----A 69 
           + G V+LPGSKSLS R LLL+A+ +    +  +L + D   M+ ALR+LG  +        
Sbjct: 15  VFGAVRLPGSKSLSARELLLSAIGDAEANLTGVLFARDTDLMVQALRSLGAVIAPWPPVV 74 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAK------EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           D+  +   +       P +DA         + +  G AG  MR + A   A G    +V  
Sbjct: 75  DQPVQIKPLPQLWTGAPAQDASGGPSGGAPITVDCGLAGTVMRFIPALAVALGRAVRFVA 134 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGA-------DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           D   +   RP+  L+  L QLGA       D D F  T  PP    G       +V +   
Sbjct: 135 DS--QANARPMRPLLDALVQLGARIEYESPDGDVFPYTIYPPAERLG------AEVTVDA 186 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH--SDSWDR 233 
           + SSQ++SALL+AAPL      I      L S+P++EMT++ + + G+  E   SD     
Sbjct: 187 TASSQFISALLLAAPLLPDGCTIRSKTVALPSLPHIEMTMQCLSQHGITVEQGLSDDGKP 246 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F+    +     ++ ++E D S+A  FLA   I GG ++V      ++Q    + ++L + 
Sbjct: 247 FWNVVSEPVFG-QDVFIEPDLSNAGPFLALVGIAGGRISVPAWPAKTMQAGAAWLQILPL 305 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
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           MG +V W    +TV+ P         L+ +D +++ + ++  T+A +A FA+G + +R + 
Sbjct: 306 MGLRVEWNCGVLTVSRP-------GPLQPLDADLSAVGELVPTVAALAAFAEGTSHLRGL 358 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGP-DYCIIT----PPEKLNVTAID-------TY 401 
              R  ET+R+ A+R ELT +G S E  P D  +IT     P   +   ID       +Y 
Sbjct: 359 HHLRGHETDRLEALRAELTAIGISCEITPEDDLVITGKPVTPSWRDTPTIDAEPLLLRSY 418 
 
Query: 402 DDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+A  F        PV I D G T KT PD+ 
Sbjct: 419 QDHRLA-TFGALLGLYYPVQIDDIGATTKTLPDF 451 
 
 
>ref|YP_001568242.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Petrotoga mobilis 
           SJ95] 
 sp|A9BHP7.1|AROA_PETMO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABX31919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Petrotoga mobilis 
           SJ95] 
          Length = 432 
 
 Score =  151 bits (382), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 131/446 (29%), Positives = 217/446 (48%), Gaps = 33/446 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P + I+  + LPG KS+S+R L++ +L+EG T + N L+SED    L  L ++G  
Sbjct: 2   KIEVTPTENINAEITLPGDKSISHRALIIGSLAEGETKIHNFLSSEDTLSTLNILNSIGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           S++   +    +V G G    +E +     L   N+G  MR +   ++A   N   V+ G 
Sbjct: 62  SIK-QISEDEVIVEGKGKDNFIEPSN---VLNAKNSGTTMRLMMGVLSAQ--NFYSVITG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +RERP+  ++  L ++G         +  P+ + G   +     K   + S+Q  SA 
Sbjct: 116 DDSLRERPMKRVIDPLSKMGGRFFARKNGEFAPITILGTKDISPLVYKTPVA-SAQVKSA 174 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+AA  A G  E ++I+   S  + E   R+++ FG      D+     I+G  K     
Sbjct: 175 ILLAALYAKG--ETQVIEPAKSRDHTE---RMLKYFGADIAQKDTT--VVIRGLTKNLEG 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +  +V GD SSAS+F+  A IT   T+ ++  G    +  +    VL+MMGA +       
Sbjct: 228 REFFVPGDLSSASFFIVAALITKNSTLLIKNVGINPTRTGI--LSVLKMMGADIKIINEK 285 
 
Query: 305 VTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
                   EP G        LK +++    +P   D    LA+ A  A G T I+D     
Sbjct: 286 TL----NNEPVGDLLVKSSSLKGVEIKGEMIPLIIDEIPILAIAATQAKGKTTIKDAKEL 341 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAA 414 
           R KET+R+ AI  EL KLG  + E  D   I   +K+  N T  ++Y+DHR+AM+ ++A  
Sbjct: 342 RYKETDRIRAITRELKKLGIDILEKEDGFDIIGNQKIRGNCTC-ESYNDHRIAMSLAIAG 400 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVL 439 
             A+ P+ I +  C   +FP++ ++  
Sbjct: 401 LIADNPIEIDNFECVNISFPEFTEIF 426 
 
 
>ref|YP_004146791.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudoxanthomonas 
           suwonensis 11-1] 
 gb|ADV27560.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudoxanthomonas 
           suwonensis 11-1] 
          Length = 439 
 
 Score =  151 bits (382), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 143/440 (32%), Positives = 221/440 (50%), Gaps = 35/440 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP++   GT+++PG KS+S+R ++ AAL++GT+ +D  L  ED          LG+ +E  
Sbjct: 14  QPLR---GTLEIPGDKSVSHRAVMFAALADGTSTIDGFLEGEDTRSTAAIFERLGVRIET 70 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
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              ++R +V G G    V+  +  +  L  GNAG  MR L   +  AG     VL G    
Sbjct: 71  PTPSRR-IVHGVG----VDGLRAADGPLDCGNAGTGMRLLAGLL--AGQAFDSVLVGDAS 123 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  + V L ++GA +D   G D  PP+R++G   L G    L    S+Q  SALL 
Sbjct: 124 LSKRPMRRVTVPLAEMGARIDT--GADGTPPLRIHGGQALHGIDYTLP-VASAQVKSALL 180 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G+  I         P  + T R++  FGV  E S    R  ++GGQ+ ++  + 
Sbjct: 181 LAGLYAHGETSITEPH-----PTRDYTERMLAAFGVDIEFSPG--RARLRGGQRLRA-TD 232 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + ++  G    +  +  A  L +MGA +T  E   T 
Sbjct: 233 IAVPADFSSAAFFLVAASIVPGSELRLKAVGLNPRRTGLLHA--LRLMGADIT-EENPST 289 
 
Query: 307 VTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKET 361 
             G P      +H  L+ + V    +PD+      L V A  A+GPT +      RVKE+ 
Sbjct: 290 HGGEPVADLVVRHAPLRGVQVPEALVPDMIDEFPALFVAAACAEGPTVVTGAGELRVKES 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+ A+   L  LG  V+E  D   I  P +L+   I++  DHR+AM+FS+A   A+  V 
Sbjct: 350 DRLAAMANGLRTLGLQVDETADGATIH-PGQLHGGIIESLHDHRIAMSFSVAGQRADGQV 408 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            I +      +FP  FD L+ 
Sbjct: 409 RINEIATVATSFPG-FDQLA 427 
 
 
>ref|YP_001213903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           BAV1] 
 sp|A5FRZ3.1|AROA_DEHSB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ17025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           BAV1] 
          Length = 420 
 
 Score =  151 bits (382), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 132/426 (30%), Positives = 201/426 (47%), Gaps = 25/426 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS + R L+ AA + G + + + L ++D       L  LG+++  D  ++   
Sbjct: 12  GNIAVPSSKSYTIRGLIAAAQANGQSHIISPLIADDTLATRQVLSGLGININTDTGSESW 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G   K P  +      LF   +   +R   +AV A      ++L G   MR RP+   
Sbjct: 72  EITGNTFKAPSGN------LFCRESAATLR-FMSAVCARLPFECHLLAGHSLMR-RPMLP 123 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L QLG +++    T      +NG   +   KV L G+ISSQY+SAL++ AP      
Sbjct: 124 LIQALHQLGIEIETRGNTTV----ING-QVITRSKVSLPGNISSQYVSALMLMAPACTHG 178 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +EI +     S+PY++MT + +  FG+K   S  W    I   Q Y  P    VEGD SS 
Sbjct: 179 LEIHLATPPASLPYLKMTKQTLGSFGIKVHSSIDWQEISIP-PQPYL-PARYRVEGDWSS 236 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           AS FLA  AI    V +    T S Q D    + L  MGA++   +  V V   P      
Sbjct: 237 ASSFLALGAI-AAPVFISNLDTDSFQADRIMIKFLAEMGAEIESGQNWVKVNPKP----- 290 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L  I+ ++    D+   LAV A  A G + +  V   R+KE+ R+ A+   L+ +G  
Sbjct: 291 ---LSGINADLTHSIDLLPALAVAAACAKGQSILSGVRQARIKESNRIRAVSQGLSAMGI 347 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           ++ E  D  II   +      ID++ DHR+AMAF +         I D  C  KT+PD++ 
Sbjct: 348 NIIEEDDRLIIEGGQPKGAE-IDSFGDHRIAMAFGILGSVVGETHISDAECVTKTYPDFW 406 
 
Query: 437 DVLSTF 442 
             L +  
Sbjct: 407 KNLESL 412 
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>ref|ZP_03488339.1| hypothetical protein EUBIFOR_00910 [Eubacterium biforme DSM 3989] 
 gb|EEC90490.1| hypothetical protein EUBIFOR_00910 [Eubacterium biforme DSM 3989] 
          Length = 420 
 
 Score =  151 bits (381), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 118/431 (27%), Positives = 208/431 (48%), Gaps = 38/431 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G VK+P SKS+++R L+ A+LS+GT++V N+ NS+D+   +G ++ LG +++      
Sbjct: 9   KVHGNVKIPASKSMAHRALICASLSDGTSIVSNVTNSKDIEATVGCMKALGANIKQIDET 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V    G     ++    +      +G  +R L     AA  NA     G  R+ +RP 
Sbjct: 69  TYEVT---GTNLFKQEGN--ITCNANESGSTLRFLIPL--AACTNAKVKFLGQGRLLQRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +       K+   +   F  +D   + V+  G L      + G ISSQ+++  +   PL  
Sbjct: 122 MDVYANEFKKQNIE---FNQSD-KEIIVS--GNLQAKDYVVQGDISSQFITGFMFVLPLL 175 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D  + I     S  YV +T++++ +FG++   + S + + IKG Q YK+ ++  VEGD 
Sbjct: 176 NQDSTLTITKPYESKSYVNLTIQMLAKFGIEIIETSS-NSYLIKGNQHYKA-QDVSVEGD 233 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGT---TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            S  ++F    A+ G       C     +S+QGD    + +       ++T    T+T   
Sbjct: 234 FSQLAFF----AVLGTLNNALSCSNMDMSSIQGDKAILDCIP------SFTSNKDTITFT 283 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            ++P  +       ++++  PD+   L V+A F +G T I + A  R+KE++R++A+ TE 
Sbjct: 284 KKQPAPQT------IDLSNCPDLGPILCVLASFTNGETNIVNAARLRMKESDRILAMETE 337 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVT-AIDTY--DDHRMAMAFS-LAACAEVPVTIRDPG 426 
           L K G  +    D   I   E      AI+ +  +DHR+ MA +    CAE    I D   
Sbjct: 338 LKKWGVDITSTFDSIQIHGKEHYQSNKAIEIFGHNDHRIVMAMTVFGLCAESECIIDDAQ 397 
 
Query: 427 CTRKTFPDYFD 437 
              K++P +F+ 
Sbjct: 398 AITKSYPTFFE 408 
 
 
>ref|ZP_07827894.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella sp. oral 
           taxon 158 str. F0412] 
 gb|EFR59580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella sp. oral 
           taxon 158 str. F0412] 
          Length = 422 
 
 Score =  151 bits (381), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 124/427 (29%), Positives = 204/427 (47%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+   + +     S+D+   + +LR LG  V      K  
Sbjct: 10  TGTIASIPAKAHAHRALICAALANSPSTILLSRTSKDIDATMDSLRGLGAHV----VYKN 65 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            +V    G  P +       +    +G  +R L   V A+  N   V D   R+ +RP+  
Sbjct: 66  KIVTVTPGPAPAKG-----NVVPHESGTTLR-LLLPVAASICNDVDV-DAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  +  +G L GG   + G +SSQ+ S LL+AAP  +G 
Sbjct: 119 PMLSEMKAHGVT----FSQDKPPFTM--MGRLQGGNFSMVGDVSSQFFSGLLLAAP-QIG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS----DSWDRFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FG++ EH+    +  + F +  G  +    N  +E 
Sbjct: 172 LSTITSTTPLQSSDYVTLTTETMRDFGIEVEHTLPDRNINEAFTVPFGASFIGRDNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S+A+ ++  A +TG  +T+ G    S+Q D +  +V+   G  V W   +VTVTG   
Sbjct: 232 GDWSNAAIWMVAAGMTGKPITITGMNKNSVQADRRIMQVMIDAGCDVVWDGMNVTVTGRA 291 
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Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P        I  ++ +MPD+   +A +A    G ++    A  R+KE++R+VA+   + 
Sbjct: 292 SKP--------IHADLEQMPDMLPVMAALACSISGESSFVKGARLRLKESDRLVAVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  +E PVT++D     K 
Sbjct: 344 RDLGGTVREEGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISENPVTLQDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++P +F+ 
Sbjct: 404 SYPHFFE 410 
 
 
>ref|YP_003757868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalogenimonas 
           lykanthroporepellens BL-DC-9] 
 gb|ADJ25547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalogenimonas 
           lykanthroporepellens BL-DC-9] 
          Length = 421 
 
 Score =  151 bits (381), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 128/423 (30%), Positives = 204/423 (48%), Gaps = 28/423 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS + R L  AALS+G + +   L+++D     G L  LG  ++  K A  + 
Sbjct: 12  GVVNAPPSKSYTIRALFCAALSDGISRIRRPLSADDTEAATGVLSALGAVIDR-KGADWS 70 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           V    GG+      + + +     +   +R LT       G +  V D  P +  RP    
Sbjct: 71  VT---GGQLTATRRRLDCR----QSAATLRFLTPVCAMLSGVSRLVFD--PALGRRPQTP 121 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSISSQYLSALLMAAPLALG 195 
           L   L QLG   +   G +   + + G GG     +V L G ISSQ++S LL+AAPLA   
Sbjct: 122 LRDILSQLGVSSE-MSGNN---LNIYGRGGETTSTEVALPGDISSQFISGLLLAAPLARR 177 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
            + I +   + S  Y+ MT+  + RFG+  E      +F ++  Q Y+ P +  VEGD S 
Sbjct: 178 GLCIRLSSPVESREYIRMTIDCLARFGIDVETDADLRKFTVR-PQNYR-PADYTVEGDWS 235 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-SVTVTGPPREP 314 
           SASYFL   A+  G +TV G    S Q D      L  + A+    +  S+TV+  P    
Sbjct: 236 SASYFLGLGAL-AGRITVRGLSRDSFQADRFMLNCLRSLNAETDVADDGSLTVSRSP--- 291 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                L  ++ ++N+  D+  T+A +   A G +A+  +   R+KE++R+ A+   L ++ 
Sbjct: 292 -----LNGMEADLNESIDLLPTVACLCAAAKGHSALSGIGRARLKESDRVAAVTENLLRM 346 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 434 
           G  V +  DY ++    + +   ID+  DHR+AMAF++ A       I    C  KT+P  
Sbjct: 347 GIPVIQ-EDYLMMMEGGQPHGAVIDSCGDHRIAMAFAMLASVCGDTVIEGAECVGKTYPG 405 
 
Query: 435 YFD 437 
           +++ 
Sbjct: 406 FWE 408 
 
 
>ref|ZP_04888260.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
 gb|EDU09244.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
          Length = 448 
 
 Score =  151 bits (381), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 121/447 (27%), Positives = 209/447 (46%), Gaps = 43/447 (9%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++PIK +  T+++P SK  + R ++ A+L+ GT++V N L   +   M  A R LG ++  
Sbjct: 5   VEPIKSLGRTMRVPASKPETQRAIVAASLAHGTSIVRNDLRCIETETMKAACRKLGATI- 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            D+ A +  + G GG+F  +    DAK         +G+  R++ A  +  G     +L  
Sbjct: 64  -DETADQLTITGTGGRFSTDVHVIDAK--------GSGLVFRTMMALSSMRG--IPTILT 112 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R R +  L   L  LGA+   +LG D     +N    L G    L+G ISSQ+++ 
Sbjct: 113 GDATLRRRVMKPLFDALHALGANF-SYLGDDGKAPVINWGKALDGSHCTLAGDISSQFVT 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL    V+I +   ++S  Y++ TL  M R G+  + S  +  +    G+ Y++ 
Sbjct: 172 ALLMAAPLGQRSVDIRLTPPVLSQSYIDQTLEFMRRAGIDVQASPDYTAYRASPGE-YQA 230 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             + ++  D +S SY L   A+  GT  + G    +LQG+  F +V+E +G ++ +T    
Sbjct: 231 -FDTHINADFTSLSYLLMACALFPGTYRIAGIQERTLQGEKLFVDVVEALGVRLRYTPGH 289 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V                  + +++  P++  TL  ++LF  G   +R  +  R  ++ R+ 
Sbjct: 290 VLEVDSSNAGLDGN----FEFDVSSGPNIIPTLVALSLFVKGKLTVRGGSVTRFHKSSRI 345 
 
Query: 365 VAIRTELTKLGASVE--EGPD-----YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            ++  E+ KLGA +E    PD     +             + +  DHR  M+  +AA    
Sbjct: 346 ESMVGEVRKLGADIEIIRHPDGHTDGFVTRGRDRYAGGVTLSSNGDHRNFMSLFVAALRF 405 
 
Query: 418 VPVTIRDPGCTRK-------TFPDYFD 437 
                 D  C+         +FPD+ D 
Sbjct: 406 ------DNACSLDGYADVSCSFPDFID 426 
 
 
>ref|YP_307544.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           CBDB1] 
 sp|Q3ZZI5.1|AROA_DEHSC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAI82628.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           CBDB1] 
          Length = 420 
 
 Score =  151 bits (381), Expect = 2e-34,   Method: Compositional matrix adjust. 
 Identities = 132/426 (30%), Positives = 200/426 (46%), Gaps = 25/426 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS + R L+ AA + G + + + L ++D       L  LG+ +  D  ++   
Sbjct: 12  GNIAVPSSKSYTIRGLIAAAQANGQSHIISPLIADDTLATRQVLSELGIDISTDAGSESW 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G   K P  +      LF   +   +R   +AV A      ++L G   MR RP+   
Sbjct: 72  EITGNTFKAPSGN------LFCRESAATLR-FMSAVCARLPFECHLLAGHSLMR-RPMLP 123 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L QLG +++    T      +NG   +   KV L G+ISSQY+SAL++ AP      
Sbjct: 124 LIQALHQLGIEIETRGNTTV----ING-QVITRSKVSLPGNISSQYVSALMLMAPACTHG 178 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +EI +     S+PY++MT + +  FG+K   S  W    I   Q Y  P    VEGD SS 
Sbjct: 179 LEIHLATPPASLPYLKMTKQTLGSFGIKVHSSIDWQEISIP-PQPYL-PARYRVEGDWSS 236 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           AS FLA  AI    V +    T S Q D    + L  MGA++   +  V V   P      
Sbjct: 237 ASSFLALGAI-AAPVFISNLDTDSFQADRIMIKFLAEMGAEIESGQNWVKVNPKP----- 290 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L  I+ ++    D+   LAV A  A G + +  V   R+KE+ R+ A+   L+ +G  
Sbjct: 291 ---LSGINADLTHSIDLLPALAVAAACAKGQSILSGVRQARIKESNRIRAVSQGLSAMGI 347 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           ++ E  D  II   +      ID++ DHR+AMAF +         I D  C  KT+PD++ 
Sbjct: 348 NIIEEDDRLIIEGGQPKGAE-IDSFGDHRIAMAFGILGSVVGETHISDAECVTKTYPDFW 406 
 
Query: 437 DVLSTF 442 
             L +  
Sbjct: 407 KNLESL 412 
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>ref|YP_003880717.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri CARI] 
 gb|ADM90019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri CARI] 
          Length = 417 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 119/434 (27%), Positives = 213/434 (49%), Gaps = 52/434 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K+I+G + + GSKS SNR L+L AL      + N+ NS+D   +  AL +           
Sbjct: 11  KDINGYIHITGSKSESNRFLILKALFPNLIFLKNISNSDDTLLLNNALFS---------- 60 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                             K+E+ +   ++G AMR LTA  +        +L G  R++ER 
Sbjct: 61  -----------------NKKEINI--NHSGTAMRFLTAFFSIKEKKEV-LLTGSYRIQER 100 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI  LV  LK+LGA++        PP+R+ G   L GG++ ++ ++SSQ++S++++ A   
Sbjct: 101 PISILVETLKKLGANIVYEKEIGFPPLRIIG-KKLLGGEIYMNANLSSQFISSIMLIAST 159 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA---- 248 
               ++I +  K+ S  Y++MT +++++ G+      SW+   I       S K       
Sbjct: 160 FENGLKIFLSKKITSHSYIKMTFKILKKIGLNI----SWNNNIIYIKNIKFSKKKFKNKK 215 
 
Query: 249 --YVEGDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMM-GAKVTWTETS 304 
              +E D SSASY+ +  A++    + ++     SLQGD     + ++    K  + + + 
Sbjct: 216 KILIESDWSSASYYYSLVALSKKANLNLKFYKKKSLQGDKIITNIYKIFFNVKTIFKKKN 275 
 
Query: 305 VTVTGP-PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           + +      +P      K I++N+N  PD+A T+AV          ++ + + +VKET+R 
Sbjct: 276 INLKKNFLLKP------KTININLNSTPDIAQTIAVTCTGLKKKCILKGLKTLKVKETDR 329 
 
Query: 364 MVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           + A++ EL KLG  +    +   ++   +      I+TYDDHRMAM+FS       P++I 
Sbjct: 330 LNALKNELFKLGVKIVLTKNSLKLLNFKKNKKNKYINTYDDHRMAMSFSTLGIL-YPISI 388 
 
Query: 423 RDPGCTRKTFPDYF 436 
                  K++P+++ 
Sbjct: 389 LHYNVINKSYPNFW 402 
 
 
>ref|ZP_04903345.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
 gb|EDS86357.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
          Length = 469 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 121/455 (26%), Positives = 213/455 (46%), Gaps = 43/455 (9%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           + G+  + ++PIK +  T+++P SK  + R ++ A+L+ GT++V N L   +   M  A  
Sbjct: 18  IGGSMYLRVEPIKSLGRTMRVPASKPETQRAIVAASLAHGTSIVRNDLRCIETETMKAAC 77 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
           R LG ++  D+ A +  + G GG+F  +    DAK         +G+  R++ A  +  G 
Sbjct: 78  RKLGATI--DETADQLTITGTGGRFSTDVHVIDAK--------GSGLVFRTMMALSSMRG 127 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
                +L G   +R R +  L   L  LGA+   +LG D     +N    L G    L+G 
Sbjct: 128 --IPTILTGDATLRRRVMKPLFDALHALGANF-SYLGDDGKAPVINWGKALDGSHCTLAG 184 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            ISSQ+++ALLMAAPL    V+I +   ++S  Y++ TL  M R G+  + S  +  +   
Sbjct: 185 DISSQFVTALLMAAPLGQRSVDIRLTPPVLSQSYIDQTLEFMRRAGIDVQASPDYTAYRA 244 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
             G+ Y++  + ++  D +S SY L   A+  GT  + G    +LQG+  F +V+E +G  
Sbjct: 245 SPGE-YQA-FDTHINADFTSLSYLLMACALFPGTYRIAGIQERTLQGEKLFVDVVEALGV 302 
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Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           ++ +    V                  + +++  P++  TL  ++LF  G   +R  +   
Sbjct: 303 RLRYAPGHVLEVDSSNAGLDGN----FEFDVSSGPNIIPTLVALSLFVKGKLTVRGGSVT 358 
 
Query: 357 RVKETERMVAIRTELTKLGASVE--EGPD-----YCIITPPEKLNVTAIDTYDDHRMAMA 409 
           R  ++ R+ ++  E+ KLGA++E    PD     +             + +  DHR  M+ 
Sbjct: 359 RFHKSSRIESMVGEVRKLGANIEIIRHPDGHTDGFVTRGRDRYAGGVTLSSNGDHRNFMS 418 
 
Query: 410 FSLAACAEVPVTIRDPGCTRK-------TFPDYFD 437 
             +AA         D  C+         +FPD+ D 
Sbjct: 419 LFVAALRF------DNACSLDGYADVSCSFPDFID 447 
 
 
>ref|ZP_05979475.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Subdoligranulum 
           variabile DSM 15176] 
 gb|EFB76946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Subdoligranulum 
           variabile DSM 15176] 
          Length = 429 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 120/436 (27%), Positives = 202/436 (46%), Gaps = 27/436 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  +SG+  +P SKS ++R +L AAL++G + + N+  S+D+   LGA   LG  ++ +  
Sbjct: 9   VSRLSGSATVPPSKSAAHRAVLCAALADGVSHITNIEYSQDIRATLGAAAQLGAKIQEEP 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            +    + G G           V  F   +G  +R +    +       +  +G  R+ + 
Sbjct: 69  DS--LTITGRGNASGFVTVTRPV--FCNESGSTLRFMIPLFSLTAQKVRFTGNG--RLFD 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP     +   + G      L  +     +   G L  G   L G +SSQ++S LL A P 
Sbjct: 123 RPQAVYQMLFDRQG------LRFEQAHDGITIFGRLRPGGFTLPGDVSSQFISGLLFATP 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPKNA 248 
           L   +  IE++    S  YV++T+  M++FG+K       +    + I   Q+Y +   A 
Sbjct: 177 LMESESTIEVLAPYESRSYVDLTIAAMQQFGIKVASRARKNGSVLYRIPAPQRYIASDFA 236 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            VEGD S A++      + GG ++V G    S QGD    E+L+  G K    E       
Sbjct: 237 -VEGDYSQAAFLAVLGCVIGG-ISVTGLNPASQQGDKVILEILQRCGGKFKAVEGGYK-- 292 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                 F R  L+A ++++   PD+   L  +  F  G T I +    R+KE++R+ A++ 
Sbjct: 293 ------FSRSLLRATEIDLADCPDLGPVLFTLGCFCSGETVIHNAGRLRLKESDRIEAMQ 346 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE-VPVTIRDPG 426 
           TEL K+GA +E   D   IT        A +  ++DHR+ MA ++AAC   +P  I     
Sbjct: 347 TELKKMGARIEVDGDEVHITGVALHAPNAPLSGHNDHRIVMALAVAACGSGLPALISGAE 406 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
              K++P ++D L +  
Sbjct: 407 AVNKSWPAFWDTLRSL 422 
 
 
>ref|ZP_03935572.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           striatum ATCC 6940] 
 gb|EEI77935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           striatum ATCC 6940] 
          Length = 429 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 125/420 (29%), Positives = 203/420 (48%), Gaps = 35/420 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PGSKS++NR  +LAAL++G +++   L S D   M  AL  +G++ E        V V  
Sbjct: 27  VPGSKSITNRAYILAALADGPSILRYPLQSRDTRLMEAALTNMGVAFEH---VGNDVHVT 83 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            G   P+  A  +  L    AG  MR L     AA  N    +DG P+ R+RP+  ++   
Sbjct: 84  PG---PLHGASIDCGL----AGTVMRFLPP--VAALANGPVHVDGDPQARQRPMSTILNA 134 
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Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLALGDVEI 199 
           L+ LG +V+     D  P  +  +    GG V +  S SSQ++S LL++ A    G     
Sbjct: 135 LRDLGVEVEG----DSLPFTITSLAVPEGGVVTVDASGSSQFVSGLLLSGARFEKGITVK 190 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEH-SDSWDRFYIKGGQKYKSP---KNAYVEGDAS 255 
                L S+P++EMT  ++   GV+ E   ++W          +  P   ++  +E D S 
Sbjct: 191 HEGGPLPSLPHIEMTCAMLREAGVQVEEGQNTW--------TVHPGPIAGRDWRIEPDLS 242 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           +A+ F+A AA+ GG +T+      + Q      ++L  MGA +  T  +VTV G       
Sbjct: 243 NATPFMAAAAVAGGRITIPQWPEETTQPGDAIRDILTAMGAHIEQTADAVTVIG-----A 297 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
               +  +++NM+ + ++  T+A +   AD P+ +  +A  R  ET+R+ A+  E+  LG 
Sbjct: 298 SDGQIHGVELNMSNVGELTPTVAALCALADTPSRLTGIAHLRGHETDRLAALAAEINGLG 357 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            +V E  D  +I  P  L+     +Y DHRMA A ++       V + D   T KT P + 
Sbjct: 358 GNVTELDDGLLIE-PAPLHGGKWHSYADHRMATAGAIIGLRVPDVEVEDIETTSKTLPGF 416 
 
 
>ref|YP_003916411.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter 
           arilaitensis Re117] 
 emb|CBT75440.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrobacter 
           arilaitensis Re117] 
          Length = 467 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 129/418 (30%), Positives = 197/418 (47%), Gaps = 17/418 (4%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           V +P SKSL+NR L+LAAL+   + + N L S D   ML AL   G+ +E       +   
Sbjct: 51  VSVPASKSLTNRYLILAALASSPSTIHNTLISRDTELMLDALAAFGIGIERTTQPDGSTT 110 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
           V      P + A   + +  G AG  MR +      AG  A+   DG    R RP+  ++ 
Sbjct: 111 VAI---TPGKLATGPLSIDCGLAGTVMRFVPPLAAVAG--ASVAFDGDEAARVRPMAPVL 165 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ LGA ++    T   P  ++        +V +  S SSQ++SALL+      G ++ 
Sbjct: 166 DALETLGARIEYAGTTGMLPFTMDASALQERHEVLIDASGSSQFISALLLVGQALPGGLK 225 
 
Query: 199 IEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
           +      I+ P ++ MT++ +   GV+    +    + I  GQ   S     VE D S+A 
Sbjct: 226 LRAAAGHIASPDHIAMTVQTLRELGVEVAVGEDARSWSIAPGQ--LSGFTITVEPDLSNA 283 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
             FLA A  T GTV V     ++ Q   K+ ++L  MGA+++  E  V          G  
Sbjct: 284 GPFLAAALATNGTVRVPFWPASTTQVGGKWVQILSRMGAEISHDEDGVLTV------RGT 337 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
             ++ ID       ++A TLA +   AD P+ +  +   R  ET+R+ A+ TEL K+GA+ 
Sbjct: 338 GVIRGID--YADASELAPTLAALCTLADSPSKLTGIGHLRGHETDRLAALETELAKVGAT 395 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           V    D   I  P  L    +D+Y+DHRMA A +L   A   V + +   T KT PD+ 
Sbjct: 396 VTSTDDALEII-PGTLQAADLDSYEDHRMATAGALLGLAIEGVRVENIATTAKTMPDF 452 
 
 
>ref|ZP_05634223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           ulcerans ATCC 49185] 
 ref|ZP_07928839.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           ulcerans ATCC 49185] 
 gb|EFS26865.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           ulcerans ATCC 49185] 
          Length = 423 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 113/426 (26%), Positives = 200/426 (46%), Gaps = 31/426 (7%) 
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Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SG + +P SKS+ +R ++ A+++ G +++ N   S+D+   +  +R LG  +E + +    
Sbjct: 11  SGQIVIPPSKSMGHRAIICASMAPGRSIIKNTAYSDDIKTTIEGMRKLGAVIEENGST-- 68 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-- 133 
            ++ G      + D      +    +G  +R      +  G   T++  G  R+ +RP   
Sbjct: 69  LIIDGIKDITKISDE----TINCNESGSTLRFFIPIFSLTGKKITFL--GKNRLLKRPQK 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I + +   ++L    D          ++   G L  G  ++ G+ISSQ++S LL   PL  
Sbjct: 123 IYEDIFKEQKLHYYHD--------ESKMEIEGKLKAGTYEIDGNISSQFISGLLFTLPLL 174 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD EI+I     S  Y+++TL +++RFG++    D    F I+G QKY SP +  +EGD 
Sbjct: 175 EGDSEIKIRPPFESASYIDLTLEMLKRFGIEIFQKDEL-TFKIRGNQKY-SPCDYTIEGD 232 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S   +F    A+      + G    S QGD    E+L   G  +   E    +       
Sbjct: 233 FSQLGFFAVLGAVNNDLKCL-GLNHDSKQGDKAVIEILRSSGVNIENIEGGYFIH----- 286 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              +   K  ++++   PD+   L V+ ++ DG   I +    R KE++R+ A+  EL K 
Sbjct: 287 ---KSTPKGCEIDLADCPDLGPILNVLGMYGDGDFRIYNAGRLRYKESDRIAAMEEELLK 343 
 
Query: 374 LGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           LG S++   D   I+  E  +    +  + DHR+ M+ ++AA     PV I       K+ 
Sbjct: 344 LGVSIKTTEDEIFISGKEIYDGGIEVSGHKDHRIVMSMAVAATLMNKPVIIDGAEAVEKS 403 
 
Query: 432 FPDYFD 437 
           +PD+F+ 
Sbjct: 404 YPDFFE 409 
 
 
>ref|ZP_03055285.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus pumilus ATCC 
           7061] 
 gb|EDW20847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus pumilus ATCC 
           7061] 
          Length = 428 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 130/442 (29%), Positives = 221/442 (50%), Gaps = 36/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A+++GTTVV N L   D    +   R +G  VE ++    
Sbjct: 9   MNGVIHIPGDKSISHRSVMFGAIADGTTVVKNFLPGADCLSTIDCFRKMG--VEIEQKGT 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G G    +++ KE   +  +GN+G  +R +   +     ++T + D    + +RP 
Sbjct: 67  DVVIRGKG----LKELKEPSDVLDVGNSGTTIRLMMGILAGCEFHSTLIGD--ESIAKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   LKQLGA +D     +  P+ + G G L G   + S   S+Q  SA+L+A   A 
Sbjct: 121 MQRVTGPLKQLGAKIDGRANGEYTPLSIRG-GHLKGVSYE-SPVASAQIKSAVLLAGLQA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   +    K       + T R++  FGVK +  +      I+GGQ  K+  + +V GD 
Sbjct: 179 EGTTTLTEPHK-----SRDHTERMLSMFGVKLDEDEQS--VSIEGGQTLKAT-DIFVPGD 230 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++FL AG+ +    + ++  G    +  +   +VL+ MGA +   E    V      
Sbjct: 231 ISSAAFFLVAGSIVPNSRIVLKNVGLNKTRTGI--IDVLKQMGANLEINE----VDAKGG 284 
 
Query: 313 EPFG-----RKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP+G        LK I+++   ++++ D    +A++A  A+G T I+D A  +VKET R+ 
Sbjct: 285 EPYGDLTISTSSLKGIEISGDMISRLIDEIPIIALLATQAEGTTIIKDAAELKVKETNRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEVPVTI 422 
             + +EL KLGA +E   D   I     L   A + +Y DHR+ M   +AAC  +  V I 
Sbjct: 345 DTVVSELKKLGADIEATDDGMKIHGKTTLQGGATVSSYGDHRIGMMLGIAACITKQAVEI 404 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
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            D    R ++P++F+ +    K 
Sbjct: 405 EDTDAVRVSYPNFFEHIEYLTK 426 
 
 
>ref|ZP_05845833.1| 3-phosphoshikimate 1-carboxyvinyltransferase ( EPSP synthase) 
           [Corynebacterium jeikeium ATCC 43734] 
 gb|EEW17170.1| 3-phosphoshikimate 1-carboxyvinyltransferase ( EPSP synthase) 
           [Corynebacterium jeikeium ATCC 43734] 
          Length = 429 
 
 Score =  150 bits (380), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 137/445 (30%), Positives = 218/445 (48%), Gaps = 42/445 (9%) 
 
Query: 4   AEEIVLQPI--KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           +E++   P+  + +  TV +PGSKS++NR L+LAAL++  + +   L S D   M+ ALR 
Sbjct: 2   SEQLWPAPVATEPVQATVAIPGSKSITNRALILAALADAPSTITGGLVSRDTELMMSALR 61 
 
Query: 62  TLGLSV--EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
            LG  +  + D+          GG           ++  G AG  MR +      A G   
Sbjct: 62  ALGTQILLKNDQMYVTPAEKLHGG-----------EVDCGLAGTVMRFVPPIAALATG-- 108 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLS 175 
           T   DG    R RP+   +  L+ LGA V     T+C     P  V G G + GG++ +  
Sbjct: 109 TVAFDGDVEARRRPMSTTLDSLRALGATVKT--STECNPEGLPFFVEGSGEIQGGEITID 166 
 
Query: 176 GSISSQYLSALLMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            S SSQ++S LL+A A    G   I   + L S P+VEMT++++   GV  E   S++R+ 
Sbjct: 167 ASQSSQFVSGLLLAGARFTEGVTVIHEGNSLPSQPHVEMTVQMLREAGVHVE--TSFNRW 224 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            +  G      +  +VE D S+A+ F+A   +TGGTV ++    T+ Q   +F ++L  M 
Sbjct: 225 TVHPGPIRG--RQWHVEPDLSNATPFMAAGVLTGGTVRIQNWPATTNQPGDQFRQILLDM 282 
 
Query: 295 GAK----VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           GA+    V   +  V+ TG          +  I  +M+ + ++  T+A +A  ADGP+ + 
Sbjct: 283 GAEAELDVHHGDLVVSSTG---------RINGITWDMHDIGELTPTVAALAALADGPSHL 333 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
             +A  R  ET+R+ A+   +  LG +VE+  D  II  P  L     ++Y DHRMA A  
Sbjct: 334 YGIAHLRGHETDRLQALADNINALGGNVEQTADGLIIH-PAALEGGRWESYADHRMATAG 392 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDY 435 
           ++       + + D   T KT P + 
Sbjct: 393 AILGLRVEGIHVSDVDTTAKTLPGF 417 
 
 
>ref|YP_001057853.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia 
           pseudomallei 668] 
 gb|ABN83408.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 668] 
          Length = 448 
 
 Score =  150 bits (379), Expect = 3e-34,   Method: Compositional matrix adjust. 
 Identities = 123/451 (27%), Positives = 209/451 (46%), Gaps = 51/451 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++PIK +  T+++P SK  + R ++ A+L+ GT++V N L   +   M  A R LG ++  
Sbjct: 5   VEPIKSLGRTMRVPASKPETQRAIVAASLAHGTSIVRNDLRCIETETMKAACRKLGATI- 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            D+ A +  + G GG+F  +    DAK         +G+  R++ A  +  G     +L  
Sbjct: 64  -DETADQLTITGTGGRFSTDVHVIDAK--------GSGLVFRTMMALSSMRG--IPTILT 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R R +  L   L  LGA+   +LG D     +N    L G    L+G ISSQ+++ 
Sbjct: 113 GDATLRRRVMKPLFDALHALGANF-SYLGDDGKAPVINWGKALDGSHCTLAGDISSQFVT 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALLMAAPL    V+I +   ++S  Y++ TL  M R G+  + S  +  +    G+ Y++ 
Sbjct: 172 ALLMAAPLGQRSVDIRLTPPVLSQSYIDQTLEFMRRAGIDVQASPDYTAYRASPGE-YQA 230 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             + ++  D +S SY L   A+  GT  + G    +LQG+  F +V+E +G ++ +     
Sbjct: 231 -FDTHINADFTSLSYLLMACALFPGTYRIAGIQERTLQGEKLFVDVVEALGVRLRYAPGH 289 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V                  + +++  P++  TL  ++LF  G   +R  +  R  ++ R+ 
Sbjct: 290 VLEVDSSNAGLDGN----FEFDVSSGPNIIPTLVALSLFVKGKLTVRGGSVTRFHKSSRI 345 
 
Query: 365 VAIRTELTKLGASVE--EGPDYCIITPPEKLNVTAIDTY---------DDHRMAMAFSLA 413 
            ++  E+ KLGA +E    PD      P+       D Y          DHR  M+  +A 
Sbjct: 346 ESMVGEVRKLGADIEIIRHPD----GHPDGFVTRGRDRYAGGVTLSSNGDHRNFMSLFVA 401 
 
Query: 414 ACAEVPVTIRDPGCTRK-------TFPDYFD 437 
           A         D  C+         +FPD+ D 
Sbjct: 402 ALRF------DNACSLDGYADVSCSFPDFID 426 
 
 
>ref|YP_251417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           jeikeium K411] 
 emb|CAI37799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           jeikeium K411] 
          Length = 429 
 
 Score =  150 bits (379), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 137/445 (30%), Positives = 218/445 (48%), Gaps = 42/445 (9%) 
 
Query: 4   AEEIVLQPI--KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           +E++   P+  + +  TV +PGSKS++NR L+LAAL++  + +   L S D   M+ ALR 
Sbjct: 2   SEQLWPAPVATEPVQATVAIPGSKSITNRALILAALADAPSTITGGLVSRDTELMMSALR 61 
 
Query: 62  TLGLSV--EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
            LG  +  + D+          GG           ++  G AG  MR +      A G   
Sbjct: 62  ALGTQILLKNDQIYVTPAEKLHGG-----------EVDCGLAGTVMRFVPPIAALATG-- 108 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLS 175 
           T   DG    R RP+   +  L+ LGA V     T+C     P  V G G + GG++ +  
Sbjct: 109 TVAFDGDVEARRRPMSTTLDSLRALGATVKT--STECNPEGLPFFVEGSGEIQGGEITID 166 
 
Query: 176 GSISSQYLSALLMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            S SSQ++S LL+A A    G   I   + L S P+VEMT++++   GV  E   S++R+ 
Sbjct: 167 ASQSSQFVSGLLLAGARFTEGVTVIHEGNSLPSQPHVEMTVQMLREAGVHVE--TSFNRW 224 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            +  G      +  +VE D S+A+ F+A   +TGGTV ++    T+ Q   +F ++L  M 
Sbjct: 225 TVHPGPIRG--RQWHVEPDLSNATPFMAAGVLTGGTVRIQNWPATTNQPGDQFRQILLDM 282 
 
Query: 295 GAK----VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           GA+    V   +  V+ TG          +  I  +M+ + ++  T+A +A  ADGP+ + 
Sbjct: 283 GAEAELDVHHGDLVVSSTG---------RINGITWDMHDIGELTPTVAALAALADGPSHL 333 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
             +A  R  ET+R+ A+   +  LG +VE+  D  II  P  L     ++Y DHRMA A  
Sbjct: 334 YGIAHLRGHETDRLQALADNINALGGNVEQTADGLIIH-PAALEGGRWESYADHRMATAG 392 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDY 435 
           ++       + + D   T KT P + 
Sbjct: 393 AILGLRVEGIHVSDVDTTAKTLPGF 417 
 
 
>ref|ZP_07971108.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CB0205] 
          Length = 435 
 
 Score =  150 bits (379), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 136/439 (30%), Positives = 213/439 (48%), Gaps = 25/439 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V++PG KS+S+R LL  A++EGTT ++ LL +ED       LR +G+ V A KA 
Sbjct: 11  RSLKGHVRVPGDKSISHRALLFGAIAEGTTRIEGLLPAEDPLSTAACLRAMGVQVSAIKA 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
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            K  VV G G    ++  +E E  L  GN+G  MR +   +    G   +V+ G   +R  
Sbjct: 71  GKTVVVEGVG----LDGFQEPESVLDCGNSGTTMRLMLGLLAGRSGR-HFVVTGDDSLRR 125 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +   L ++GA +    G +  P+ + G   L G  ++ +   S+Q  SA+L+AA  
Sbjct: 126 RPMKRVGGPLSEMGATIQGRAGGNLAPLAIEGR-QLKGATIR-TPVASAQVKSAILLAAL 183 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            A  D    +I+ + S  + E   R++  FG   +          +  G   K  ++  V 
Sbjct: 184 TA--DGPTTVIEPVQSRDHSE---RMLRAFGADLSVGGPGQTEVTVVPGSSLKG-QDVVV 237 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++L   AIT G  +TVE  G    +      +VLE MGA++        V G 
Sbjct: 238 PGDISSAAFWLVAGAITPGADLTVENVGLNPSR--TGILDVLEQMGARIEVLNAR-DVAG 294 
 
Query: 310 PPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P       H  LK   +  + +P   D    LAV A  A+GP+ +      RVKET+R+ 
Sbjct: 295 EPVGDLRVVHGPLKGFSIGADLIPRLVDEIPVLAVAACCAEGPSRVTGAEELRVKETDRL 354 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
             +  +L  +GA +EE PD   I     L+   +D+  DHR+AM+ ++AA  A    TI  
Sbjct: 355 AVMARQLGAMGAQIEEFPDGMTIQGGVTLHGAEVDSETDHRVAMSLAVAAQIASGMTTIA 414 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
            P     ++P ++D L    
Sbjct: 415 RPEAAAVSYPGFWDDLERL 433 
 
 
>ref|ZP_06011838.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptotrichia 
           goodfellowii F0264] 
 gb|EEY35024.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptotrichia 
           goodfellowii F0264] 
          Length = 418 
 
 Score =  150 bits (379), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 122/430 (28%), Positives = 217/430 (50%), Gaps = 32/430 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG-TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++GT+++P SKS S+R ++ AAL+ G  + +DNL  S D+      +   G  V   +   
Sbjct: 10  LNGTIEIPPSKSYSHRAVIAAALASGEKSKIDNLKFSVDITTTTDIMENWGAKV--IRGE 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT-AAVTAAGGNATYVLDGVPRMRER 132 
               +VG  GK    D   +       +G  +R L    +T+       + DG  ++ +R 
Sbjct: 68  NFLEIVGNDGKVVPRDKYTQCN----ESGSTIRFLIPIGITSEN---ELIFDGKGKLVDR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+        ++      F  T+   + +   G L  G  ++ G+ISSQ+++ LL A PL 
Sbjct: 121 PLDTYY----KIFDKQKIFYKTEKGKLPLEIKGKLQSGIYEIDGNISSQFITGLLYALPL 176 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G+ +I I   L S  Y+++TL +++  G++   ++ +  F I+G QKYKS  +  VEG 
Sbjct: 177 LEGNSKIVINKSLESKGYIDLTLEILKIAGIEI-INNGYKSFDIRGNQKYKSF-DYTVEG 234 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGC---GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           D S  ++++    I+        C      SLQGD +  E+++ MGA +   +  V V   
Sbjct: 235 DYSQVAFWIVAGIISSNRDNKIKCLHVNKNSLQGDREIIEIVQRMGANLEIYDDYVIVK- 293 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           P +        K   +++++ PD+A  L V+   ++G T I +    R+KE++R+ +I+T 
Sbjct: 294 PSK-------TKGTVIDVSQCPDIAPILTVLGALSEGETQIINGERLRIKESDRITSIKT 346 
 
Query: 370 ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
           EL KLGA VEE  D  +I   +  K  VT +  ++DHR+AM+ ++A+   E  + I +   
Sbjct: 347 ELNKLGAKVEEKGDDLVIQGVDGFKGGVT-VSAWNDHRIAMSLAIASTRCEKEIVIEEAE 405 
 
Query: 427 CTRKTFPDYF 436 
             +K++P +  
Sbjct: 406 SVKKSYPHFL 415 
 
 
>ref|ZP_07708388.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. m3-13] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 871



 

 

          Length = 430 
 
 Score =  150 bits (379), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 127/440 (28%), Positives = 223/440 (50%), Gaps = 35/440 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++  ++++G T V+N L  +D    +     LG+ +E +     
Sbjct: 11  LKGTIQIPGDKSISHRSVMFGSMAKGKTTVENFLPGDDCLSTISCFSKLGVKIEQN--GS 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G G K   E ++    L +GN+G   R +   ++  G     VL G   + +RP+ 
Sbjct: 69  NVTVYGNGLKGLRESSE---ILDVGNSGTTARLMMGILS--GLPIHSVLIGDESIAKRPM 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             + V L+ +GA +      +  P+ + G GGL G    +S   S+Q  SA+L+A   A  
Sbjct: 124 KRVTVPLRDMGARIQGNQDGNFTPISIQG-GGLRGLDY-VSPVASAQVKSAILLAGLQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           G   +       S P+   + T R++  FGV+ +  +   +  + GGQK  S  +  V G 
Sbjct: 182 GVTSV-------SEPFKSRDHTERMLRAFGVEVKEEEGG-KVSLVGGQKLVSDLHIVVPG 233 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL AGA + G  +T+E  G    +  +   EVL+ MGA ++++  +V   GP  
Sbjct: 234 DISSAAFFLVAGAIVPGSRITLERVGLNPTRTGI--LEVLKNMGASLSYS--NVIEDGP- 288 
 
Query: 312 REPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
            EP+         LK +++  + +P +   + ++AL A   +G T I+D    +VKET R 
Sbjct: 289 -EPYADITVESSDLKGVEIGGDIIPRLIDEVPIIALMATQAEGTTVIKDAEELKVKETNR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           +  +  EL KLGA +E   D  II    +L+   +D+Y DHR+ M  ++A+  AE    + 
Sbjct: 348 IDTVVNELKKLGADIEATEDGMIIKGKIRLHGCTLDSYGDHRIGMMGAVASLIAEGETVL 407 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
           ++      ++P +F+ + +  
Sbjct: 408 QNDKAINVSYPSFFEHMESL 427 
 
 
>ref|YP_001559640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           phytofermentans ISDg] 
 gb|ABX42901.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           phytofermentans ISDg] 
          Length = 436 
 
 Score =  150 bits (379), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 126/445 (28%), Positives = 221/445 (49%), Gaps = 32/445 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
              +K+I+GT+ +PG KS+S+R ++  A++EGTT V N L   D    +   R LG+++E 
Sbjct: 3   FHKVKQINGTLTVPGDKSISHRAVMFGAIAEGTTEVYNFLKGADCLSTIQCFRQLGINIE 62 
 
Query: 69  ADKAAKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            D   +   + G G  G  P         L +GN+G  +R ++  ++     +   + G  
Sbjct: 63  EDTKQQVIRIHGKGLHGLTP-----PSTILDVGNSGTTLRLISGILSGQPFESN--ITGD 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL------SGSISS 180 
             +++RP+  ++  L  + AD+   LG  C P+ +NG     G K  L      S   S+ 
Sbjct: 116 SSIQKRPMNRVITPLSLMNADIKSVLGNGCAPLCING-SYQNGAKSALKSIHYNSPIASA 174 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  S++L+A   A G  E  + +  +S  + E+   ++++FG     +D      I+    
Sbjct: 175 QVKSSILLAGLYAEG--ETSVTEPYVSRNHTEL---MLQKFGANLSVNDKT--VTIQPEP 227 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +  + K  +V GD SSA+YFLA A I     + +   G    +  +   +VL  MGA +T 
Sbjct: 228 RLMAQK-VHVPGDISSAAYFLAAACILPNSELVINNVGVNPTRDGI--IDVLLAMGADIT 284 
 
Query: 300 WTETSVT---VTGPPREPFGRKHLKAIDVNM-NKMPDVAMTLAVVALFADGPTAIRDVAS 355 
             +            R    + H   I+ ++  ++ D    +AVVA FA+G T I+D A  
Sbjct: 285 KEDLKNQEGEAVCNLRVRSSKLHGTVIEGSIIPRLIDEIPVIAVVACFAEGDTIIKDAAE 344 
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Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            +VKE+ R+  +  +L  +GA++    D  II   +KL+ T I++ +DHR+AM+F++A+  
Sbjct: 345 LKVKESNRIDVMVQQLKHMGANLTATEDGMIIHGGQKLSGTVIESKEDHRIAMSFAIASL 404 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYFDVL 439 
            AE   TI+   C   ++P+++  L 
Sbjct: 405 MAEGETTIQGAECVNISYPEFYQDL 429 
 
 
>ref|YP_003886854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           7822] 
 gb|ADN13579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           7822] 
          Length = 448 
 
 Score =  150 bits (378), Expect = 4e-34,   Method: Compositional matrix adjust. 
 Identities = 130/450 (28%), Positives = 219/450 (48%), Gaps = 26/450 (5%) 
 
Query: 5   EEIVLQPIKE---ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           +E+++ P      + G + +PG KS+S+R L+L AL+ G TV+  LL  ED        R 
Sbjct: 15  QELIITPPSSGLSLKGKITVPGDKSISHRALMLGALAAGETVIKGLLLGEDPRSTASCFR 74 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG  + ++   ++ VV G G     E A     L  GN+G  +R L   + A+     + 
Sbjct: 75  ALGAEI-SELNTEKIVVSGIGLGNLTEPADV---LDAGNSGTTLR-LMLGLLASHPGRFF 129 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            + G   +R RP+  +V  L+++GA +         P+ V+G    P   +     I+S  
Sbjct: 130 TVTGDSSLRSRPMSRVVKPLQEMGAQIWGRKNNSLAPLAVSGQQLKP---IHYHSPIASA 186 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
            + + ++ A L++ D +  + +  +S  + E   R+++ FG   E         + G  + 
Sbjct: 187 QVKSCILLAGLSI-DGKTTVTEPALSRDHSE---RMLKAFGADLEIDPQTHSVSVIGPTR 242 
 
Query: 242 YKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             S +   V GD SSA+++L AG+ + G  + +E  G    +  +   +VLEMMGA +T  
Sbjct: 243 L-SGQTVIVPGDISSAAFWLVAGSIVPGSELIIENVGINPTRTGI--LDVLEMMGADLTL 299 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                 VTG P      ++  L+A  ++ + +P   D    LAV A+FA G T IRD    
Sbjct: 300 LNQR-EVTGEPVADIQVQYSQLQACTISGDLIPRLIDEIPILAVAAVFAQGTTVIRDAQE 358 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            RVKE++R+  + +EL ++GA + E PD   IT    L    +D+Y DHR+AM+ ++AA  
Sbjct: 359 LRVKESDRLAVMASELNRMGAKITELPDGLEITGGGSLVGAQVDSYTDHRIAMSLAIAAL 418 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            A    TI        ++P++F  L    + 
Sbjct: 419 NASYSTTIHRAQAASISYPEFFSTLQQVCQ 448 
 
 
>ref|YP_001014495.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. NATL1A] 
          Length = 444 
 
 Score =  150 bits (378), Expect = 5e-34,   Method: Compositional matrix adjust. 
 Identities = 136/444 (30%), Positives = 216/444 (48%), Gaps = 26/444 (5%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQ   E+ G VK+PG KS+S+R LL  A+++G T+++ LL +ED       LR++G+ +  
Sbjct: 13  LQKGGELYGKVKVPGDKSISHRALLFGAIAKGKTLIEGLLPAEDPLSTAECLRSMGVKIS 72 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
             K      + G G      +  +E Q  L  GN+G  MR L   + A   +  ++L G  
Sbjct: 73  PIKKGDIIEIEGVG-----LNGLQEPQDILNCGNSGTTMR-LIMGLLAGQKDHHFILTGD 126 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R RP+  +   LK +GA V    G D  P+ +  IG    G V  +   S+Q  SA+ 
Sbjct: 127 KSLRNRPMKRVGQPLKMMGAKVFGRCGGDLAPLSI--IGNKLRGAVIGTPVASAQIKSAI 184 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
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           L+AA  A G   +  I+   S  + E   R+++ FG   E      R       K    + 
Sbjct: 185 LLAALNAEGSTTV--IEPARSRDHSE---RMLKAFGANLEVGGEMGRHITVSPGKDLKGQ 239 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V GD SSA+++L AG+ I G  + VE  G    +  +   +VLE M A +        
Sbjct: 240 SIIVPGDISSAAFWLVAGSIIPGSELVVENVGLNPTRTGI--LDVLEAMEANINVINKR- 296 
 
Query: 306 TVTGPPR---EPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            V G P    E F +++LK   ++   MP   D    L+V A F +G + I+  +  RVK 
Sbjct: 297 DVAGEPVGDIEVFYKENLKPFKIDDEIMPRLVDEIPILSVGACFCNGISQIKGASELRVK 356 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET+R+  +  +L ++GASV+E  D   I   + L    +D+ DDHR+AM+ ++A+  A   
Sbjct: 357 ETDRLAVMARQLKRMGASVDEHQDGLTIYGGKSLEGCELDSEDDHRIAMSLAIASIMANS 416 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
             T+R       ++PD++  L    
Sbjct: 417 NSTLRRSEAAAISYPDFWSDLKRL 440 
 
 
>ref|ZP_07468515.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49726] 
 gb|EFM44159.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49726] 
          Length = 433 
 
 Score =  150 bits (378), Expect = 5e-34,   Method: Compositional matrix adjust. 
 Identities = 131/435 (30%), Positives = 206/435 (47%), Gaps = 35/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PGSKS++NR  +LAAL++  +++   L S D   M  AL  +G+    +     
Sbjct: 21  VTGEHQVPGSKSITNRAFILAALADSPSILHAPLVSRDTQLMEDALSAMGVRFTHE---- 76 
 
Query: 75  RAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                  G    V+  K     +  G AG  MR +      A G     +DG  +   RP 
Sbjct: 77  -------GADIHVQPGKLHGATVDCGLAGTVMRFVPPVAALADGPVR--VDGDKQAYNRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APL 192 
           +   +  L+ LG DV      D  P  V+  G   GGKV +  S SSQ++S LL++ A   
Sbjct: 128 MSTTLDALRSLGVDVKG----DSLPFTVSANGVPEGGKVTIDASGSSQFVSGLLLSGARF 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG---GQKYKSPKNAY 249 
           + G        +L S+P+VEMT+ ++ + GV+ + SD        G   G+++      + 
Sbjct: 184 SQGIQLTHEGGQLPSMPHVEMTVGMLRQAGVRVD-SDGTTWTVHPGPIAGREW------F 236 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S+A+ FLA AA+TGG +T++     + Q       +L  MG  VT    SVT  G 
Sbjct: 237 IEPDLSNATPFLAAAAVTGGRLTIKNWPANTTQPGDAIRHILLDMGVMVTQEHNSVTAEG 296 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
               P GR  L+ I+ NM  + ++  T+A +   A+ P+ +  +A  R  ET+R+ A+   
Sbjct: 297 ---NPAGR--LQGIERNMGDIGELTPTVAALCALAETPSRLTGIAHLRGHETDRLQALAA 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            +  LG  V E  D  +I P E L+      Y DHRMA A ++       + I D   T  
Sbjct: 352 NINALGGRVTELDDGLVIEPAE-LHGGDWPCYADHRMATAGAIVGLKVPGIQIEDISTTS 410 
 
Query: 430 KTFPDYFDVLSTFVK 444 
           KT P +  +  T +  
Sbjct: 411 KTLPGFARMWETMLH 425 
 
 
>ref|YP_001487221.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus pumilus 
           SAFR-032] 
 sp|A8FEJ4.1|AROA_BACP2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV62661.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus pumilus 
           SAFR-032] 
          Length = 428 
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 Score =  150 bits (378), Expect = 5e-34,   Method: Compositional matrix adjust. 
 Identities = 129/442 (29%), Positives = 220/442 (49%), Gaps = 36/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++ GTTVV N L   D    +   R +G+ +E  +    
Sbjct: 9   MNGVIHIPGDKSISHRSVMFGAIANGTTVVKNFLPGADCLSTIDCFRKMGVDIE--QKGT 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+ G G    +++ KE   +  +GN+G  +R +   +     ++T + D    + +RP 
Sbjct: 67  DVVIHGKG----LKELKEPSDVLDVGNSGTTIRLMMGILAGCEFHSTLIGD--ESIAKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   LKQLGA +D     +  P+ + G G L G   + S   S+Q  SA+L+A   A 
Sbjct: 121 MQRVTGPLKQLGAKIDGRANGEYTPLSIRG-GHLKGISYE-SPVASAQIKSAVLLAGLQA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   +    K       + T R++  FGVK +  +      I+GGQ  K+  + +V GD 
Sbjct: 179 EGTTTLTEPHK-----SRDHTERMLSMFGVKLDEDEQ--SVSIEGGQTLKAT-DIFVPGD 230 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++FL AG+ +    + ++  G    +  +   +VL+ MGA +   E    V      
Sbjct: 231 ISSAAFFLVAGSIVPNSRIVLKNVGLNKTRTGI--IDVLKQMGANLEINE----VDAKGG 284 
 
Query: 313 EPFG-----RKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP+G        LK I+++   ++++ D    +A++A  A+G T I+D A  +VKET R+ 
Sbjct: 285 EPYGDLTISTSSLKGIEISGDVISRLIDEIPIIALLATQAEGTTIIKDAAELKVKETNRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEVPVTI 422 
             + +EL KLGA +E   D   I     L   A + +Y DHR+ M   +AAC  +  V I 
Sbjct: 345 DTVVSELKKLGADIEATEDGMKIHGKTPLQGGAVVSSYGDHRIGMMLGIAACITKQAVEI 404 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            D    R ++P++F+ +    K 
Sbjct: 405 EDTDAVRVSYPNFFEHIEYLTK 426 
 
 
>sp|Q8U0A0.2|AROA_PYRFU RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
          Length = 406 
 
 Score =  150 bits (378), Expect = 5e-34,   Method: Compositional matrix adjust. 
 Identities = 131/441 (29%), Positives = 217/441 (49%), Gaps = 47/441 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P KEI G V  P SKS ++R   L+ L++  ++V+  L S+D    + A+R  G  +  + 
Sbjct: 6   PPKEIQGEVIAPPSKSYTHRGYFLSLLADEKSIVERPLISDDTLATIDAIRAFGADLIEE 65 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  VV     +P E+ +    +F  ++G   R   + + ++      V+DG  ++R 
Sbjct: 66  -------VV-----YPPEELRPNY-IFARDSGTTAR--ISIIVSSLAKGVSVIDGREQLR 110 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA-LLMA 189 
            RP+ D V  L+ +G +    +G   P V+V G G +   +V +    SSQ+ +  L++A 
Sbjct: 111 RRPMEDGVSSLRMIGVEA---IGKRLP-VKVFGRGRISAKEVSIVAEKSSQFATGFLILA 166 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI-----KGGQKYKS 244 
           A + L   ++EI+ K +S PY+EMTL+ ME FGVK + +   +R  I       G K+K  
Sbjct: 167 AKIGL---KVEIV-KPVSKPYIEMTLKTMEEFGVKYDKAQENERLVIFVDPGVKGTKFKV 222 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P      GD SSA+ FL   A+  G + V       +Q D +   +L   GAKV   +   
Sbjct: 223 P------GDYSSAANFLVAGALY-GKIRVRNLMRDDVQADKEILNILREYGAKVKVKDEY 275 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V    R P        ++V+ +  PD+   LAV+A +A+G + IR     R+KE++R+ 
Sbjct: 276 VEVESNERNP--------LNVDCSNFPDLFPLLAVLAAYAEGKSVIRG-RQLRIKESDRI 326 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
            A+   L++ G  V E  D   I   +        T++DHR+ MA + LA  A+    I  
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Sbjct: 327 HAMAVNLSRAGIRVRELSDGLEIWGGQPKGFRG-KTFNDHRITMALAILALGAKGESIIP 385 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +     K++P++F+ L   +K 
Sbjct: 386 ETKSIAKSYPNFFEDLMRVIK 406 
 
 
>gb|ABK65737.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium avium 
           104] 
          Length = 419 
 
 Score =  150 bits (378), Expect = 5e-34,   Method: Compositional matrix adjust. 
 Identities = 139/424 (32%), Positives = 206/424 (48%), Gaps = 32/424 (7%) 
 
Query: 19  VKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + +PGSKS +NR L+LAAL      GT  +   L S D   M+GALRTLGL V  D     
Sbjct: 1   MTVPGSKSQTNRALVLAALAAAQGRGTPTLSGALRSRDTDLMIGALRTLGLRV--DGTGP 58 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V G     P        ++  G AG  +R +     AA  +A    DG  + R RPI 
Sbjct: 59  ELTVSGHIAPGP------HARVDCGLAGTVLRFVPP--LAALADAVVEFDGDEQARARPI 110 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM-AAPLA 193 
             L+  L+ LG  ++   GT  P  RV+G G L GG V +  S SSQ++S LL+ AA    
Sbjct: 111 APLLDALRGLGVRIE---GTALP-FRVHGGGALAGGTVAIDASASSQFVSGLLLCAASFT 166 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G         L S P++ MT+ ++ + GV  + S   +R+ ++ G    + ++  VE D 
Sbjct: 167 EGLTVQHTGAALPSAPHIAMTVAMLRQAGVDVDDSVP-NRWQVRPGPV--AARHWEVEPD 223 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            ++A  FLA A ++GGTV + G    S+Q       VL  + A V+ T++S+ V       
Sbjct: 224 LTNAVPFLAAAVVSGGTVRITGWPADSVQPADNILSVLSKLNAVVSQTDSSLEVR----- 278 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMVAIRTEL 371 
             G       DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ A+  E+ 
Sbjct: 279 --GSGSYDGFDVDLRAVGELTPSVAALAALATPGSVSRLSGIAHLRGHETDRLAALSAEI 336 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
            +LG    E PD  +IT    L+      Y DHRMAMA ++       V + D G T KT 
Sbjct: 337 NRLGGDCTETPDGLVIT-ATPLHSGVWQAYADHRMAMAGAIVGLRVAGVRVDDIGATGKT 395 
 
Query: 432 FPDY 435 
            PD+ 
Sbjct: 396 LPDF 399 
 
 
>ref|YP_001803197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. ATCC 
           51142] 
 sp|B1WZH9.1|AROA_CYAA5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACB51131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. ATCC 
           51142] 
          Length = 451 
 
 Score =  150 bits (378), Expect = 5e-34,   Method: Compositional matrix adjust. 
 Identities = 127/434 (29%), Positives = 211/434 (48%), Gaps = 27/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R L+L A++EG T++  LL  ED        R +G  +    + K 
Sbjct: 28  LQGTLQIPGDKSISHRALMLGAIAEGETIIAGLLLGEDPRSTAECFRAMGAQISPLNSEK 87 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              + G G GK      +E +  L  GN+G  MR L   + A+  +  + + G   +R R 
Sbjct: 88  -VTIQGIGLGKL-----QEPLDVLNAGNSGTTMR-LMLGLLASHPDRLFCVTGDASLRSR 140 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L+ +GA++         P+ V G    P   +     I+S  + + ++ A L 
Sbjct: 141 PMSRVIQPLQDMGANIWGRKNNTLAPLAVQGKSLKP---IHYHSPIASAQVKSCILLAGL 197 
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Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            + D +  + +  +S  + E   R+++ FG   +     +   I G  K    +   V G 
Sbjct: 198 -MTDGKTTVTEPALSRDHSE---RMLQAFGATLDIDSQTNSVTINGHPKLIG-QTVIVPG 252 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SS++++L  A+I  G+ + +E  G    +  +   E LEMMGA +T  E    +TG P 
Sbjct: 253 DISSSAFWLVAASIVPGSELLIENVGINPTRTGI--LEALEMMGADITL-ENKRILTGEP 309 
 
Query: 312 REPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 K   LK   +  N +P   D    LAV  +FA G T I+D A  RVKE++R+   
Sbjct: 310 VADLRVKSCQLKGCTIGGNIIPRLIDEVPILAVAGIFATGKTIIKDAAELRVKESDRLAV 369 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           + +ELTK+GA + E PD   IT    L    +D+Y DHR+AM+ ++AA  A+    I    
Sbjct: 370 MASELTKMGAKITELPDGLEITGGTPLKAAEVDSYTDHRIAMSLAIAALNAKGKTIINRA 429 
 
Query: 426 GCTRKTFPDYFDVL 439 
                ++P + + L 
Sbjct: 430 EAAAISYPKFVETL 443 
 
 
>ref|ZP_02235407.1| hypothetical protein DORFOR_02293 [Dorea formicigenerans ATCC 
           27755] 
 gb|EDR45692.1| hypothetical protein DORFOR_02293 [Dorea formicigenerans ATCC 
           27755] 
          Length = 432 
 
 Score =  150 bits (378), Expect = 6e-34,   Method: Compositional matrix adjust. 
 Identities = 127/439 (28%), Positives = 216/439 (49%), Gaps = 22/439 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++ P K + G + +PG KS+S+R ++L AL+ GTT + N L   D    +G  +++G+ + 
Sbjct: 5   IICPCKGLHGEIMIPGDKSISHRSIMLGALALGTTEITNFLEGADCLSTIGCFQSMGIQI 64 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D+  ++ +V G G       A +++ L +GN+G   R ++  ++A   + T V+ G   
Sbjct: 65  --DRTPEKIIVHGKGMHGLA--APKDI-LNVGNSGTTTRLMSGILSAQ--DFTSVMSGDA 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+G ++  L Q+GA +    G  C P+++    G   G    S   S+Q  SA+L 
Sbjct: 118 SLNSRPMGRVITPLTQMGAHITSVNGDLCAPLKIEP--GTLHGIDYTSPVASAQVKSAIL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A  D +  + +  +S  + E+ L+          + D     ++K  Q+  S ++ 
Sbjct: 176 LAGLYA--DGKTSVTEPALSRNHTELMLKSFGADITSTVNPDGTATAHVKPCQELYS-QS 232 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA+YF+A   +T    + V+  G    +    F EV   MGA +T    S+  
Sbjct: 233 ICVPGDISSAAYFIAAGLLTLDSELLVKNVGINKTRA--GFLEVCRNMGADITLVNESLE 290 
 
Query: 307 VTGPPREPF----GRKHLKAID-VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             G PR        + H   I+   +  + D    +AV+A  A G T I+D A  +VKET 
Sbjct: 291 -GGEPRADILVRTSKLHGTTIEGALIPTLIDEIPMIAVMAACAKGTTIIKDAAELKVKET 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
            R+      L  +GA +    D  II     L+   I++Y DHR+AMAF++AA  A+    
Sbjct: 350 NRIDTTTEALRSMGADITPTDDGMIIQGGRTLHGAKINSYLDHRIAMAFAIAALSADGDT 409 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            I D  C   ++P++F++L 
Sbjct: 410 IIHDSQCVDVSYPEFFEIL 428 
 
 
>ref|NP_939080.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           diphtheriae NCTC 13129] 
 emb|CAE49223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           diphtheriae] 
          Length = 431 
 
 Score =  150 bits (378), Expect = 6e-34,   Method: Compositional matrix adjust. 
 Identities = 139/439 (31%), Positives = 211/439 (48%), Gaps = 23/439 (5%) 
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Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   +  TV++PGSKS++NR L+L+A++     ++  L S D   M+ AL  LG SV  D 
Sbjct: 10  PTNAVHATVRVPGSKSMTNRALILSAIAHRPAQINGALRSRDTDLMIRALTALGASVRFD 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                A        +          +  G AG  MR +      A G+  +  DG  + R 
Sbjct: 70  DPNHGAASTSL---YVTPAPFHSATIDCGLAGTVMRFVPPIAALAHGSVFF--DGDVQAR 124 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA- 189 
            RP+G+++  L+ LG  V    GT   P  V   G   GG V +  S SSQ++S LL+A  
Sbjct: 125 TRPMGEILDALRTLGVTV---TGTQL-PFHVEASGQPAGGVVDIDASGSSQFVSGLLLAG 180 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A    G     I  KL S+P++EMT+ ++   GV+ + S   + + ++         N   
Sbjct: 181 ARYRTGLTVRHIGGKLPSLPHIEMTVDMLRLAGVQVDDSVE-NEWRVEPSDVEARTWN-- 237 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW----TETSV 305 
           +E D S+A+ FLA AA+TGGTVT+      + Q      ++L  MG  V      +   + 
Sbjct: 238 IEPDLSNAAPFLAAAAVTGGTVTIPDWPQRTTQAGNVIRDILSRMGCTVEMISRGSSFDL 297 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            VTGP      R  LK I ++M+ + ++  T+A +A  A  P+ +  +A  R  ET+R+  
Sbjct: 298 RVTGP-----ARGQLKGISLDMSDIGELTPTVAALAALATTPSKLVGIAHLRGHETDRLA 352 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+  E+T LG S  E  D   IT P  L+     +Y DHRMA A ++       V + D  
Sbjct: 353 ALTQEITGLGGSCTELADGLHIT-PSTLHGGTWHSYADHRMATAGAIIGLVVGGVQVDDI 411 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
             T KT P + D+  T V+ 
Sbjct: 412 DTTSKTLPGFADMWHTMVR 430 
 
 
>ref|ZP_03226651.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus coahuilensis 
           m4-4] 
          Length = 430 
 
 Score =  149 bits (377), Expect = 6e-34,   Method: Compositional matrix adjust. 
 Identities = 131/442 (29%), Positives = 221/442 (50%), Gaps = 36/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+++PG KS+S+R ++  AL++GTT V N L  ED    +   + LG+ +  D+    
Sbjct: 13  LSGTIEVPGDKSISHRSIMFGALADGTTTVQNFLMGEDCLSTMECFKKLGVDITIDED-- 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +V   GK  ++  KE +++  +GN+G   R +   +  +G     V+ G   +  RP 
Sbjct: 71  ---LVTINGK-GIQGLKEPIEVLDVGNSGTTARLMLGIL--SGLPFYTVIQGDQSIGRRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+++GA +      +  P+ + G   L G   KL  + S+Q  SA+L+A   A 
Sbjct: 125 MKRVVAPLREMGAIIHGRNNGEYTPLSIIG-NPLSGITYKLPVA-SAQVKSAILLAGLHA 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  E  +I+   S  + E   +++E FG K  HS+      + G Q + + ++ YV GD 
Sbjct: 183 EG--ETVVIEPEKSRNHTE---KMIEYFGGKI-HSEGQ-VIRLNGNQTF-TGRDVYVPGD 234 
 
Query: 254 ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++FL  AAI  G  VT+E  G    +  +   EVLE MGA +      V +      
Sbjct: 235 ISSAAFFLVAAAIVPGSKVTIENVGLNPTRTGI--IEVLEKMGANIV-----VELNDSTF 287 
 
Query: 313 EPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           EP G        L+ I++  + +P +   + ++AL A    G T I+D +  +VKET R+ 
Sbjct: 288 EPIGTVTVEYSELQGIEIGGDLIPKLIDEIPIIALLATQCKGETIIKDASELKVKETNRI 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
            A+   L KLGAS+E   D  +I     L    + +  DHR+ M   +A+     P+T+  
Sbjct: 348 DAVVDSLKKLGASIEGTDDGMMIKGSSNLIGAEVSSLGDHRIGMMLGVASYLTNSPITLH 407 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           +      ++P +F+ L   ++N 
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Sbjct: 408 NDEAVAISYPTFFEHLQKLIEN 429 
 
 
>ref|YP_001737477.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Korarchaeum cryptofilum OPF8] 
 sp|B1L5R5.1|AROA_KORCO RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ACB07794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Korarchaeum cryptofilum OPF8] 
          Length = 423 
 
 Score =  149 bits (377), Expect = 6e-34,   Method: Compositional matrix adjust. 
 Identities = 116/396 (29%), Positives = 196/396 (49%), Gaps = 24/396 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +  G+V+ P SKS S+R L ++ L E  + ++N+  + DV   + A+++ G  + +D    
Sbjct: 8   QAQGSVRAPPSKSYSHRALAVSLLCEAPSKIENISRARDVIATINAIKSFGAKL-SDNLT 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +  +      + P   +  +  +  G +G  +R      T   G  T VL G   +R RP 
Sbjct: 67  EIKI------EPPQRPSIPDDVIDCGGSGTTIRFFAPISTLTEGGYT-VLTGNDSLRRRP 119 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G ++  + +LG           PP+ V G GGL GG+V++ GSISSQ+ S L++A+    
Sbjct: 120 MGPIIDAINKLGGWAISSRMNGLPPLIVRG-GGLKGGEVEIDGSISSQFFSGLMIASTRF 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI-KGGQKYKSPKNAYVEG 252 
              ++I+ I +L+S PY+EMT  ++ R G   E ++      +   G ++K P      G 
Sbjct: 179 ERGLKIKPIGELVSRPYLEMTKEVLRRSGSHVELNEEIKVEPVPPKGLEFKIP------G 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D   A++ +  A++TGG V VE   +T  Q D    +VL   G +V    + V V G P+ 
Sbjct: 233 DYGLAAFHMLTASVTGGKVIVEDLDSTVPQADYAAIDVLRSFGVEVQEVGSRVIVEGRPK 292 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                   +   +N+   PD+     V+A F    + IR VA  RVKE++R+  + +EL  
Sbjct: 293 --------RGSKLNLKDSPDIFPIACVLASFVSEISEIRGVAHARVKESDRVANMASELK 344 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
           K+G  V+E  D  +I          +D++ DHR+ M 
Sbjct: 345 KVGVEVKELYDGLVIRGGSPKGGVKLDSHGDHRIFM 380 
 
 
>ref|ZP_00741040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar israelensis ATCC 35646] 
 gb|EAO54687.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar israelensis ATCC 35646] 
          Length = 432 
 
 Score =  149 bits (377), Expect = 6e-34,   Method: Compositional matrix adjust. 
 Identities = 132/460 (28%), Positives = 220/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L+  D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLSGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----N 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
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                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLILQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTIEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T IRD    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIRDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE  + I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKIIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|ZP_06759571.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella sp. 
           3_1_44] 
 gb|EFG23138.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella sp. 
           3_1_44] 
          Length = 422 
 
 Score =  149 bits (377), Expect = 7e-34,   Method: Compositional matrix adjust. 
 Identities = 122/427 (28%), Positives = 201/427 (47%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+   + +     S+D+   + +LR LG  V      +  
Sbjct: 10  TGTIASIPAKAHAHRALICAALANSPSTILLSRTSKDIDATMDSLRGLGAQV----VYEN 65 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            VV    G  P +       +    +G  +R L   V A+  N   V D   R+ +RP+  
Sbjct: 66  KVVTVTPGPVPTKG-----NVVPHESGTTLR-LLLPVAASICNEVDV-DAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  + G   L GG+  + G +SSQ+ S LL+AAP   G 
Sbjct: 119 PMLGEMKAHGVT----FSQDKPPFTMTG--RLQGGEFGMVGDVSSQFFSGLLLAAP-QCG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FGV  +H+ + D     F +     +K   N  +E 
Sbjct: 172 GATITSTTPLQSSDYVTLTTTTMANFGVTVDHTPASDTVQESFAVAANTTFKGQSNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S+ + ++  A +TG  +T+ G    S+Q D +  +++   G  V W   +VTV G   
Sbjct: 232 GDWSNTAIWMVAAGMTGKPITITGMNKNSVQADRRIMQIMIDTGCDVVWDGMNVTVMG-- 289 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                 + +K I  ++ +MPD+   +A +A    G ++    A  R+KE++R+ A+   + 
Sbjct: 290 ------RAVKPIHADLEQMPDMLPVMAALACSIHGESSFVKGARLRLKESDRLEAVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  +E PVT++D     K 
Sbjct: 344 RDLGGTVREDGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISENPVTLKDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++PD+F+ 
Sbjct: 404 SYPDFFE 410 
 
 
>ref|ZP_03708034.1| hypothetical protein CLOSTMETH_02792 [Clostridium methylpentosum 
           DSM 5476] 
 gb|EEG29611.1| hypothetical protein CLOSTMETH_02792 [Clostridium methylpentosum 
           DSM 5476] 
          Length = 423 
 
 Score =  149 bits (377), Expect = 7e-34,   Method: Compositional matrix adjust. 
 Identities = 126/424 (29%), Positives = 208/424 (49%), Gaps = 26/424 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SG + +P SKSLS+R +L AAL+ GT+ ++N++ S+D+   L A++ LG   E      
Sbjct: 9   RLSGGITVPPSKSLSHRAILCAALAAGTSRIENVIFSKDILATLDAVKALG--GEYRIQG 66 
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Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              VV G      ++      ++    +G  +R L    +A G  ATY  +G  ++  RP 
Sbjct: 67  NSVVVTG------IQSPPAAAEIDCCESGSTLRFLIPIASALGVRATYRGEG--KLPSRP 118 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +   ++ + + G   D     +  P    G   L  G   + G ISSQ+++ LL A PL  
Sbjct: 119 LTPYLIEMTRNGVTFDY---QNTMPFTTEG--QLKNGTYTIDGDISSQFVTGLLFALPLL 173 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   I I  +L S PY EMT+ ++ R G++   +   D + I GGQ+Y+ P +  VEGD 
Sbjct: 174 EGSSVIRINGRLESKPYAEMTIAMLARCGIQV--NSLADGYEIPGGQQYQ-PLDYRVEGD 230 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S A+++   AA  GG + + G    S QGD +   +++  GA V W    V +       
Sbjct: 231 YSQAAFYAVAAACGGGDLLLGGLQPDSPQGDREILAIVQECGAVVRWEADGVLICAA--- 287 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
               K L+   V+   +PD+   L V+A   +G + I      ++KE++R+ AI + L   
Sbjct: 288 ----KTLRPFTVDAADIPDLVPILGVLASCCEGRSVITGAKRLKIKESDRLAAISSALNA 343 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTF 432 
           LG  +    D   I           D+ +DHR+AM+ ++AA  A+ PV +       K++ 
Sbjct: 344 LGGQLTPFEDRLEIEGTGGFRAGTADSCNDHRIAMSVAVAALLADGPVELSCAQSVNKSY 403 
 
Query: 433 PDYF 436 
           PD++ 
Sbjct: 404 PDFY 407 
 
 
>ref|ZP_08146095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus ATCC 12755] 
 gb|EGC68886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus ATCC 12755] 
          Length = 429 
 
 Score =  149 bits (377), Expect = 7e-34,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 214/446 (47%), Gaps = 34/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+    + GT+ +P  KS+S+R ++  AL+EGTT+V N L  ED +  L A ++LG+ +  
Sbjct: 3   LKKATHLKGTIAVPADKSISHRSIMFGALAEGTTIVRNFLRGEDCYSTLHAFQSLGVPIH 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D  +      G  G  P +D      + +GN+G  +R +   +  AG   T  L G    
Sbjct: 63  DDGQSITIEGQGFNGLKPAQDP-----IDIGNSGTTIRLMMGIL--AGQPFTTTLFGDNS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +++ L+++GA+V     T+ PP+ VNG   L     ++  + S+Q  SAL+  
Sbjct: 116 LNKRPMNRVMLPLREMGANVRGHEQTEFPPITVNGTASLQPINYQMPVA-SAQVKSALIF 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G   I  I+K  S  + E  +R   +FG     +       + G Q  +  +   
Sbjct: 175 AALQAQGTSTI--IEKEASRNHTEEMIR---QFG--GVITTQGKTITVTGPQTLQG-QEV 226 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET---- 303 
            V GD SSA++FL AGA +    + ++  G    +  +   +VLE MGA + ++       
Sbjct: 227 IVPGDISSAAFFLTAGAIMPESEIVLKNVGINPTRTGI--LDVLEEMGASIAFSNQDDQN 284 
 
Query: 304 -SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
            S  +T           L+A+ +  + +P +   L ++AL A    G T I+D    +VK 
Sbjct: 285 QSADLT------VRSSTLQAVTIAGDIIPRLIDELPIIALLATQAHGKTVIKDAEELKVK 338 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET R+ A   ELTKLGA +    D  II  P  L+   + +  DHR+ M   +AA   +  
Sbjct: 339 ETNRIDATAEELTKLGADITPTEDGLIINGPTPLHGGRVSSRGDHRIGMMLQIAALLTDE 398 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            V +        ++PD+F  ++   K 
Sbjct: 399 EVELEKAEAVAVSYPDFFQDVARLAK 424 
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>ref|ZP_07318142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella atypica 
           ACS-049-V-Sch6] 
 gb|EFL55926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella atypica 
           ACS-049-V-Sch6] 
          Length = 422 
 
 Score =  149 bits (377), Expect = 7e-34,   Method: Compositional matrix adjust. 
 Identities = 123/427 (28%), Positives = 203/427 (47%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+   + +     S+D+   + +LR LG  V      +  
Sbjct: 10  TGTIASIPAKAHAHRALICAALANSPSTILLSRTSKDIDATMESLRGLGAHV----VYEN 65 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            VV    G  P +       +    +G  +R L   V A+  N   V D   R+ +RP+  
Sbjct: 66  KVVTVTPGPVPAKG-----NVVPHESGTTLR-LLLPVAASICNDVDV-DAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  + G   L GG   + G +SSQ+ S LL+AAP  +G 
Sbjct: 119 PMLSEMKAHGVT----FSQDKPPFTMTG--RLQGGNFSMVGDVSSQFFSGLLLAAP-QIG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS----DSWDRFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FGV+ EH+    +  + F +  G  +    N  +E 
Sbjct: 172 LSTITATTPLQSSDYVTLTTETMRDFGVEVEHTLPDTNINEAFTVPFGASFIGRDNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S+A+ ++  A +TG  +T+ G    S+Q D +  +V+   G  V W   ++TVTG   
Sbjct: 232 GDWSNAAIWMVAAGMTGKPITITGMNKNSVQADRRIMQVMIDAGCDVVWDGMNITVTGRA 291 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
            +P        I  ++ +MPD+   +A +A    G ++    A  R+KE++R++A+   + 
Sbjct: 292 SKP--------IHADLEQMPDMLPVMAALACSISGESSFIKGARLRLKESDRLIAVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  +E  VT++D     K 
Sbjct: 344 RDLGGTVREEGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISENSVTLKDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++PD+F+ 
Sbjct: 404 SYPDFFE 410 
 
 
>ref|ZP_05441142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           D11] 
          Length = 421 
 
 Score =  149 bits (376), Expect = 7e-34,   Method: Compositional matrix adjust. 
 Identities = 108/433 (24%), Positives = 208/433 (48%), Gaps = 46/433 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L+ G + ++N+  S+D+   + A+  LG  +E         
Sbjct: 13  GEVTPPPSKSILHRYIIASSLANGVSKIENISYSDDIIATIEAMEKLGAKIEK---KDNY 69 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  +      ++    +G  +R L            +   G  ++ +RP    
Sbjct: 70  LLIDGSKTFDKKYLNNNAEIDCNESGSTLRFLFPLSIVKKNKILF--KGKGKLFKRP--- 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
               L     + D +       +  N I   G L  G+ ++ G+ISSQ+++ LL + PL  
Sbjct: 125 ----LSLYFENFDKY-QIKYSYINENEILLDGELKSGEYEIDGNISSQFITGLLFSLPLL 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD +I +  KL S  Y+++TL  + +FG+K  + +S+  F I+G Q YKS +N  VE D 
Sbjct: 180 NGDSKIIVKGKLESSSYIDITLNCLNKFGIKIIN-NSYREFIIEGNQTYKS-RNYQVEAD 237 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++FL   +I G  + + G   +SLQGD K   +++ +     W +    V       
Sbjct: 238 YSQVAFFLVANSI-GSNIKINGLNVSSLQGDKK---IIDFISQIDNWNKKEKLV------ 287 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                      ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   EL+K 
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Sbjct: 288 -----------LDGSETPDIIPILSLKACISKKEIEIINIARLRIKESDRLKATVQELSK 336 
 
Query: 374 LGASVEEGPDYCIITPPEKLNV------TAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
           LG  + E  D  +I   +  N        ++ ++ DHR+AM  ++A+ C +  + + +   
Sbjct: 337 LGFDLIEKEDSILINSRKNFNKIFNNSPISLSSHSDHRIAMMIAIASTCYDGEIVLDNSD 396 
 
Query: 427 CTRKTFPDYFDVL 439 
           C +K++P++++V  
Sbjct: 397 CVKKSYPNFWEVF 409 
 
 
>gb|ACF09788.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured marine 
           crenarchaeote KM3-153-F8] 
          Length = 429 
 
 Score =  149 bits (376), Expect = 7e-34,   Method: Compositional matrix adjust. 
 Identities = 126/446 (28%), Positives = 218/446 (48%), Gaps = 33/446 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + ++P K +SG +K P SKS ++R L L  LS   T++ N L S D H  L +    G 
Sbjct: 2   DSVKVKPSK-LSGVIKPPTSKSYTHRALCLGLLSNSPTLIVNPLLSRDTHATLDSCIKFG 60 
 
Query: 65  LSVEADKAAKRAV---VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
             +    ++       V+   G+  VE           N+G  +R LT+ ++A     +  
Sbjct: 61  AEINHLDSSLEFTPPSVLSNPGELNVE-----------NSGTTLRFLTS-ISALIPEGST 108 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +++RP+  L+  L  LG           PP+ V G GG+ GG  ++ GSISSQ 
Sbjct: 109 KLMGDSSIQKRPMQPLIDSLNDLGVSCRSLDNDGTPPILVEG-GGIHGGHTEMFGSISSQ 167 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ++S+LL++   A  +  I++I+ ++S PY++ T+ ++ +FG   + +++   F I+   K 
Sbjct: 168 FISSLLISCSNADNETTIKLIEPIVSEPYIDSTIFMISKFGGLVQRNNNV--FKIEP-SK 224 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA--KVT 299 
           Y S  N  +  D S+A++  AGA ++ G VTV   G    Q D     +L  MGA  K+  
Sbjct: 225 Y-SCNNINIPSDFSAAAFLFAGALLSNGEVTVIMNGNDMPQADRNILNILSQMGAFVKID 283 
 
Query: 300 WTE---TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
            +E   +S T++           L     N++  PD+   ++V++L +     I  +    
Sbjct: 284 SSEPNNSSFTISS-------DGSLNGGTFNLSSCPDLLPVVSVLSLISSESVKITGIEHT 336 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           + KE+ R+  +  EL K GA+V E  D  II  P  +    ++++DDHR+ MAFSL     
Sbjct: 337 KYKESNRLKLVALELRKTGANVVESDDSLIIDAPNTIKSCKLNSHDDHRLFMAFSLIGLN 396 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
              + +        ++PD+ + L +  
Sbjct: 397 SAEIEVVGLKSIDVSYPDFIEDLRSL 422 
 
 
>ref|YP_002881285.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beutenbergia cavernae 
           DSM 12333] 
 gb|ACQ79523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beutenbergia cavernae 
           DSM 12333] 
          Length = 434 
 
 Score =  149 bits (376), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 141/426 (33%), Positives = 207/426 (48%), Gaps = 22/426 (5%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I   V +PGSKSL+NR L+LAAL++  T +   L+S D   M+ ALRTLG  +    
Sbjct: 15  PSAPIDALVDVPGSKSLTNRHLVLAALADAPTTIHAPLHSRDSALMIAALRTLGTGIVEL 74 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                AV  G     PV        +  G AG  MR +   V AA  +A    DG P  R 
Sbjct: 75  PGGDLAVTPG-----PVTGGG---HVDGGLAGTVMRFV--PVVAALADAPVSFDGDPYAR 124 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+G ++  L+ LG  VD        P  V   G + GG++ +  S SSQ++SALL++A 
Sbjct: 125 NRPMGPVLDALRSLGVGVDDAATPGFLPFTVLPSGAVRGGQLTVDASGSSQFVSALLLSA 184 
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Query: 191 PLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           P     +++  +   L S+P+++MT+ L+   GV  +  +        G  +   P +   
Sbjct: 185 PRFTDGLDLRHVGATLPSVPHIDMTVALLRAAGVGVDVPEPGHWVVTPGPIR---PGDVV 241 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           VE D S+A  FLA A   GG+V +      + Q       +LE MG  V      + VTG 
Sbjct: 242 VEPDLSNAGPFLAAALAAGGSVRIPRWPARTTQPGDLLPGLLERMGGTVRRDGDVLQVTG 301 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                     +  ID +++   ++  T+A +A  A  PT IR VA  R  ET+R+ A+   
Sbjct: 302 -------TGVVTGIDADLSPAGELTPTIAALAALATTPTTIRGVAHLRGHETDRLAALVA 354 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+T+LG   EE PD  +I  P  L+   + +YDDHRMA   ++   A   + + D   T  
Sbjct: 355 EITRLGGDAEETPDGLVIR-PADLHGGRVRSYDDHRMATFGAVLGLAVPGIEVDDVATTA 413 
 
Query: 430 KTFPDY 435 
           KT PD+ 
Sbjct: 414 KTLPDF 419 
 
 
>gb|ACF09630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured marine 
           crenarchaeote AD1000-325-A12] 
          Length = 426 
 
 Score =  149 bits (376), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 121/429 (28%), Positives = 212/429 (49%), Gaps = 29/429 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG---LSVEAD 70 
           ++ GT++ P SKS ++R L L+ LS+  T + N L S D    L +    G   L +++  
Sbjct: 10  KLKGTIRPPSSKSYTHRALCLSLLSDSPTSIVNPLFSRDTGATLTSCINFGAQILDLKST 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  V+   G+  VE           N+G  +R LT+ ++A       +L+G   ++ 
Sbjct: 70  IDVTPPSVLSNPGELNVE-----------NSGTTLRFLTS-ISALVPRGEVILNGDDSIQ 117 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  L+  L  LG           PP+ V G GG+ GG  ++SGS+SSQ++S+LL++  
Sbjct: 118 KRPMTPLINSLNDLGVSCHSLDNDGTPPIVVEG-GGIKGGNTEISGSVSSQFISSLLISC 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A  +  I++++ ++S PY++ TL ++ +FG     +++   F I+   KY S K   + 
Sbjct: 177 SRAETETSIKLLEPIVSGPYIDSTLFMINKFGGLVTRTNNM--FKIEP-SKY-SCKKINI 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVT 308 
             D S+A++  AGA ++ G VTV   G    Q D     ++  MGA V      +S TV+ 
Sbjct: 233 PSDFSAAAFLFAGALLSNGEVTVIIDGQDLPQADRNILNIISQMGALVETNSNNSSFTVS 292 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                      L     +++  PD+   ++V++L +     I  +   + KE+ R+  +  
Sbjct: 293 S-------EGTLNGGTFDLSSCPDLLPVVSVLSLISSNSVKITGIGHTKYKESNRLKLVA 345 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           +EL+K GA+V E  D  II  P  +    +++YDDHR+ MAFSL       V +       
Sbjct: 346 SELSKTGANVVESEDSLIIDAPTAIKSCKLNSYDDHRLFMAFSLIGLNSEEVEVSGLKSI 405 
 
Query: 429 RKTFPDYFD 437 
             ++P++ + 
Sbjct: 406 DVSYPNFIE 414 
 
 
>ref|YP_003024563.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           SC84] 
 ref|YP_003026464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           P1/7] 
 ref|YP_003028987.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           BM407] 
 emb|CAZ51311.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           SC84] 
 emb|CAZ56122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
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           BM407] 
 emb|CAR45232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           P1/7] 
 gb|ADE31051.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           GZ1] 
 gb|ADV69658.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           JS14] 
          Length = 426 
 
 Score =  149 bits (376), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 125/446 (28%), Positives = 226/446 (50%), Gaps = 37/446 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++++ GT+++PG KS+S+R ++  +L++G T   N+L  EDV   +   R LG+ +E  
Sbjct: 5   RSVEKLKGTIRVPGDKSISHRSIIFGSLAKGVTRFHNILRGEDVLSTMQVFRDLGVKIED 64 
 
Query: 70  DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +        VG  G + P  D      L +GN+G ++R ++  +  AG +    + G    
Sbjct: 65  NGDIVEVHGVGFDGLQAPKND------LDMGNSGTSIRLISGVL--AGQDFEATMFGDDS 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  + + L Q+G ++      D PP+ + G   L   + +L  + S+Q  SAL+  
Sbjct: 117 LSKRPMDRVTIPLSQMGVEISGQTERDLPPLTIKGNKNLKPIRYQLPVA-SAQVKSALIF 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G  E  I++K ++  + E    ++ +FG + E +    R  I+GGQ++ + +   
Sbjct: 176 AALQAEG--ESVIVEKELTRNHTE---DMIVQFGGQLEVNGKEIR--IQGGQEFIA-QEI 227 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----- 302 
            V GD SSA+++L AG  I G  + +E  G    +  +   +V++ MG K+T +       
Sbjct: 228 TVPGDISSAAFWLVAGLIIPGSKIVLENVGINETRTGI--LDVIKAMGGKMTLSNIDELA 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
            S T+T    E      LKA ++    +P +   L ++ L A    G T IRD    +VK 
Sbjct: 286 KSATITVETSE------LKATEIAGELIPRLIDELPIITLLATQAHGTTIIRDAEELKVK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAE 417 
           ET+R+  +   L  +GA++E   D  II  P  L+   I+T+ DHR+ M  ++AA    + 
Sbjct: 340 ETDRIQVVADALNSMGATIEPTEDGMIIHGPTALHGAEINTFGDHRIGMMTAIAALLAKD 399 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             V +        ++P +F+ L++ + 
Sbjct: 400 GEVVLERAEAINTSYPAFFEHLNSLM 425 
 
 
>ref|ZP_06524660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           D11] 
 gb|EFD80849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           D11] 
          Length = 424 
 
 Score =  149 bits (376), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 108/433 (24%), Positives = 207/433 (47%), Gaps = 46/433 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L+ G + ++N+  S+D+   + A+  LG  +E         
Sbjct: 16  GEVTPPPSKSILHRYIIASSLANGVSKIENISYSDDIIATIEAMEKLGAKIEK---KDNY 72 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  +      ++    +G  +R L            +   G  ++ +RP    
Sbjct: 73  LLIDGSKTFDKKYLNNNAEIDCNESGSTLRFLFPLSIVKKNKILF--KGKGKLFKRP--- 127 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
               L     + D +       +  N I   G L  G+ ++ G+ISSQ+++ LL + PL  
Sbjct: 128 ----LSLYFENFDKY-QIKYSYINENEILLDGELKSGEYEIDGNISSQFITGLLFSLPLL 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            GD +I +  KL S  Y+++TL  + +FG+K   ++S+  F I+G Q YKS +N  VE D 
Sbjct: 183 NGDSKIIVKGKLESSSYIDITLNCLNKFGIKI-INNSYREFIIEGNQTYKS-RNYQVEAD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
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            S  ++FL   +I G  + + G   +SLQGD K  + +  +     W +    V       
Sbjct: 241 YSQVAFFLVANSI-GSNIKINGLNVSSLQGDKKIIDFISQID---NWNKKEKLV------ 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                      ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   EL+K 
Sbjct: 291 -----------LDGSETPDIIPILSLKACISKKEIEIINIARLRIKESDRLKATVQELSK 339 
 
Query: 374 LGASVEEGPDYCIITPPEKLNV------TAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
           LG  + E  D  +I   +  N        ++ ++ DHR+AM  ++A+ C +  + + +   
Sbjct: 340 LGFDLIEKEDSILINSRKNFNKIFNNSPISLSSHSDHRIAMMIAIASTCYDGEIVLDNSD 399 
 
Query: 427 CTRKTFPDYFDVL 439 
           C +K++P++++V  
Sbjct: 400 CVKKSYPNFWEVF 412 
 
 
>ref|ZP_08149589.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 4_1_37FAA] 
 gb|EGC75680.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 4_1_37FAA] 
          Length = 431 
 
 Score =  149 bits (376), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 129/440 (29%), Positives = 210/440 (47%), Gaps = 27/440 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+P  ++ GTV +PG KS+S+R ++  AL+ G T +   L   D    +     +G+S+E 
Sbjct: 3   LKPTTKLRGTVTIPGDKSISHRAVMFGALANGLTEIHGFLQGADCLATIDCFAQMGISIE 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            ++       V   GK      +    L   N+G   R ++  +  AG      L G    
Sbjct: 63  NNQD-----TVLVHGKGLRGLRRPSSALDTKNSGTTTRLISGIL--AGQPFETTLSGDAS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALL 187 
           +  RP+G ++  L  +GAD+    G  C P+R+     L G  +  S +I+S Q  SA+L 
Sbjct: 116 LNTRPMGRIITPLSMMGADITSLSGNGCAPLRIRP-ADLHG--ISYSSNIASAQVKSAIL 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSP 245 
           +A   A  D E  + +  +S  + E   RL+  FG +  +  +D+     I+   +     
Sbjct: 173 LAGLYA--DSETSVTEPELSRDHTE---RLLRAFGAELTSTKTDAGAVSMIQPCNELFGQ 227 
 
Query: 246 KNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           K  +V GD SSA+YF+A G  +    + ++  G    +  +    V E MGA +T+   + 
Sbjct: 228 K-IFVPGDISSAAYFIAAGLLVPHSEIVIKNVGINPTRAGI--LSVCEAMGADITYLSKT 284 
 
Query: 305 VTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                P  +   R   L    +  +++P   D    +AV+A  A+G T IRD A  +VKE 
Sbjct: 285 NDGGEPTADLLVRTSELHGTVIEGSQIPTLIDEIPMIAVLAACAEGTTIIRDAAELKVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           T R+  +   L K+GA +    D  II     L+   ID+Y DHR+AMAFS+AA  A+   
Sbjct: 345 TNRIDTVTENLKKMGADITPTDDGMIIRGKTPLHGAVIDSYFDHRIAMAFSIAALVADGT 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
            TI++  C   ++PD++  L 
Sbjct: 405 TTIQNSSCVDVSYPDFYRTL 424 
 
 
>ref|NP_579428.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrococcus furiosus 
           DSM 3638] 
 gb|AAL81823.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrococcus furiosus 
           DSM 3638] 
          Length = 440 
 
 Score =  149 bits (376), Expect = 8e-34,   Method: Compositional matrix adjust. 
 Identities = 131/441 (29%), Positives = 217/441 (49%), Gaps = 47/441 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P KEI G V  P SKS ++R   L+ L++  ++V+  L S+D    + A+R  G  +  + 
Sbjct: 40  PPKEIQGEVIAPPSKSYTHRGYFLSLLADEKSIVERPLISDDTLATIDAIRAFGADLIEE 99 
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Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  VV     +P E+ +    +F  ++G   R   + + ++      V+DG  ++R 
Sbjct: 100 -------VV-----YPPEELRPNY-IFARDSGTTAR--ISIIVSSLAKGVSVIDGREQLR 144 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA-LLMA 189 
            RP+ D V  L+ +G +    +G   P V+V G G +   +V +    SSQ+ +  L++A 
Sbjct: 145 RRPMEDGVSSLRMIGVEA---IGKRLP-VKVFGRGRISAKEVSIVAEKSSQFATGFLILA 200 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI-----KGGQKYKS 244 
           A + L   ++EI+ K +S PY+EMTL+ ME FGVK + +   +R  I       G K+K  
Sbjct: 201 AKIGL---KVEIV-KPVSKPYIEMTLKTMEEFGVKYDKAQENERLVIFVDPGVKGTKFKV 256 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P      GD SSA+ FL   A+  G + V       +Q D +   +L   GAKV   +   
Sbjct: 257 P------GDYSSAANFLVAGALY-GKIRVRNLMRDDVQADKEILNILREYGAKVKVKDEY 309 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           V V    R P        ++V+ +  PD+   LAV+A +A+G + IR     R+KE++R+ 
Sbjct: 310 VEVESNERNP--------LNVDCSNFPDLFPLLAVLAAYAEGKSVIRG-RQLRIKESDRI 360 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTIR 423 
            A+   L++ G  V E  D   I   +        T++DHR+ MA + LA  A+    I  
Sbjct: 361 HAMAVNLSRAGIRVRELSDGLEIWGGQPKGFRG-KTFNDHRITMALAILALGAKGESIIP 419 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +     K++P++F+ L   +K 
Sbjct: 420 ETKSIAKSYPNFFEDLMRVIK 440 
 
 
>ref|YP_003973698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus atrophaeus 
           1942] 
 gb|ADP32767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus atrophaeus 
           1942] 
          Length = 428 
 
 Score =  149 bits (376), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 129/444 (29%), Positives = 219/444 (49%), Gaps = 34/444 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++ ++G + +PG KS+S+R ++  AL+ G T V N L   D    +   + +G+ +E  
Sbjct: 4   EKVQSLNGEIHIPGDKSISHRSVMFGALANGKTTVKNFLPGADCLSTIECFKKMGVHIE- 62 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
               +    V   GK      + E  L +GN+G  +R +   +  AG      + G   + 
Sbjct: 63  ----RSGSDVTIHGKGISALQEPESLLDVGNSGTTIRLMLGIL--AGRPFYSAVAGDESI 116 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+  +   LK++GA +D   G +  P+ VNG G L G    +S   S+Q  SA+L+A 
Sbjct: 117 AKRPMKRVTDPLKKMGAHIDGRAGGEFTPLSVNG-GDLTGINY-VSPVASAQIKSAVLLA 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G   +    K       + T R++  FG+  E S+      IKGGQ   + ++ + 
Sbjct: 175 GLQAEGTTTVTEPHK-----SRDHTERMLSAFGI--ELSEDNTSVSIKGGQSL-TAQDIF 226 
 
Query: 250 VEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++FLA GA I    + ++  G    +  +   +VL+ MGAK+  TE+S     
Sbjct: 227 VPGDISSAAFFLAAGAIIPNSRIVLKNVGLNPTRTGI--IDVLQKMGAKLHITESS---- 280 
 
Query: 309 GPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
           G   EP+G        L A+++  + +P +   + ++AL A   +G T I+D A  +VKE 
Sbjct: 281 GDSAEPYGDLTIETSELNALEIGGDIIPRLIDEIPIIALLATQAEGTTIIKDAAELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEV 418 
           T R+  + +EL KLGA++E   D   I   + L   A + ++ DHR+ M   +A+C  +  
Sbjct: 341 TNRIDTVVSELRKLGANIEATDDGMKIYGKQTLKGGATVSSHGDHRIGMMLGIASCLTQE 400 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
            + I        ++P +FD L+   
Sbjct: 401 SIEILQTEAIHVSYPTFFDHLNKL 424 
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>ref|ZP_02072284.1| hypothetical protein BACUNI_03730 [Bacteroides uniformis ATCC 8492] 
 gb|EDO52933.1| hypothetical protein BACUNI_03730 [Bacteroides uniformis ATCC 8492] 
          Length = 345 
 
 Score =  149 bits (376), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 114/345 (33%), Positives = 170/345 (49%), Gaps = 46/345 (13%) 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           M++RPI  LV  L++LGA ++       PP+R+ G   L G ++ L+G++SSQY+SALLM 
Sbjct: 1   MQQRPIRILVDALRELGARIEYVGNEGFPPLRITGTE-LTGSEISLAGNVSSQYISALLM 59 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
              +    + + +   +IS PY+ +TL+LM  FG +A+   S D   +  G    +P    
Sbjct: 60  IGTVLPKGLRLHLTGDIISRPYINLTLQLMRDFGAQADWV-SEDCITVSPGGYTDTPFT- 117 
 
Query: 249 YVEGDASSASYFLAGAAITG-------------------------GTVTVE--GCGTTSL 281 
            VE D S+ASY+    AI G                          T  +E  G    S  
Sbjct: 118 -VESDWSAASYWYQMMAIEGIKNEKIKGGDRSSAKESEDSTKEEAHTAEIELLGLFAHSY 176 
 
Query: 282 QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA--IDVNMNKMPDVAMTLAV 339 
           QGD + AEV   +G    +T+  V +T        RK   A  +D +M  +PD+A T  V 
Sbjct: 177 QGDSRGAEVFTRLGVHTEYTDRGVKLT--------RKGTPATRLDEDMVDIPDLAQTFVV 228 
 
Query: 340 VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-- 397 
                D P     + S ++KET+R+ A+ TEL KLG  V    D  ++   E+    A   
Sbjct: 229 TCCLMDIPFRFTGLQSLKIKETDRITALITELRKLGYVVRSEQDSILLWDGERCPADADP 288 
 
Query: 398 -IDTYDDHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLS 440 
            I TY+DHRMAMAF+  AC  +P + I +P    K++P Y++ L  
Sbjct: 289 VIATYEDHRMAMAFA-PACLVLPQIRINEPQVVTKSYPAYWEDLQ 332 
 
 
>ref|YP_007881.1| putative 3-phosphoshikimate 
           1-carboxyvinyltransferase(5-enolpyruvylshikimate-3- 
           phosphat e synthase, EPSP synthase) [Candidatus 
           Protochlamydia amoebophila UWE25] 
 emb|CAF23606.1| putative 3-phosphoshikimate 
           1-carboxyvinyltransferase(5-enolpyruvylshikimate-3- 
           phosphate synthase, EPSP synthase) [Candidatus 
           Protochlamydia amoebophila UWE25] 
          Length = 939 
 
 Score =  149 bits (376), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 128/426 (30%), Positives = 209/426 (49%), Gaps = 20/426 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + LP SKS S R +LL A+++G + V NLL+S DV +    L  + L  + ++    
Sbjct: 525 LAGEISLPPSKSHSIRAILLGAMTQGISRVKNLLDSPDVEH--AKLAAIALGAKIEQVQD 582 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G  G+        +V    GN+G  +R    A  A     T +         RP  
Sbjct: 583 EYLISGVAGQPKTPSGIIDV----GNSGQVLR-FAGAFAALNHGYTVITGDHSICSNRPA 637 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+ GL+ LGA           P+ + G   +  G  +L G   SQ +SALLMA+     
Sbjct: 638 QPLLDGLRCLGAFAKSTRENGYAPLIIKG--PIYEGTAELEGQ-DSQPVSALLMASAFIH 694 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  EI  +      P++++TL  + R GV +  + +++ F I+G Q+ +      + GD  
Sbjct: 695 GTTEI-FVKYPGEKPWIDLTLHWLNRLGV-SYINQNYEYFKIEGIQQ-RPHFEVNIPGDL 751 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S+A++ +A A +T   +T+     + +QGD +   VL+ MGA +   + S T+T  P    
Sbjct: 752 SAAAFPVAAAILTQSKITLYNVDMSDVQGDKQVIHVLQEMGADIQIDQASHTLTVLPGAL 811 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                LK   +++N   D    LAV+A FA G T + + A  R KE+ R+  I  EL K+ 
Sbjct: 812 -----LKGTTIDVNPFIDAVPILAVLACFAKGETHLINAAIARQKESNRLSCITIELKKM 866 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRDPGCTRKTFP 433 
           GA + E  D  +I     L    +++YDDHR+AMA  +A  A   +T ++   C +K+FP 
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Sbjct: 867 GAQIMETDDGLLIR-NSNLRGAIVESYDDHRLAMALIVAGLASEGITEVKGIDCIKKSFP 925 
 
Query: 434 DYFDVL 439 
           ++   L 
Sbjct: 926 NFIQDL 931 
 
 
>ref|YP_003462227.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           GT] 
 gb|ADC73771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           GT] 
          Length = 420 
 
 Score =  149 bits (376), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 132/426 (30%), Positives = 201/426 (47%), Gaps = 25/426 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS + R L+ AA + G + + + L ++D       L  LG+ +  D  ++   
Sbjct: 12  GNIAVPSSKSYTIRGLIAAAQANGQSHIISPLIADDTLATRQVLSGLGIDISTDAGSENW 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G   K P  +      LF   +   +R ++A V A      ++L G   MR RP+   
Sbjct: 72  EITGNTFKAPSGN------LFCRESAATLRFMSA-VCARLPFECHLLAGHSLMR-RPMLP 123 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L QLG +++    T      +NG   +   KV L G+ISSQY+SAL++ AP      
Sbjct: 124 LIQALHQLGIEIETRGNTTV----ING-QFITRSKVSLPGNISSQYVSALMLMAPACTHG 178 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +EI +     S+PY++MT + +  FG+K   S  W    I   Q Y  P    VEGD SS 
Sbjct: 179 LEIHLATPPASLPYLKMTKQTLGSFGIKVHSSIDWQEISIP-PQPYL-PARYRVEGDWSS 236 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           AS FLA  AI    V +    T S Q D    + L  MGA++   +  V V          
Sbjct: 237 ASSFLALGAI-AAPVFISNLDTDSFQADRIMIKFLAEMGAEIESGQNWVKVN-------- 287 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
            K L  I+ ++    D+   LAV A  A G + +  V   R+KE+ R+ A+   L+ +G  
Sbjct: 288 PKLLSGINADLTHSIDLLPALAVAAACAKGQSILSGVRQARIKESNRIRAVSQGLSAMGI 347 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           ++ E  D  II   +      ID++ DHR+AMAF +         I D  C  KT+PD++ 
Sbjct: 348 NIIEEYDRLIIEGGQPKGAE-IDSFGDHRIAMAFGILGSVVGETHISDAECVTKTYPDFW 406 
 
Query: 437 DVLSTF 442 
             L +  
Sbjct: 407 RNLESL 412 
 
 
>ref|ZP_04575009.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           7_1] 
 gb|EEO41969.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           7_1] 
          Length = 424 
 
 Score =  149 bits (376), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 109/433 (25%), Positives = 203/433 (46%), Gaps = 46/433 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L+ G + ++N+  S+D+   + A++ LG  +E         
Sbjct: 16  GEVTPPPSKSILHRYIIASSLANGVSKIENISYSDDIIATIEAMKKLGAKIEK---KDNY 72 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  E    + ++    +G  +R L            +   G  ++ +RP+   
Sbjct: 73  LLIDGSKTFDKEYLNNDNEIECNESGSTLRFLFPLSIVKKNKILF--KGKGKLFKRPLSP 130 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
                 +   +           +  N I   G L  G  ++ G+ISSQ+++ LL + PL  
Sbjct: 131 YFENFDKYQINY--------SYINENEILLDGELKSGVYEIDGNISSQFITGLLFSLPLL 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
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             D +I +  KL S  Y+++TL  + +FGV    ++S+  F IKG Q YKS  N  VE D 
Sbjct: 183 NEDSKIIVKGKLESSSYIDITLNCLNKFGVNI-INNSYKEFIIKGNQTYKSG-NYQVEAD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++FL   +I G  + + G    SLQGD K  + +  +     W +            
Sbjct: 241 YSQVAFFLVANSI-GSNIKINGLNVNSLQGDKKIIDFISQID---NWNKK---------- 286 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                  K + ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   ELTK 
Sbjct: 287 -------KKLILDGSETPDIIPILSLKACISKKEIEIVNIARLRIKESDRLKATVQELTK 339 
 
Query: 374 LGASVEEGPDYCIITPPEKLN------VTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
           LG  + E  D  +I   E  N         + ++ DHR+AM  ++A+ C +  + + +   
Sbjct: 340 LGFDLIERKDSILINSRENFNKIINNSSVYLSSHLDHRIAMMIAIASTCYDGEIVLDNSD 399 
 
Query: 427 CTRKTFPDYFDVL 439 
           C +K++P++++V  
Sbjct: 400 CVKKSYPNFWEVF 412 
 
 
>ref|ZP_03799108.1| hypothetical protein COPCOM_01365 [Coprococcus comes ATCC 27758] 
 gb|EEG90128.1| hypothetical protein COPCOM_01365 [Coprococcus comes ATCC 27758] 
          Length = 451 
 
 Score =  149 bits (376), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 133/458 (29%), Positives = 220/458 (48%), Gaps = 33/458 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M G   + +QP+K++ G V +PG KS+S+R ++  AL++GTT + + L+  D    +G   
Sbjct: 9   MRGYYIMQIQPVKQLRGEVSVPGDKSISHRSIMFGALAKGTTEITHFLHGADCLSTIGCF 68 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R +G+++E      R +V G G     E +     L +GN+G   R ++  ++  G     
Sbjct: 69  RAMGINIE--DTPDRILVHGKGLHGLSEPSS---FLDVGNSGTTTRLISGILS--GQPFA 121 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-- 178 
             L G   +  RP+  ++  L  +GAD+    G  C P+ +N +  LP G+     +I   
Sbjct: 122 TTLSGDASLNSRPMKRIMEPLGMMGADILSQNGNGCAPLLINSL--LPAGQNPSLHAIHY 179 
 
Query: 179 -----SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDS 230 
                S+Q  S++L+A   A  D    + + ++S  + E+   ++  FG   +   HSD  
Sbjct: 180 HSKVASAQVKSSVLLAGLYA--DGLTLVTEPVLSRNHTEL---MLNGFGANVQTEIHSDG 234 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAE 289 
                I   ++    K   V GD SSA+YF+A A +  G+ + ++  GT   +  +   E 
Sbjct: 235 SATASILPCEELYGQK-ILVPGDISSAAYFIAAALLVPGSELLIKNVGTNPTRAGI--LE 291 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFAD 345 
           +   MGA +T+   +     P  +   R   L    V    +P   D    +AV+A FA+ 
Sbjct: 292 ICRAMGADITYLNENCDSGEPTADLLVRTSALHGTTVEGAIIPTLIDEIPMIAVMAAFAE 351 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T IRD A  +VKET+R+      L  +G  V    D  II     ++   I++Y DHR 
Sbjct: 352 GTTIIRDAAELKVKETDRIKTTTEGLLAMGVDVTPTDDGMIIRGGNPVHGGQINSYLDHR 411 
 
Query: 406 MAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +AMAFS+AA  AE    I+D  C   ++P +F  L +  
Sbjct: 412 IAMAFSIAALAAEGNTEIQDGQCVDVSYPSFFTELHSL 449 
 
 
>ref|ZP_05863876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           fermentum 28-3-CHN] 
 gb|EEX25604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           fermentum 28-3-CHN] 
          Length = 432 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 137/437 (31%), Positives = 217/437 (49%), Gaps = 37/437 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++G + +PG KS+S+R L++ ALSEGTTV+D+ L  ED    L AL+ LG  VE ++  

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 890



 

 

Sbjct: 11  RGLNGELAVPGDKSISHRALMIGALSEGTTVIDHFLAGEDCLSTLRALQDLG--VEIERK 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   V+G G    VE A     L + N+G + R L   +  AG   T  L G   +  R 
Sbjct: 69  GEHVEVIGRGIAGLVEPAAP---LQMNNSGTSTRLLMGIL--AGQPFTSQLVGDASLSRR 123 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L +LGA +        P   V     L G +VKL  + S+Q  SA+++AA   
Sbjct: 124 PMKRVQGPLARLGAQIGLSEAGTLPATVVG--HPLQGARVKLEVA-SAQVKSAVILAALQ 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   +        +P  + T RL++ FG       + +   +  G +    +   V G 
Sbjct: 181 AQGSTTVS-----EPLPTRDHTERLLKAFGANLTVDRAANSITVTPGARLVG-QEVLVPG 234 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D SSA++FL AGA I    +TV+  C   +  G ++   VL+ MGA+++  ET+       
Sbjct: 235 DPSSAAFFLVAGAVIANSHLTVKDVCLNPTRTGLIR---VLKKMGARLSIKETASG---- 287 
 
Query: 311 PREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             EP G        L+A+ V    +PD+   L +VAL    ADG + I      RVKET+ 
Sbjct: 288 -GEPLGDVTIQTSQLRAVTVTAKDVPDLIDELPLVALLAACADGVSKISGAGELRVKETD 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPD-YCIITPPE-KLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           R+  +     +LG  VEEGPD + I+  P  ++    ++++ DHR+ M  ++AA  +  P 
Sbjct: 347 RIQTVAELFLQLGVDVEEGPDGWRIVGRPNWQVQKPNLNSHGDHRLGMLAAVAALRSTTP 406 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + + DP     ++P +F 
Sbjct: 407 LFLIDPDAVAVSYPSFF 423 
 
 
>ref|ZP_05649018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           gallinarum EG2] 
 gb|EEV32351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           gallinarum EG2] 
          Length = 429 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 133/438 (30%), Positives = 209/438 (47%), Gaps = 36/438 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             + GT+ +P  KS+S+R ++  AL+EGTT V N L  ED    L A + LG+ ++ D   
Sbjct: 8   NHLRGTLTVPSDKSISHRSIMFGALAEGTTTVRNFLRGEDCLSTLHAFQELGVPIQDDGE 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                  G GG   ++ A   + +  GN+G  +R +   +  AG   T  L G   + +R 
Sbjct: 68  TITITGQGFGG---LKAADRSIDV--GNSGTTIRLMMGIL--AGQPFTTTLLGDDSLNQR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAP 191 
           P+  +++ L Q+GA ++    ++ PP+ + G   L    +  S  ++S Q  SALL AA  
Sbjct: 121 PMNRVMLPLNQMGARLNGSNESEFPPITIQGTRDL--SPIDYSMPVASAQVKSALLFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   I  ++K  S  + E  +R   +FG   E +       I G Q +   +   V  
Sbjct: 179 QAQGTSRI--VEKEPSRNHTEEMIR---QFG--GEITVKGKEIQITGPQSFVG-QEVIVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-----ETSV 305 
           GD SSA++FL AGA +    +T+E  G    +  +   +VLE MGA+++ T       S  
Sbjct: 231 GDISSAAFFLTAGAVLPNSEITLENVGINPTRTGI--LDVLEQMGAQISLTAIDQNNQSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETE 362 
           T+T           LK I++    +P +   L ++AL A    G T IRD    +VKET  
Sbjct: 289 TIT------IRSSALKGIEIQGAIIPRLIDELPIIALLATQAVGQTVIRDAEELKVKETN 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+ A   ELTKLGA +    D  II  P  L+   + +  DHR+ M   +AA   +  V  
Sbjct: 343 RIDATAEELTKLGADITPTEDGLIINGPTPLHGGNVSSRGDHRIGMMLQVAALLTQEDVE 402 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           +        ++P +F+ L 
Sbjct: 403 LEQAEAVAVSYPHFFEDL 420 
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>dbj|BAI85758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. natto BEST195] 
          Length = 439 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 130/453 (28%), Positives = 225/453 (49%), Gaps = 36/453 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++  + ++ + G + +PG KS+S+R ++  AL+ GTT V N L   D    +   R +G 
Sbjct: 10  EKMKREKVQALHGEIHIPGDKSISHRSVMFGALAAGTTTVKNFLPGADCLSTIDCFRKMG 69 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E  ++    V+ G G    ++  KE E  L +GN+G  +R +   +  AG      + 
Sbjct: 70  VHIE--QSGSDVVIHGKG----IDALKEPESLLDVGNSGTTIRLMLGIL--AGRPFYSAV 121 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   + +RP+  +   LK++GA +D   G +  P+ V+G   L G    +S   S+Q   
Sbjct: 122 AGDESIAKRPMKRVTEPLKKMGAKIDGRAGGEFTPLSVSG-ASLKGIDY-VSPVASAQIK 179 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+L+A   A G   +    K       + T R++  FGVK   S+      I GGQK   
Sbjct: 180 SAVLLAGLQAEGTTTVTEPHK-----SRDHTERMLSAFGVKL--SEDQTSVSIAGGQKL- 231 
 
Query: 244 SPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +  + +V GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGAK+     
Sbjct: 232 TAADIFVPGDISSAAFFLAAGAMVPNSRIVLKNVGLNPTRTGI--IDVLQNMGAKLEIKP 289 
 
Query: 303 TSVTVTGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVA 354 
           ++ +      EP+G        LKA+++  + +P +   + ++AL    A+G T I+D A 
Sbjct: 290 SADSGA----EPYGDLIIETSSLKAVEIGGDIIPRLIDEIPIIALLATQAEGTTVIKDAA 345 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLA 413 
             +VKET R+  + +EL KLGA +E   D   +   + L    A+ ++ DHR+ M   +A 
Sbjct: 346 ELKVKETNRIDTVVSELRKLGAEIEPTADGMKVYGKQTLKGGAAVSSHGDHRIGMMLGIA 405 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           +C  E P+ I        ++P +F+ L+   K  
Sbjct: 406 SCITEEPIEIEHTDAIHVSYPTFFEHLNKLSKK 438 
 
 
>ref|YP_291244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. NATL2A] 
 sp|Q46LT7.1|AROA_PROMT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAZ57541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. NATL2A] 
          Length = 444 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 135/444 (30%), Positives = 216/444 (48%), Gaps = 26/444 (5%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQ   E+ G VK+PG KS+S+R LL  A+++G T+++ LL +ED       LR++G+ +  
Sbjct: 13  LQKGGELCGKVKVPGDKSISHRALLFGAIAKGKTLIEGLLPAEDPLSTAECLRSMGVKIS 72 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
             K      + G G      +  +E Q  L  GN+G  MR L   + A   +  ++L G  
Sbjct: 73  PIKKGDIIEIEGVG-----LNGLQEPQDILNCGNSGTTMR-LIMGLLAGQKDHHFILTGD 126 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R RP+  +   LK +GA V    G +  P+ +  IG    G V  +   S+Q  SA+ 
Sbjct: 127 KSLRNRPMKRVGQPLKMMGAKVFGRCGGNLAPLSI--IGNKLRGAVIGTPVASAQIKSAI 184 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+AA  A G   +  I+   S  + E   R+++ FG   E      R       K    + 
Sbjct: 185 LLAALNAEGSTTV--IEPARSRDHSE---RMLKAFGANLEVGGEMGRHITVSPGKDLKGQ 239 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
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           +  V GD SSA+++L AG+ I G  + VE  G    +  +   +VLE M A +        
Sbjct: 240 SIIVPGDISSAAFWLIAGSIIPGSELVVENVGLNPTRTGI--LDVLEEMEANINVINKR- 296 
 
Query: 306 TVTGPPR---EPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            V G P    E F +++LK   ++   MP   D    L+V A F +G + I+  +  RVK 
Sbjct: 297 DVAGEPVGDIEVFYKENLKPFKIDGEIMPRLVDEIPILSVGACFCNGISQIKGASELRVK 356 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET+R+  +  +L ++GASV+E  D   I   + L    +D+ DDHR+AM+ ++A+  A   
Sbjct: 357 ETDRLAVMARQLKRMGASVDEHQDGLTIYGGKSLEGCELDSEDDHRIAMSLAIASIMANS 416 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
             T+R       ++PD++  L    
Sbjct: 417 NSTLRRSEAAAISYPDFWSDLKRL 440 
 
 
>gb|EFS75355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL037PA2] 
 gb|EFT16678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL037PA3] 
          Length = 429 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 137/439 (31%), Positives = 222/439 (50%), Gaps = 31/439 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             ++G V +PGSKS +NR L+LAAL +G +++D +L S D   M   L+ LG  +++    
Sbjct: 15  HRLAGRVVVPGSKSQTNRALVLAALGDGPSILDGVLTSRDSLLMSAGLQRLGADIQSVGP 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   VV           A+    +  G AG  MR L        G+  +V D  P  R R 
Sbjct: 75  SSVRVVPRL--------ARPAGPIECGLAGTVMRFLPVVAALVPGSTQFVGD-EPASR-R 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG ++ GL+QLG +VD    +D  P  +     L G +V +  + SSQ++SALL+A    
Sbjct: 125 PIGPVLNGLRQLGVEVD----SDQLPFSLRAPDRLGGPEVTIDSAASSQFISALLLAGAR 180 
 
Query: 193 ALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-- 249 
               +++      + S P++ MT  ++   GV    SD    + ++ G     P +A+   
Sbjct: 181 FPRGIDLRHDGASVPSAPHIAMTCAMLADRGVTVV-SDEPCHWVVRPG-----PIHAFDD 234 
 
Query: 250 -VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D ++A+ FLA A + GG+VTV      S+Q   +F  + + MGA+++ T+ S+T+T 
Sbjct: 235 AIEPDLTNAAVFLAAALVVGGSVTVPAWPADSIQPGAQFVGIADKMGARISRTDDSMTIT 294 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  G + L+ IDV++++  ++   +AVVA  A G + IR VA  R  ET+R+ A+  
Sbjct: 295 AQ-----GWQELRPIDVDLHEASELTPVVAVVASVAFGRSRIRGVAHIRGHETDRLAALA 349 
 
Query: 369 TELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
            EL  LG  +++  D   IT    +K +      Y DHRMA A +L       + + D   
Sbjct: 350 HELANLGVEIQQTDDGLDITGQGADKPHGAKFRCYADHRMAHAGALLGLVIDGIELDDIA 409 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
           CT KT P +  + +  V+  
Sbjct: 410 CTSKTMPQFPQMWADLVQE 428 
 
 
>ref|ZP_06259151.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella parvula 
           ATCC 17745] 
 gb|EFB86103.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella parvula 
           ATCC 17745] 
          Length = 422 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 118/427 (27%), Positives = 198/427 (46%), Gaps = 31/427 (7%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           +GT+    +K+ ++R L+ AAL+   + +     S+D+   + +LR LG  V      +  
Sbjct: 10  TGTIASIPAKAHAHRALICAALANSPSTILLSRTSKDIDATMDSLRGLGAHV----VYEN 65 
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Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            VV    G  P +       +    +G  +R L     +        +D   R+ +RP+  
Sbjct: 66  KVVTVIPGPVPTKG-----NVVPHESGTTLRLLLPVAVSICNEV--AVDAKGRLPDRPLE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            ++  +K  G         D PP  + G   L GG+  + G +SSQ+ S LL+AAP   G 
Sbjct: 119 PMLGQMKAHGVT----FSQDKPPFTMTG--RLQGGEFGMVGDVSSQFFSGLLLAAP-QCG 171 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFYIKGGQKYKSPKNAYVE 251 
              I     L S  YV +T   M  FGV  +H+ + D     F +     +K   N  +E 
Sbjct: 172 GATITSTTPLQSSDYVTLTTTTMANFGVTVDHTPASDTVQESFAVAANTTFKGQSNYQIE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S+ + ++  A +TG  +T+ G    S+Q D +  +++   G  V W   +VTV G   
Sbjct: 232 GDWSNTAIWMVAAGMTGKPITITGMNKNSVQADRRIMQIMIDTGCDVVWDGMNVTVMG-- 289 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                 + +K I  ++ +MPD+   +A +A    G ++    A  R+KE++R+ A+   + 
Sbjct: 290 ------RAVKPIHADLEQMPDMLPVMAALACSIHGESSFVKGARLRLKESDRLEAVANLV 343 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
             LG +V E  D   I     L     D  +DHR+ MA +L A  +E PVT++D     K 
Sbjct: 344 RDLGGTVREDGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISENPVTLKDSEAITK 403 
 
Query: 431 TFPDYFD 437 
           ++PD+F+ 
Sbjct: 404 SYPDFFE 410 
 
 
>ref|ZP_00519130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Crocosphaera watsonii 
           WH 8501] 
 gb|EAM47785.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Crocosphaera watsonii 
           WH 8501] 
          Length = 449 
 
 Score =  149 bits (375), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 127/436 (29%), Positives = 214/436 (49%), Gaps = 25/436 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R L+L A++EG T+++ LL  ED        R +G  +      K 
Sbjct: 28  LQGTLQIPGDKSISHRALMLGAIAEGETIIEGLLLGEDPRSTADCFRAMGAKISPLNNEK 87 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V V   G   +++  E ++   GN+G  MR L   + A+  +  + + G   +R RP+ 
Sbjct: 88  --VTVQGIGLGHLQEPSEVLEA--GNSGTTMR-LMLGLLASHPDRLFCVTGDASLRSRPM 142 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLA 193 
             ++  L+ +GA +         P+ + G    P   +     I+S Q  S +L+A  +  
Sbjct: 143 SRVIKPLQTMGAKIWGRNNNSLAPLAIQGQTLKP---IHYHSPIASAQVKSCILLAGLMT 199 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  +  + +  +S  + E   R+++ FG   +   + +   I G  +    K   V GD 
Sbjct: 200 EG--KTTVTEPALSRDHSE---RMLQAFGATLDIDATTNSVTITGHPELTGQK-VIVPGD 253 
 
Query: 254 ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L  A+I  G  + +E  G    +  +   E LEMMGA ++  E    +TG P  
Sbjct: 254 ISSAAFWLVAASIVEGAELLIENVGINPTRTGI--LEALEMMGANISL-ENERVITGEPV 310 
 
Query: 313 EPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                K   LKA  +    +P   D    LAV ALFA G T I+D A  RVKE++R+  I 
Sbjct: 311 ADLRVKATQLKACTIQGEIIPRLIDEVPILAVAALFAQGTTIIKDAAELRVKESDRLAVI 370 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
            ++L K+GA++ E PD   IT  ++LN   +D+  DHR+AM+ ++AA  A+    I     
Sbjct: 371 ASQLGKMGANITELPDGLEITGGKELNGAEVDSCGDHRIAMSLAIAALRAKGKTIINGAE 430 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
               ++P++ + L    
Sbjct: 431 AAAISYPEFVESLQAI 446 
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>ref|ZP_02090016.1| hypothetical protein FAEPRAM212_00252 [Faecalibacterium prausnitzii 
           M21/2] 
 gb|EDP22943.1| hypothetical protein FAEPRAM212_00252 [Faecalibacterium prausnitzii 
           M21/2] 
          Length = 424 
 
 Score =  148 bits (374), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 131/429 (30%), Positives = 210/429 (48%), Gaps = 36/429 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G +  P SKS+++R +L AAL+ G + + +L  S+D+   L A   L  +V     A  
Sbjct: 12  IGGVIAAPPSKSMAHRAVLCAALAVGRSHITHLEFSKDISATLSAAAQLCAAV--GTGAD 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A V G G   P+      V +    +G  +R L    +  G   T+   G  R+ ERP  
Sbjct: 70  DATVQGLGHFLPLT-----VPVDCCESGSTLRFLIPIASLTGQPVTFT--GRGRLMERPQ 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAP 191 
                  ++     +  L         +G+   G L  G  +L+G++SSQ++S LL A P 
Sbjct: 123 CVYETLYREQNLRFEQSL---------SGLTVEGALTPGDYRLAGNVSSQFISGLLFALP 173 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L  GD  + +I  + S  Y++MT  +   FGV +   D+     + GGQ+Y  P +  VE 
Sbjct: 174 LLPGDSTLHLIPPVESRSYIDMTRAVQAAFGVHSRWLDA-TTLLLPGGQQYH-PCDYNVE 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD S A++     A+ GG VT+ G    +LQGD    ++L   GA  T T  SVT      
Sbjct: 232 GDYSQAAFPAVLGAVCGG-VTITGLAPDTLQGDAAILDILRRCGAVFTRTGDSVT----- 285 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
              F +  L  +D+++   PD+   L V+ L  +G T IR+    R+KE++R+ A+  EL 
Sbjct: 286 ---FAKAPLHGVDIDLADCPDLGPVLMVLGLLCEGTTVIRNAQRLRLKESDRIAAMEAEL 342 
 
Query: 372 TKLGASVE-EGPDYCIITPPEKLNVTA--IDTYDDHRMAMA-FSLAACAEVPVTIRDPGC 427 
              G  +E +G    +    E+L+  A  +  ++DHR+ M+   LAA A +P+T+ D    
Sbjct: 343 RACGGVLESDGGTITVHGCAERLHAPAAPLHGHNDHRVVMSLAVLAAAAALPLTVDDAEA 402 
 
Query: 428 TRKTFPDYF 436 
            +K++P +F 
Sbjct: 403 IQKSWPGFF 411 
 
 
>ref|YP_003312568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella parvula 
           DSM 2008] 
 gb|ACZ25288.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Veillonella parvula 
           DSM 2008] 
          Length = 422 
 
 Score =  148 bits (374), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 125/427 (29%), Positives = 208/427 (48%), Gaps = 35/427 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN--SEDVHYMLGALRTLGLSVEADKAAK 74 
           GT+    +K+ ++R L+ AAL+   + +  LLN  S+D+   + +LR LG  V  +     
Sbjct: 11  GTIASIPAKAHAHRALICAALASSPSTI--LLNRTSKDIDATMDSLRGLGAHVVYEN--- 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V V          A ++  +    +G  +R L   V A+  N   V D   R+ +RP+ 
Sbjct: 66  KVVTV------TPSPAPQKGNVVPHESGTTLR-LLLPVAASICNEVAV-DAKGRLPDRPL 117 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  +K  G         D PP  + G+  L GG+  + G +SSQ+ S LL+AAP    
Sbjct: 118 EPMLGEMKAHGVT----FSQDKPPFTMTGL--LQGGQFSMVGDVSSQFFSGLLLAAPQCG 171 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH---SDS-WDRFYIKGGQKYKSPKNAYV 250 
           G + I     L S  YV +T   M  FGV  +H   SD+  + F +     +K   +  + 
Sbjct: 172 GAI-ITSTTPLQSSDYVTLTTTTMVDFGVTVDHIPASDTVQESFTVAANATFKGQNDYQI 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           EGD S+ + ++  AA+TG  +T+ G    S+Q D +  +V+   G  V W   +VT+TG  
Sbjct: 231 EGDWSNTAIWMVAAAMTGKPITITGMNKNSVQADRRIMQVMIDAGCDVVWNGMNVTITG- 289 
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Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  + +K I  ++ +MPD+   +A +A    G ++  + A  R+KE++R+ A+    
Sbjct: 290 -------RAVKPIHADLEQMPDMLPVMAALACSIQGKSSFVNGARLRLKESDRLEAVANL 342 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTR 429 
           +  LG +V E  D   I     L     D  +DHR+ MA +L A  +E PV ++D      
Sbjct: 343 VRDLGGTVREDGDDLYIIGSGILKGGQGDCVNDHRLVMAGTLMALISENPVILQDSEAIT 402 
 
Query: 430 KTFPDYF 436 
           K++PD+F 
Sbjct: 403 KSYPDFF 409 
 
 
>ref|ZP_00206361.1| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Bifidobacterium longum DJO10A] 
          Length = 433 
 
 Score =  148 bits (374), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 136/431 (31%), Positives = 207/431 (48%), Gaps = 23/431 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D A 
Sbjct: 16  QPLNATVTVPGSKSLSNRYLILAALGSKPVTLIGLLRSRDTDLMMGALEALGVRCDVDSA 75 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPVSGRF-----HGNVNVFCGLAGTVMRFVPGLALFADGPVNF--DGDEQAY 128 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GL+QLGA VD        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMKPVLDGLEQLGATVDYHGEVGRLPFTITPPATLPAAQAQVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +    G + +    +K  S+P++ MT+  +   G   E  +S   + ++      S K  
Sbjct: 189 ISSKLPGGLHLAHTGEKTPSLPHIRMTVADVTGAGGAVEADESARTWTVEPRAMQLSSK- 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGA+V++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAEVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD  T +  +   R  ET R+  
Sbjct: 304 GGVRYCEVTGDGTVRGLGTFDLTAAGEIAPSLAAILVFADKSTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTI 422 
           A+  E+ ++G + EE PD   I   P E L+   ++TY DHRMA  F+      +P + + 
Sbjct: 364 ALVNEIRRVGGAAEELPDGLRIEPVPAETLHGAVMETYADHRMA-TFAAMLGLRIPDIEV 422 
 
Query: 423 RDPGCTRKTFP 433 
            +   TRKT P 
Sbjct: 423 INVATTRKTLP 433 
 
 
>ref|ZP_08041384.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equinus 
           ATCC 9812] 
 gb|EFW88961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equinus 
           ATCC 9812] 
          Length = 434 
 
 Score =  148 bits (374), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 127/449 (28%), Positives = 230/449 (51%), Gaps = 37/449 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L  + ++ GT+++PG KS+S+R ++  +L+EGTT + ++L  EDV   +   R LG+ + 
Sbjct: 10  LLTNVSQLQGTLRVPGDKSISHRSIMFGSLAEGTTTIRDILRGEDVLSTMQVFRDLGVDI 69 
 
Query: 68  EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           + D        VG  G K P      + +L +GN+G ++R ++  +  AG + T  + G  
Sbjct: 70  QDDGELVTITGVGFDGLKAP------KNKLNMGNSGTSIRLISGVL--AGQDFTVEMFGD 121 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
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             + +RP+  + + L+Q+G +V      D PP+ ++G   L     +L  + S+Q  SAL 
Sbjct: 122 DSLSKRPMDRVTIPLRQMGVEVSGQTERDLPPLTMHGSKALKPIHYQLPVA-SAQVKSAL 180 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA  A  D E  II+K  +  + E    ++ +FG K + +    R  IKGGQ++ + + 
Sbjct: 181 IFAALQA--DGESVIIEKEKTRNHTE---DMIVQFGGKIDVNGKEIR--IKGGQEF-TGQ 232 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-- 303 
           +  V GD SSA+++L AG  +    V ++  G    +  +   +V++ MG K+T ++    
Sbjct: 233 DVVVPGDISSAAFWLVAGLIVPNAKVILKNVGINETRTGI--LDVIKAMGGKMTISDVDD 290 
 
Query: 304 ---SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWR 357 
              S T+T    E      L+  ++    +P +   L ++AL A   +G TAIRD    + 
Sbjct: 291 IAKSATITVETSE------LRGTEIGGEIIPRLIDELPIIALLATQANGTTAIRDAEELK 344 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           VKET+R+  +   L  +GA++    D  II     L+   I+T+ DHR+ M  ++AA    
Sbjct: 345 VKETDRIQVVADALNAMGANITPTDDGMIIKGKTPLHGAKINTFGDHRIGMMAAIAALLV 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++  V +        ++P +F+ L    + 
Sbjct: 405 SDGDVELERAEAINTSYPSFFNDLEVLSR 433 
 
 
>ref|ZP_01895125.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinobacter algicola 
           DG893] 
 gb|EDM46783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinobacter algicola 
           DG893] 
          Length = 751 
 
 Score =  148 bits (373), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 133/435 (30%), Positives = 212/435 (48%), Gaps = 28/435 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQP   ISG +++PG KS+S+R ++L AL++G T V   L  ED    L A R +G+++E 
Sbjct: 320 LQPGGRISGEIRVPGDKSISHRSIMLGALADGITEVKGFLEGEDSLATLQAFRDMGVTIE 379 
 
Query: 69  A-DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
             D    R   VG  G + P         L+LGN+G AMR  +  + A   ++   L G  
Sbjct: 380 GPDAGFVRIHGVGINGLQAP------RGPLYLGNSGTAMRLFSGLLAAQPFDSE--LTGD 431 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+G +   L+ +GA +D   G   PP+++ G   L G   ++  + S+Q  S L 
Sbjct: 432 ESLSKRPMGRVADPLRAMGAVIDTAEGGR-PPLKIRGGHALTGIHYEMPVA-SAQVKSCL 489 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G     +       P  + T R++E FG    H D+       GG+   +   
Sbjct: 490 LLAGLYAEG-----VTSVTEPAPTRDHTERMLEGFGYHV-HRDTATASVTGGGRLTATAI 543 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SS+++FL  A+I   + +T+   G    +  V    +L MMGA +   E  V 
Sbjct: 544 D--VPADISSSAFFLVAASIAPDSDLTIRHVGMNPTR--VGVINILRMMGANIEVLEERV 599 
 
Query: 306 TVTGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
               P  +   R   LK ID+  +++P   D    L + A+ A+G T +R     RVKE+ 
Sbjct: 600 IGGEPVADLRVRSAELKGIDIPEDQVPLAIDEFPVLFIAAVCAEGRTVLRGAEELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   LT LG      PD  II   + +    ++++ DHR+AMAFS+A+  AE  + 
Sbjct: 660 DRIQVMADGLTALGVETTVTPDGIIIDGGQTMTAGTVNSHGDHRIAMAFSVASLRAEGDI 719 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            + D      +FP + 
Sbjct: 720 EVTDCANVSTSFPGF 734 
 
 
>ref|ZP_03944986.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           fermentum ATCC 14931] 
 gb|EEI22013.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           fermentum ATCC 14931] 
          Length = 432 
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 Score =  148 bits (373), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 137/437 (31%), Positives = 218/437 (49%), Gaps = 37/437 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++G + +PG KS+S+R L++ ALSEGTTV+D+ L  ED    L AL+ LG  VE ++  
Sbjct: 11  RGLNGELAVPGDKSISHRALMIGALSEGTTVIDHFLAGEDCLSTLRALQDLG--VEIERK 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   V+G G    VE A     L + N+G + R L   +  AG + T  L G   +  R 
Sbjct: 69  GEHVEVIGRGIAGLVEPAAP---LQMNNSGTSTRLLMGIL--AGQSFTSQLVGDASLSRR 123 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L +LGA +        P   V     L G +VKL  + S+Q  SA+++AA   
Sbjct: 124 PMKRVQGPLARLGAQIGLSEAGTLPATVVG--HPLQGARVKLEVA-SAQVKSAVILAALQ 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   +        +P  + T RL++ FG       + +   +  G +    +   V G 
Sbjct: 181 AQGSTTVS-----EPLPTRDHTERLLKAFGANLTVDRAANSITVTPGARLVG-QEVLVPG 234 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D SSA++FL AGA I    +TV+  C   +  G ++   VL+ MGA+++  ET+       
Sbjct: 235 DPSSAAFFLVAGAVIANSHLTVKDVCLNPTRTGLIR---VLKKMGARLSIKETASG---- 287 
 
Query: 311 PREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             EP G        L+A+ V    +PD+   L +VAL    ADG + I      RVKET+ 
Sbjct: 288 -GEPLGDVTIQTSQLRAVTVTAKDVPDLIDELPLVALLAACADGVSEISGAGELRVKETD 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPD-YCIITPPE-KLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           R+  +   L +LG  VEE PD + I+  P  ++    ++++ DHR+ M  ++AA  +  P 
Sbjct: 347 RIQTVAELLLQLGVDVEERPDGWRIVGRPNWQVQKPNLNSHGDHRLGMLAAVAALRSTTP 406 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + + DP     ++P +F 
Sbjct: 407 LFLIDPDAVAVSYPSFF 423 
 
 
>ref|NP_390141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. subtilis str. 168] 
 ref|ZP_03592023.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. subtilis str. 168] 
 ref|ZP_03596303.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. subtilis str. NCIB 3610] 
 ref|ZP_03600714.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. subtilis str. JH642] 
 ref|ZP_03604990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. subtilis str. SMY] 
 sp|P20691.1|AROA_BACSU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAA20869.1| AroE [Bacillus subtilis] 
 emb|CAB14176.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvoylshikimate-3-phosphate synthase) [Bacillus 
           subtilis subsp. subtilis str. 168] 
          Length = 428 
 
 Score =  148 bits (373), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 222/446 (49%), Gaps = 36/446 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++ + G + +PG KS+S+R ++  AL+ GTT V N L   D    +   R +G+ +E  + 
Sbjct: 6   VQTLHGEIHIPGDKSISHRSVMFGALAAGTTTVKNFLPGADCLSTIDCFRKMGVHIE--Q 63 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           ++   V+ G G    ++  KE E  L +GN+G  +R +   +  AG      + G   +  
Sbjct: 64  SSSDVVIHGKG----IDALKEPESLLDVGNSGTTIRLMLGIL--AGRPFYSAVAGDESIA 117 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   LK++GA +D   G +  P+ V+G   L G    +S   S+Q  SA+L+A  
Sbjct: 118 KRPMKRVTEPLKKMGAKIDGRAGGEFTPLSVSG-ASLKGIDY-VSPVASAQIKSAVLLAG 175 
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Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   +    K       + T R++  FGVK   S+      I GGQK  +  + +V 
Sbjct: 176 LQAEGTTTVTEPHK-----SRDHTERMLSAFGVKL--SEDQTSVSIAGGQKL-TAADIFV 227 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGAK+    ++ +    
Sbjct: 228 PGDISSAAFFLAAGAMVPNSRIVLKNVGLNPTRTGI--IDVLQNMGAKLEIKPSADSGA- 284 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP+G        LKA+++  + +P +   + ++AL    A+G T I+D A  +VKET 
Sbjct: 285 ---EPYGDLIIETSSLKAVEIGGDIIPRLIDEIPIIALLATQAEGTTVIKDAAELKVKET 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AEVP 419 
            R+  + +EL KLGA +E   D   +   + L    A+ ++ DHR+ M   +A+C  E P 
Sbjct: 342 NRIDTVVSELRKLGAEIEPTADGMKVYGKQTLKGGAAVSSHGDHRIGMMLGIASCITEEP 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           + I        ++P +F+ L+   K  
Sbjct: 402 IEIEHTDAIHVSYPTFFEHLNKLSKK 427 
 
 
>ref|YP_909548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           adolescentis ATCC 15703] 
 dbj|BAF39466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           adolescentis ATCC 15703] 
          Length = 450 
 
 Score =  148 bits (373), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 137/448 (30%), Positives = 208/448 (46%), Gaps = 32/448 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+ ALR LG+  E D   
Sbjct: 19  KPLNATVVVPGSKSLSNRYLILAALGSEPVRLVGLLRSRDTELMMEALRALGVRCEVDVE 78 
 
Query: 73  AKRAVVVG--CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V     G F         +++ G AG  MR +      A G   +  DG  +   
Sbjct: 79  TDTTVTVTPPADGHF-----HGNAKIYCGLAGTVMRFVPGLAMFADGPVDF--DGDEQAY 131 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            RP+  ++ GL+QLGA ++ + G       T  PP   + +   P   V +  S SSQ++ 
Sbjct: 132 ARPMKPVLDGLRQLGATIE-YHGEEGRLPFTITPPAFDSAVRETP-NVVSIDSSGSSQFI 189 
 
Query: 184 SALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           S LL+      G +E+     K  S+P++ MT+  ++  GV A   +    + +  G    
Sbjct: 190 SGLLLIGSRVPGGLELHHTGKKTPSLPHIRMTVADLKSAGVDAIADEDVHVWGVAPG-TV 248 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + P    VE D S+A+ FL  A I GGTV V     T+ Q        LE MGA+V++ E 
Sbjct: 249 QLPGQVTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLERMGAQVSFPE 308 
 
Query: 303 TS----VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            +      VTG      G       D ++    ++A +LA +  FAD PT +  +   R  
Sbjct: 309 KNGIRYCEVTG------GHAINGLGDFDLTAAGEIAPSLAAILAFADKPTNMIGIGHLRG 362 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAACA 416 
            ET R+ A+  E+T++G    E PD   ITP     L    ++TY DHRMA   ++     
Sbjct: 363 HETNRLEALVNEITRIGGEARELPDGLKITPVSAGCLRPAVMETYADHRMATFAAMLGLR 422 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              + + +   T KT P++ ++ +  +  
Sbjct: 423 IKGIQVENIAATAKTLPNFVNMWNDMLS 450 
 
 
>ref|YP_002446433.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           G9842] 
 ref|ZP_04065668.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis IBL 4222] 
 sp|B7ILG9.1|AROA_BACC2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACK93840.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
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           G9842] 
 gb|EEN02666.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis IBL 4222] 
          Length = 429 
 
 Score =  148 bits (373), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 131/456 (28%), Positives = 219/456 (48%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L+  D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLSGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    +S  
Sbjct: 112 SCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYISP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLILQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTIEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           IRD    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IRDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE  + I D      ++P +FD L    K 
Sbjct: 394 LAIAGCLAEGKIIIEDAEAVGVSYPTFFDELQKLAK 429 
 
 
>ref|ZP_06384771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrospira platensis 
           str. Paraca] 
 dbj|BAI92503.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arthrospira platensis 
           NIES-39] 
          Length = 450 
 
 Score =  148 bits (373), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 131/442 (29%), Positives = 219/442 (49%), Gaps = 31/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R L+L AL+EG T ++ LL   D          LG  + ++  ++ 
Sbjct: 28  LQGSLTIPGDKSISHRALMLGALAEGVTTIEGLLLGADPRSTAECFSGLGAEI-SELNSQ 86 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +  V GCG    + + +E  ++   GN+G  MR L   + A+  +  + + G   + +RP 
Sbjct: 87  QIKVKGCG----IGNLQEPDRVLDAGNSGTTMR-LMLGILASHPDRLFTITGDSSLVKRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  ++  L Q+GA +         P+ V G    P   +     I+S Q  S +L+A  + 
Sbjct: 142 MDRVIRPLTQMGATIWGRRSGSLAPLAVRGQQLQP---IHYHSPIASAQVKSCILLAGLM 198 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G   +   +  +S  + E   R+++ FG +   +   +   + G  K +  +   V G 
Sbjct: 199 VEGATTV--TEPALSRDHTE---RMLKAFGAQLTVNPDTNSVTVFGPAKLQG-QTVIVPG 252 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L  A+I  G+ +T+E  G    +  +   E + MMGA +  ++    V G P 
Sbjct: 253 DISSAAFWLVAASIVPGSDITIENVGVNPTRTGI--LEAMAMMGADIE-SQGERLVAGEP 309 
 
Query: 312 ----REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
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               R  F R  LKA ++  + +P   D    LAV A FA+G T IRD A  RVKE++R+ 
Sbjct: 310 VADLRVRFSR--LKACEIKGDLIPRLIDEIPILAVAAAFAEGTTTIRDAAELRVKESDRI 367 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
             + TELTK+GA + E PD   IT    L    +D+  DHRMAM+ ++AA  A+   TI  
Sbjct: 368 TVMATELTKMGAKISELPDGLEITGGFPLRGAEVDSDTDHRMAMSLAIAALNAKGSTTIH 427 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
                  ++PD+ + L   + N 
Sbjct: 428 RAEAAAISYPDFVESLQQLIIN 449 
 
 
>ref|ZP_01728795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. 
           CCY0110] 
 gb|EAZ91810.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. 
           CCY0110] 
          Length = 450 
 
 Score =  147 bits (372), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 134/437 (30%), Positives = 210/437 (48%), Gaps = 31/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R L+L A++EG T+++ LL  ED        R +G  +    + K 
Sbjct: 28  LQGTLQIPGDKSISHRALMLGAIAEGETIIEGLLLGEDPRSTAECFRAMGAKISPLNSDK 87 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              V G G GK       EE Q  L  GN+G  MR L   + A+  +  + + G   +R  
Sbjct: 88  -VTVQGIGLGKL------EEPQDVLNAGNSGTTMR-LMLGLLASHPDRLFCVTGDASLRS 139 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAA 190 
           RP+  ++  L+++ A +         P+ V G    P   +     I+S Q  S +L+A  
Sbjct: 140 RPMSRVIKPLQEMSAQIWGRKNNTLAPLSVKGQTLKP---IHYHSPIASAQVKSCILLAG 196 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            +  G  +  + +  +S  + E   RL++ FG   E         I G  K    K   V 
Sbjct: 197 LMTEG--KTTVTEPALSRDHSE---RLLQAFGATLEIDSKTHSVTIIGHPKLTGQK-VIV 250 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++L  A+I  G+ + +E  G    +  +   E LEMM A +T  E    VTG 
Sbjct: 251 PGDISSAAFWLVAASIVPGSELLIENVGINPTRTGI--LEALEMMDADITL-ENKRIVTG 307 
 
Query: 310 PPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      K   LK   +  + +P   D    LAV A+FA G T I+D A  RVKE++R+ 
Sbjct: 308 EPVADLRVKSCQLKGCTIAGDILPRLIDEVPILAVAAIFATGKTVIKDAAELRVKESDRL 367 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
             + +ELTK+GA++ E  D   I     LN   +D+Y DHR+AM+ ++AA  A+    I  
Sbjct: 368 AVMASELTKMGANITELSDGLEIIGGTPLNAADVDSYTDHRIAMSLAIAALNAKGKTIIN 427 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
                  ++P++   L  
Sbjct: 428 RAEAAAISYPEFVGTLQ 444 
 
 
>gb|EGC23518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK353] 
          Length = 427 
 
 Score =  147 bits (372), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 123/443 (27%), Positives = 223/443 (50%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + G +++PG KS+S+R ++  +L++G T+V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VKGLKGRIRVPGDKSISHRSIIFGSLAKGVTIVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVKIHGVGFEGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++  +   D PP+++ G   L     +LS + S+Q  SAL+ AA  
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Sbjct: 120 RPMDRVTIPLRQMGVEISGWTERDLPPLKMKGSRELQPIHYQLSVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K I+  + E    ++ +FG + E      R  I+GGQ++ + +   V  
Sbjct: 179 QAQG--ESVIIEKEITRNHTE---DMIAQFGGQIEVEGKEIR--IQGGQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    + +E  G    +  +   +V+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LDVIEAMGGRMTLSDVDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     LN   ++T+ DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAITPTEDGMIIEGKTPLNGAQVNTFGDHRIGMMTAIAALLAQSGQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +      + ++P +F  L   + 
Sbjct: 403 ELERSEAIKTSYPRFFSDLEDLM 425 
 
 
>ref|ZP_06875459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. spizizenii ATCC 6633] 
 ref|YP_003866566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. spizizenii str. W23] 
 gb|EFG90745.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           subsp. spizizenii ATCC 6633] 
 gb|ADM38257.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvoylshikimate-3-phosphate synthase) [Bacillus 
           subtilis subsp. spizizenii str. W23] 
          Length = 428 
 
 Score =  147 bits (372), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 127/445 (28%), Positives = 221/445 (49%), Gaps = 36/445 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++ ++G + +PG KS+S+R ++  AL++GTT V N L   D    +   R +G+ +E  
Sbjct: 4   EKVQALNGEIHIPGDKSISHRSVMFGALAKGTTTVKNFLPGADCLSTIDCFRKMGVQIEQ 63 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +      V+ G G    ++   E E  L +GN+G  +R +   +  AG      + G    
Sbjct: 64  N--GSNVVIHGNG----IDSLSEPESLLDVGNSGTTIRLMLGIL--AGRPFYSAVAGDES 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +   LK++GA +D   G +  P+ V+G   L G    +S   S+Q  SA+L+ 
Sbjct: 116 IAKRPMKRVTEPLKEMGAKIDGRAGGEFTPLSVSG-ASLKGIDY-VSPVASAQIKSAVLL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G   +    K       + T R++  FGVK   S+      I GGQK  +  +  
Sbjct: 174 AGLQAEGTTTVTEPHK-----SRDHTERMLSAFGVKL--SEDQTSVSITGGQKL-TAADI 225 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           +V GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGAK+    ++ +  
Sbjct: 226 FVPGDISSAAFFLIAGAMVPNSKIVLKNVGLNPTRTGI--IDVLQNMGAKLEIKPSADSS 283 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVK 359 
                EP+G        LKA+++  + +P +   + ++AL    A+G T I+D A  +VK 
Sbjct: 284 A----EPYGDLVIETSSLKAVEIGGDIIPRLIDEIPIIALLATQAEGTTVIKDAAELKVK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AE 417 
           ET R+  + +EL KLGA +E   D   +   + L   A + ++ DHR+ M   +A+C  E 
Sbjct: 340 ETNRIDTVVSELRKLGAEIEPTADGMKVYGKQTLRGGATVSSHGDHRIGMMLGIASCITE 399 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
            P+ I        ++P +F+ L+   
Sbjct: 400 EPIEIEQTDAIHVSYPTFFEHLNKL 424 
 
 
>ref|ZP_03624240.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
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           89/1591] 
 gb|EEF65574.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           89/1591] 
          Length = 426 
 
 Score =  147 bits (372), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 124/446 (27%), Positives = 226/446 (50%), Gaps = 37/446 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++++ GT+++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E  
Sbjct: 5   RSVEKLKGTIRVPGDKSISHRSIIFGSLAKGVTRVHDILRGEDVLSTMQVFRDLGVKIED 64 
 
Query: 70  DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +        VG  G + P  D      L +GN+G ++R ++  +  AG +    + G    
Sbjct: 65  NGDIVEVHGVGFDGLQAPKND------LDMGNSGTSIRLISGVL--AGQDFEATMFGDDS 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  + + L Q+G ++      D PP+ + G   L   + +L  + S+Q  SAL+  
Sbjct: 117 LSKRPMDRVTIPLSQMGVEISGQTERDLPPLTIKGNKNLKPIRYQLPVA-SAQVKSALIF 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G  E  I++K ++  + E    ++ +FG + E +    R  I+GGQ++ + +   
Sbjct: 176 AALQAEG--ESVIVEKELTRNHTE---DMIVQFGGQLEVNGKEIR--IQGGQEFIA-QEI 227 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----- 302 
            V GD SSA+++L AG  + G  + +E  G    +  +   +V++ MG K+T +       
Sbjct: 228 TVPGDISSAAFWLVAGLIVPGSKIVLENVGINETRTGI--LDVIKAMGGKMTLSNIDELA 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
            S T T    E      LKA ++    +P +   L ++ L A    G T IRD    +VK 
Sbjct: 286 KSATFTVETSE------LKATEITGELIPRLIDELPIITLLATQAHGTTIIRDAEELKVK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAE 417 
           ET+R+  +   L  +GA++E   D  II  P  L+   I+T+ DHR+ M  ++AA    + 
Sbjct: 340 ETDRIQVVADALNSMGATIEPTEDGMIIHGPTALHGAEINTFGDHRIGMMTAIAALLAKD 399 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             V +        ++P +F+ L++ + 
Sbjct: 400 GEVVLERAEAINTSYPAFFEHLNSLM 425 
 
 
>ref|ZP_06871415.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 23726] 
 gb|EFG94832.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 23726] 
          Length = 423 
 
 Score =  147 bits (372), Expect = 3e-33,   Method: Compositional matrix adjust. 
 Identities = 103/429 (24%), Positives = 210/429 (48%), Gaps = 39/429 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L++G + ++N+  S+D+   + A++ LG ++E         
Sbjct: 16  GEVTPPPSKSVLHRYIIASSLAKGISKIENISYSDDIIATIEAMKKLGANIEK---KDNY 72 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  E    + ++    +G  +R L            +   G  ++ +RP+   
Sbjct: 73  LLIDGSKTFDKEYLNNDSEIDCNESGSTLRFLFPLSIVKENKILF--KGKGKLFKRPLSP 130 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
                 +       +   +   + ++G+  L  G+ ++ G+ISSQ+++ LL + PL  G+ 
Sbjct: 131 YFENFDKYQIK---YSYINENEILLDGV--LKNGEYEIDGNISSQFITGLLFSLPLLNGN 185 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            +I I  KL S  Y+++TL  + +FG+    ++S+  F I+G Q YKS  N  VE D S  
Sbjct: 186 SKIVIKGKLESSSYIDITLDCLNKFGINI-INNSYKEFIIEGNQTYKSG-NYQVEADYSQ 243 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
            ++FL   +I G  + + G    SLQGD K   +++ +     WT+    +          
Sbjct: 244 VAFFLVANSI-GSNIKINGLNVNSLQGDKK---IIDFISEIDNWTKNEKLI--------- 290 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
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                   ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   EL+KL   
Sbjct: 291 --------LDGSETPDIIPILSLKACISKKEIEIVNIARLRIKESDRLSATVQELSKLDF 342 
 
Query: 377 SVEEGPDYCIITPPEKL-----NVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
            + E  D  +I   +        + ++ ++ DHR+AM  ++A+ C E  + + +  C +K 
Sbjct: 343 DLIEKEDSILINSRKNFIYNSKEIVSLSSHSDHRIAMTVAIASTCYEGEIILDNLDCVKK 402 
 
Query: 431 TFPDYFDVL 439 
           ++P++++V  
Sbjct: 403 SYPNFWEVF 411 
 
 
>ref|ZP_01773103.1| Hypothetical protein COLAER_02133 [Collinsella aerofaciens ATCC 
           25986] 
 gb|EBA38682.1| Hypothetical protein COLAER_02133 [Collinsella aerofaciens ATCC 
           25986] 
          Length = 439 
 
 Score =  147 bits (372), Expect = 3e-33,   Method: Compositional matrix adjust. 
 Identities = 134/452 (29%), Positives = 213/452 (47%), Gaps = 50/452 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            I   P+K   GTV    SKS+++R+++ AAL+ G T V       D+   +  L  LG  
Sbjct: 4   RITPSPLK---GTVPAIASKSMAHRLIICAALANGETHVTCNTTCADIEATVHCLTALGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E  +   +        +F +  A     L  G +G  +R +     A G  AT+V  G 
Sbjct: 61  RIETVEDGFQVHPTMKSIEFGLLKALAGGTLDCGESGSTLRFMLPVACALGAEATFV--G 118 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP---GGKVK-----LSGS 177 
             R+  RP+  L   +   G D+              G+GG P    G+++     L G+ 
Sbjct: 119 RGRLGARPLSPLSDEIIAAGCDL-------------QGLGGFPLKTSGRMRPGTFILPGN 165 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +SSQY+S LL+AAPL      +++   + S PY+ +T++ M+ FGV+     + +R   K 
Sbjct: 166 VSSQYISGLLLAAPLLAQPSCVQVTGLIESRPYINLTIQAMKAFGVEV----NVERIPAK 221 
 
Query: 238 GGQ-----------KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
            GQ            Y++P +  VEGD S+A+++L   AI    +TVEG   +S QGD   
Sbjct: 222 DGQPEVTNFRVNSGSYRTPGSVAVEGDWSNAAFWLCAGAIGSDPITVEGVSLSSAQGDRN 281 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
               L   GA++  +  + TV            L   +++ + +PD+   ++ VA  A G 
Sbjct: 282 VLAALSRFGARIVRSTNAATVQS--------DKLAGFEMSAHDIPDLVPVISAVASLAQG 333 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
            T IRD A  R+KE++R+     ELT LGA V    D  II   +      +D+++DHR+ 
Sbjct: 334 RTFIRDCARLRIKESDRLATTTRELTALGAQVRIAGDDLIIKGVDAFTGGEVDSHNDHRI 393 
 
Query: 407 AMAFSLAACAEV-PVTIRDPGCTRKTFPDYFD 437 
           AM  ++AA      V I       K++PD+FD 
Sbjct: 394 AMMAAIAASRATGDVVIHGAEAVNKSYPDFFD 425 
 
 
>ref|ZP_06595904.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium breve 
           DSM 20213] 
 gb|EFE89309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium breve 
           DSM 20213] 
          Length = 444 
 
 Score =  147 bits (371), Expect = 3e-33,   Method: Compositional matrix adjust. 
 Identities = 135/432 (31%), Positives = 205/432 (47%), Gaps = 21/432 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++ TV +PGSKSLSNR L+LAAL      +  LL S D   M+GAL  LG+  + D   
Sbjct: 16  RPLNATVTVPGSKSLSNRYLILAALGNEPVTLVGLLRSRDTDLMMGALEALGVRCDVDTT 75 
 
Query: 73  AKRAVVVG--CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 76  TDTTVTVTPPSSGRF-----NGNVDVFCGLAGTVMRFVPGLALFADGPVHF--DGDEQAY 128 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS--GSISSQYLSALLM 188 
            RP+  ++ GLKQLGA ++        P  +     LP  + ++S   S SSQ++S LL+ 
Sbjct: 129 ARPMRPVLDGLKQLGAKIEYHGEVGRLPFTITPPTELPAAQARVSIDSSGSSQFISGLLL 188 
 
Query: 189 AAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
                 G + +    +K  S+P++ MT+  +   G   E +D   R +    +  +     
Sbjct: 189 IGSKLPGGLRLTHTGEKTPSLPHIRMTVVDVTGAGGAIE-ADESARTWTVEPRAIQLLDK 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ FL  A I GGTV V     T+ Q        LE MGAKV++     T+ 
Sbjct: 248 VTVEPDLSNAAPFLGAALIAGGTVRVPHWPETTTQPGGLLPGYLEQMGAKVSFP----TI 303 
 
Query: 308 TGPPR-EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            G    E  G   ++ +   ++    ++A +LA + +FAD PT +  +   R  ET R+  
Sbjct: 304 DGVRYCEVTGDGTVRGLGSFDLTAAGEIAPSLAAILVFADKPTDMVGIGHLRGHETNRLE 363 
 
Query: 366 AIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           A+  E+ ++G   EE PD   I   P E L+   ++TY DHRMA   ++       + +  
Sbjct: 364 ALVNEIRRIGGVAEELPDGLRIEPVPSETLHEANMETYADHRMATFATMLGLRIPDIQVI 423 
 
Query: 424 DPGCTRKTFPDY 435 
           +   TRKT PD+ 
Sbjct: 424 NVATTRKTLPDF 435 
 
 
>ref|YP_475693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           JA-3-3Ab] 
 sp|Q2JSF1.1|AROA_SYNJA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABD00430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           JA-3-3Ab] 
          Length = 444 
 
 Score =  147 bits (371), Expect = 3e-33,   Method: Compositional matrix adjust. 
 Identities = 133/453 (29%), Positives = 218/453 (48%), Gaps = 33/453 (7%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+ + L P + + G V +PG KS+S+R L+L +L+EG TV+  L   ED        R L 
Sbjct: 8   ADILTLSPARGLRGQVSIPGDKSISHRALMLGSLAEGETVIHGLSLGEDPRSTAACFRAL 67 
 
Query: 64  GLSV-EADKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATY 121 
           G  + E +    R   VG      ++  +E  ++   GN+G  +R L   + A      + 
Sbjct: 68  GADIPELNSECVRIQGVG------LDRLQEPAEVLDAGNSGTTLR-LMLGILAGQAGRFF 120 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            + G   +R RP+G +V  L+Q+GA++    G +  P+ V G G L G  +     ++S  
Sbjct: 121 AVTGDRSLRSRPMGRVVEPLRQMGANIWGRAGGNLAPLAVQG-GSLKG--IHYHSPVASA 177 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
            + + L+ A L       ++ +  +S  + E   R++  FG +     +     + GG + 
Sbjct: 178 QVKSCLLLAGLLAEGT-TQVTEPALSRDHSE---RMLRAFGAEISVDVAAKTVAVVGGSR 233 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
               +   V GD SSA+++L  A+I   + + ++  G    +  V   +VL+ MGA +   
Sbjct: 234 LVG-QTVQVPGDISSAAFWLVAASIVPESELLLQDVGLNPTRTGV--LQVLQEMGADIQ- 289 
 
Query: 301 TETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
            E    V G   EP G        L+   +  + +P   D    LAV A FA+G T IRD 
Sbjct: 290 VEKRREVAG---EPLGDLRVRSARLRGCSIAGDLIPTLIDEIPVLAVAAAFAEGTTVIRD 346 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
            A  RVKE++R+ AI  EL+++GA V E PD   I     L    +D++ DHR+AM+  + 
Sbjct: 347 AAELRVKESDRLAAIAQELSRMGAQVTEYPDGLEIKGGIPLQGAEVDSHADHRIAMSLMV 406 
 
Query: 413 AA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           AA  A+   T+R   C R ++PD+   L   +  
Sbjct: 407 AALAAQGSTTLRGADCARISYPDFIPTLQRLIN 439 
 
 
>ref|YP_001117356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
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           vietnamiensis G4] 
 gb|ABO57891.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           vietnamiensis G4] 
          Length = 460 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 124/442 (28%), Positives = 220/442 (49%), Gaps = 34/442 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++PI  + G    P SK  + R +L A L++GT++V N L   +   M  A R LG  +  
Sbjct: 10  VEPIHSLKGYAVTPSSKPETQRAILAATLADGTSIVHNDLRCVETSAMKQACRALGARI- 68 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D+ A    + G G    +    + V   +G +G+  R+ TA  + A  ++  ++ G    
Sbjct: 69  -DEHAGYLEIRGVGRALHL---GQRVVDAIG-SGLVFRTFTALTSFA--DSPAIITGDTI 121 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R R +  L   L++LGA ++C       PV VN  GGL GG+  + G++SSQ+++A+L  
Sbjct: 122 LRTRVMKPLFDALEELGARIECIGEAGKAPV-VNWGGGLRGGRCTVPGNVSSQFITAILF 180 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AAPLA   VEI I  +L+SI Y+  T+  +   G++ + +D +    ++ G  Y++ +   
Sbjct: 181 AAPLADKPVEIAIEGELLSISYIRQTIATLRHSGIQVDVTDDFSLIRVQPG-NYQAAEYR 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW--TETSVT 306 
            + GD +S+SY +  AA+  GT  +   G+ SLQG+    +V++ +G  V +  T   +T 
Sbjct: 240 -IGGDYTSSSYLIGAAALFPGTFVLGNLGSESLQGERAIIDVVQALGLSVHFDDTRNELT 298 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +     +  G     A D      P++  TLA +  +  G   +   +  R+ ++ R+ A 
Sbjct: 299 LVNSHSQLTGDYEFDASD-----FPNIVPTLAAIGAYVKGTFRVVGGSITRLHKSPRIKA 353 
 
Query: 367 IRTELTKLGASVE--------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           + +EL K+G  ++        +G +      P    V  + ++ DHR+ M+  +A+  A  
Sbjct: 354 MVSELGKMGVDIKGLFKDGVYDGFEIRGTGEPYPGGVD-LSSWGDHRIFMSLFIASLRAR 412 
 
Query: 418 VPVTI---RDPGCTRKTFPDYF 436 
            P  +   RD  C   +FPD+F 
Sbjct: 413 QPNRLEGYRDVNC---SFPDFF 431 
 
 
>gb|AAR92125.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus suis] 
          Length = 426 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 123/444 (27%), Positives = 227/444 (51%), Gaps = 33/444 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++++ GT+++PG KS+S+R ++  +L++G T   N+L  EDV   +   R LG+ +E  
Sbjct: 5   RSVEKLKGTIRVPGDKSISHRSIIFGSLAKGVTRFHNILRGEDVLSTMQVFRDLGVKIED 64 
 
Query: 70  DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +        VG  G + P  D      L +GN+G ++R ++  +  AG +    + G    
Sbjct: 65  NGDIVEVHGVGFDGLQAPKND------LDMGNSGTSIRLISGVL--AGQDFEATMFGDDS 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  + + L Q+G ++      D PP+ + G   L   + +L  + S+Q  SAL+  
Sbjct: 117 LSKRPMDRVTIPLSQMGVEISGQTERDLPPLTIKGNKNLKPIRYQLPVA-SAQVKSALIF 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G  E  I++K ++  + E    ++ +FG + E +    R  I+GGQ++ + +   
Sbjct: 176 AALQAEG--ESVIVEKELTRNHTE---DMIVQFGGQLEVNGKEIR--IQGGQEFIA-QEI 227 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----- 302 
            V GD SSA+++L AG  I G  + +E  G    +  +   +V++ MG K+T +       
Sbjct: 228 TVPGDISSAAFWLVAGLIIPGSKIVLENVGINETRTGI--LDVIKAMGGKMTLSNIDELA 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            S T+T    E       + ID + ++++P     + ++A  A G T IRD    +VKET 
Sbjct: 286 KSATITVETSELKATGDCRRIDSSVIDELP----IITLLATQAHGTTIIRDAEELKVKET 341 
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Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+  +   L  +GA++E   D  II  P  L+   I+T+ DHR+ M  ++AA    +   
Sbjct: 342 DRIQVVADALNSMGATIEPTEDGMIIHGPTALHGAEINTFGDHRIGMMTAIAALLAKDGE 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V +        ++P +F+ L++ + 
Sbjct: 402 VVLERAEAINTSYPAFFEHLNSLM 425 
 
 
>ref|ZP_06808626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aerococcus viridans 
           ATCC 11563] 
 gb|EFG48990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aerococcus viridans 
           ATCC 11563] 
          Length = 434 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 126/437 (28%), Positives = 217/437 (49%), Gaps = 27/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +PG KS+S+R ++ A++++GTT ++  L++ED    +   R  G  V+ D+ A  
Sbjct: 18  LEGTITIPGDKSISHRAIMFASIAKGTTKIEGFLHAEDCISTMNIFRDFG--VQIDEEAD 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            +V+V   G   +        L  GN+G  MR L    +  G      + G   + +RP+ 
Sbjct: 76  GSVIVHGKGIEGLTAPNH--ALDAGNSGTTMRLLAGLFS--GFPFKIKMTGDESLSKRPM 131 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L+Q+GA +    G++  P+ +  +  L   +  +  + S+Q  SA+L+A   A  
Sbjct: 132 NRVMLPLRQMGASISGSEGSEFAPLYIQPVDHLNAIEYDMPVA-SAQVKSAILLAGLSAK 190 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   I   +K  S  + E    +++ FGV+ +  D     Y++GGQ   +  +  V  D  
Sbjct: 191 GTTIIH--EKERSRDHTE---NMLKNFGVELKVDDK--DIYLEGGQSL-TATDITVPADI 242 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+  A +  G+ + +   G    +  +   EVL  MGA +   ETS+   G   + 
Sbjct: 243 SSAAFFIVAALLVKGSKLHMPNVGLNPTRAGI--IEVLHNMGANI---ETSLHEGGLSGD 297 
 
Query: 314 -PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
                  LKA +   + +P +   + ++AL A   +G T IR+    +VKET+R+      
Sbjct: 298 LTVSASDLKATEFGGDIIPALIDEIPIIALAATQAEGRTVIRNAEELKVKETDRIQVTAK 357 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA++EE  D  IIT P  L+   +D+Y DHR+ M   +AA    E  V +  P   
Sbjct: 358 ELNKMGANIEETKDGMIITGPTPLHAADVDSYGDHRIGMMLQVAALLVKEGTVNLARPEA 417 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              +FP +FD L+   K 
Sbjct: 418 VNISFPSFFDDLAALSK 434 
 
 
>gb|EFS91309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Propionibacterium 
           acnes HL044PA1] 
          Length = 429 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 136/439 (30%), Positives = 221/439 (50%), Gaps = 31/439 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             ++G V +PGSKS +NR L+LAAL +G +++D +L S D   M   L+ LG  +++    
Sbjct: 15  HRLAGRVVVPGSKSQTNRALVLAALGDGPSILDGVLTSRDSLLMSAGLQRLGADIQSVGP 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   VV           A+    +  G AG  MR L        G+  +V D  P  R R 
Sbjct: 75  SSVRVVPRL--------ARPAGPIECGLAGTVMRFLPVVAALVPGSTQFVGD-EPASR-R 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG ++ GL+QLG +VD    +D  P  +     L G +V +  + SSQ++SALL+A    
Sbjct: 125 PIGPVLNGLRQLGVEVD----SDQLPFSLRAPDRLGGPEVTIDSAASSQFISALLLAGAR 180 
 
Query: 193 ALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-- 249 
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               +++      + S P++ MT  ++   GV    SD    + ++ G     P +A+   
Sbjct: 181 FPRGIDLRHDGASVPSAPHIAMTCAMLADRGVTVV-SDEPCHWVVRPG-----PIHAFDD 234 
 
Query: 250 -VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D ++A+ FLA A + GG+VTV      S+Q   +F  + + MGA+++ T+ S+T+T 
Sbjct: 235 AIEPDLTNAAVFLAAALVVGGSVTVPAWPADSIQPGAQFVGIADKMGARISRTDDSMTIT 294 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  G + L+ IDV++++  ++   +AVVA  A G + IR VA  R  ET+R+ A+  
Sbjct: 295 AQ-----GWQELRPIDVDLHEASELTPVVAVVASVAFGRSRIRGVAHIRGHETDRLAALA 349 
 
Query: 369 TELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
            EL  LG  +++  D   IT    +K +      Y DHRMA A +L       + + D   
Sbjct: 350 HELANLGVEIQQTDDGLDITGQGADKPHGAKFRCYADHRMAHAGALLGLVIDGIELDDIA 409 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
           C  KT P +  + +  V+  
Sbjct: 410 CASKTMPQFPQMWADLVQE 428 
 
 
>ref|ZP_05224153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           intracellulare ATCC 13950] 
          Length = 419 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 139/428 (32%), Positives = 207/428 (48%), Gaps = 32/428 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG----TTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL+      T  +   L S D   M+GALRTLGL V+ D 
Sbjct: 1   MHATVTVPGSKSQTNRTLVLAALAAAQGQGTPTISGALRSRDTDLMIGALRTLGLRVDGD 60 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  +   G   P    +   Q+  G AG  +R +     AA   +    DG  + R 
Sbjct: 61  GTE----LTVSGRVVP----EPMAQVDCGLAGTVLRFVPP--LAALAESIVEFDGDEQAR 110 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM-A 189 
            RPI  L+  L+ LG  +D   G+   P RV G G +PGG V++  S SSQ++S LL+ A 
Sbjct: 111 ARPIAPLLDALRGLGVRID---GSGL-PFRVLGTGAVPGGTVEIDASASSQFVSGLLLCA 166 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  A G         L S P++ MT+ ++ + GV  + S   +R+ ++ G    + ++   
Sbjct: 167 ASFAEGLTVRHTGSALPSAPHIAMTVTMLRQAGVDVDDSVP-NRWRVRPGP--VAARHWV 223 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           VE D ++A  FLA A +TGG V + G    S+Q       VL  + A VT  ++ +     
Sbjct: 224 VEPDLTNAVPFLAAAVVTGGAVRITGWPANSVQPAEHILAVLGKLNAVVTQHDSHL---- 279 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMVAI 367 
              E  G       DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ A+ 
Sbjct: 280 ---EARGSGDYGGFDVDLRAVGELTPSVAALAALAAPGSVSRLSGIAHLRGHETDRLAAL 336 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             E+ +LG    E PD  +IT    L       Y DHRMAMA ++       V + D G  
Sbjct: 337 SAEINRLGGDCTETPDGLVIT-ATPLRPGVWRAYADHRMAMAGAIVGLRVAGVEVDDIGA 395 
 
Query: 428 TRKTFPDY 435 
           T KT PD+ 
Sbjct: 396 TTKTLPDF 403 
 
 
>ref|ZP_07824432.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pseudoporcinus SPIN 20026] 
 gb|EFR44022.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pseudoporcinus SPIN 20026] 
          Length = 427 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 127/434 (29%), Positives = 219/434 (50%), Gaps = 33/434 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G + +PG KS+S+R ++  A++EGTT ++ LL S DV+  + + R +G+ +E  +  
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Sbjct: 8   KPLRGCLTMPGDKSISHRAIIFGAIAEGTTEIEGLLKSHDVNATISSFRKMGVLIE--ET 65 
 
Query: 73  AKRAVVVG---CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
            ++ +V G    G K P E       L +GN+G ++R L   +  AG + T  L G   + 
Sbjct: 66  DQKVIVHGQGFSGLKRPQEP------LDMGNSGTSIRLLCGLI--AGQDWTVTLKGDASL 117 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+  + + L+ +GA++        PP+ + G   L      L  + S+Q  SA+L+A 
Sbjct: 118 SKRPMDRVAIPLELMGAEISGQGPVKQPPITIKGQSHLKAITYHLPVA-SAQVKSAILLA 176 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A    G  + ++++K I+  + E  +R+   FG +           I+G Q  K  K    
Sbjct: 177 ALQTKG--QTKLVEKAITRNHTEEMIRV---FGGQVHQLGK--EITIQGPQPLKGQK-IK 228 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-TSVTV 307 
           V GD SSA+++L AG  I G  + +E  G    +  +   EV++ MG +VT     S    
Sbjct: 229 VAGDISSAAFWLVAGLIIPGSDIRLENVGINETRTGI--LEVIKNMGGQVTIENYDSKNQ 286 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           +   R  +    L+A +++   +P +   L ++AL A    G T I+D A  R+KET+R+ 
Sbjct: 287 SAHLRVTYS--ELRATEISGTLIPRLIDELPIIALLATQAKGQTVIKDAAELRLKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L K+GA VEE  D  IIT  ++L     D   DHR+ M  ++AA    +  +T+ 
Sbjct: 345 AVVADILKKMGAKVEEKADGMIITGGQELVACQADAQMDHRIGMMAAIAALLVKKGTMTL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P++F 
Sbjct: 405 KGAEAIATSYPNFF 418 
 
 
>ref|YP_003994197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halanaerobium sp. 
           'sapolanicus'] 
 gb|ADQ13843.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halanaerobium sp. 
           'sapolanicus'] 
          Length = 428 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 132/458 (28%), Positives = 237/458 (51%), Gaps = 52/458 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++  +++SG +K+PG KS+S+R L+LA+++EG + ++ LL +ED    +  ++ LG+ 
Sbjct: 2   DLIVERKRKVSGEIKVPGDKSISHRSLILASIAEGVSKIEGLLEAEDCLSTMQIMKDLGI 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E  K A+ +  V   G   +E+A +   L  GN+G +MR LT  +  A  +   V+ G 
Sbjct: 62  KIE--KTAEGSYQVHGKGLDGLEEADD--VLDCGNSGTSMRLLTGLL--ASQDFYSVVTG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R+RP+  ++  L ++GA +           R NG+  +         SI  Q L A 
Sbjct: 116 DHSLRKRPMQRIIGPLSRMGAQIWS---------RKNGLAPM---------SIRGQKLDA 157 
 
Query: 186 LLMAAPLALGDVEIEII--------DKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFY 235 
           +    P+A   ++  I+        + +I+ P V  + T R+++  GV+ +  +  DR   
Sbjct: 158 IEYTLPVASAQLKSSILLAALKSEGETIINEPAVSRDHTERMLKGAGVEIDIEE--DRIV 215 
 
Query: 236 IKGGQKYKSPKNAY---VEGDASSASYFLAGAAITG--GTVTVEGCGTTSLQGDVKFAEV 290 
           +K  +K K   N++   V GD SSA++F+  AA+T   G + ++  G    Q    F EV 
Sbjct: 216 LKAAEKRKL--NSFEIKVPGDISSAAFFIT-AALTADEGELLIKNVGLN--QTRSGFIEV 270 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADG 346 
           ++ MG +++          P  +   +   LKA +V+   +P   D    +AV+A  A+G 
Sbjct: 271 VQAMGGEISLLNKKDQGGEPTADILVKASDLKACEVSGEIIPRLIDEIPIIAVLAAAAEG 330 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-EKLNVTAIDTYDDHR 405 
            T I+D    RVKET+R+ A+ +E  KLG  +EE PD   I  P E      +++Y DHR 
Sbjct: 331 KTLIKDAEELRVKETDRIAAVVSEFKKLGIEIEEHPDGMTINGPVEVEGGIEVESYHDHR 390 
 
Query: 406 MAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +AM+ + LA   +  +TI+       +FP + ++L++  
Sbjct: 391 IAMSLAVLALRTKKGLTIKGSEIINTSFPSFEELLASI 428 
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>ref|ZP_04234235.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-28] 
 gb|EEL34244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-28] 
          Length = 429 
 
 Score =  147 bits (370), Expect = 4e-33,   Method: Compositional matrix adjust. 
 Identities = 132/452 (29%), Positives = 218/452 (48%), Gaps = 36/452 (7%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QPI   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPINSGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEITQNGDEVTVVGKG----IEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA +D        P+ + G GGL   +  +S   S+ 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGAKIDGREEGTFTPLTIRG-GGLKAIEY-ISPVASA 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q  SA+L+A   A G   +       + P++  + T R++E FGV    +       + G 
Sbjct: 170 QVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVNV--TREGKTVKLAG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA  
Sbjct: 221 GQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEKMGAT 277 
 
Query: 298 VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDV 353 
            T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D  
Sbjct: 278 FTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              +VKET R+  +  ELTKLGA +E   D  II     L  + +++Y DHR+ M  ++A 
Sbjct: 338 HELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGSTVNSYGDHRIGMMLAIA 397 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C AE   TI D      ++P +F+ L    K 
Sbjct: 398 GCLAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_03932948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49725] 
 gb|EEI14284.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49725] 
          Length = 433 
 
 Score =  147 bits (370), Expect = 5e-33,   Method: Compositional matrix adjust. 
 Identities = 129/435 (29%), Positives = 205/435 (47%), Gaps = 35/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PGSKS++NR  +LAAL++  +++   L S D   M  AL  +G+    D     
Sbjct: 21  VTGEHQVPGSKSITNRAFILAALADSPSILHAPLVSRDTQLMEDALSAMGVRFTHD---- 76 
 
Query: 75  RAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                  G    V+  K     +  G AG  MR +      A G     +DG  +   RP 
Sbjct: 77  -------GADIHVQPGKLHGATVDCGLAGTVMRFVPPVAALADGPVR--VDGDKQAYNRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APL 192 
           +   +  L+ LG DV      D  P  V+      GGKV +  S SSQ++S LL++ A   
Sbjct: 128 MSTTLDALRSLGVDVKG----DSLPFTVSANDVPEGGKVTIDASGSSQFVSGLLLSGARF 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG---GQKYKSPKNAY 249 
           + G        +L S+P+VEMT+ ++ + GV+ + SD        G   G+++      + 
Sbjct: 184 SQGIQLTHEGGQLPSMPHVEMTVGMLRQAGVRVD-SDGTTWTVHPGPIAGREW------F 236 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S+A+ FLA AA+TGG +T++     + Q      ++L  MG  VT    SVT  G 
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Sbjct: 237 IEPDLSNATPFLAAAAVTGGRLTIKNWPANTTQPGDAIRQILLDMGVMVTQEHNSVTAEG 296 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
               P G+  L+ I+ NM  + ++  T+A +   A+ P+ +  +A  R  ET+R+  +   
Sbjct: 297 ---NPAGK--LQGIERNMGDIGELTPTVAALCALAETPSRLTGIAHLRGHETDRLQTLAA 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            +  LG  V E  D  +I P E L+      Y DHRMA A ++       + I D   T  
Sbjct: 352 NINALGGRVTELDDGLVIEPAE-LHGGNWPCYADHRMATAGAILGLKVPDIQIEDISTTS 410 
 
Query: 430 KTFPDYFDVLSTFVK 444 
           KT P +  +  T +  
Sbjct: 411 KTLPGFARMWETMLH 425 
 
 
>ref|ZP_04568170.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           mortiferum ATCC 9817] 
 gb|EEO34616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           mortiferum ATCC 9817] 
          Length = 422 
 
 Score =  146 bits (369), Expect = 5e-33,   Method: Compositional matrix adjust. 
 Identities = 114/433 (26%), Positives = 201/433 (46%), Gaps = 39/433 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V LP SKS+++R ++ A+L++G + ++N+  S+D+   +  ++ LG  +  +K +    
Sbjct: 12  GKVNLPPSKSMAHRSIICASLAQGKSKLENIAYSDDIIATIEGMKKLGAKISKEKDS--- 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLF-----LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                     VE  K   QL         +G  +R      +       +   G  R+ + 
Sbjct: 69  --------LIVEGIKNFSQLTNSIIDCNESGSTLRFFIPIFSLTDKKIEF--RGKNRLLQ 118 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP        +++    + F   D   + ++G   L  G+  ++G+ISSQ++S LL   P 
Sbjct: 119 RP----QKIYEEIFKKQNLFYYQDNNKIEIDG--KLKSGEYIINGNISSQFISGLLFTLP 172 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L   D  I+II    S  Y+++T+ ++++FG++    D      IKG QKY +  +  VE 
Sbjct: 173 LLTEDSIIKIIPPFESKSYIDLTIDMLKKFGIEVLFLDDL-TLTIKGNQKYIAT-DYKVE 230 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV-TGP 310 
           GD S   +F    AI    +T EG    S QGD +  E+L+  G K+   E    +  G  
Sbjct: 231 GDFSQLGFFAVLGAIN-NDLTCEGLDINSKQGDREIIEILKNCGIKIEELENGYKIFRGL 289 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
           P         KA ++N+   PD+   L V++ + DG   I +    R KE++R+ A+  E 
Sbjct: 290 P---------KAYNINLENCPDLGPILTVLSAYGDGEFKIYNAQRLRYKESDRIEAMENE 340 
 
Query: 371 LTKLGASVEEGPDYCIITPPEK-LNVTAIDTYDDHRMAMAFSL-AACAEVPVTIRDPGCT 428 
           L KLG  +        I    K ++   +  + DHR+ M+ ++ A   + P+ I       
Sbjct: 341 LKKLGVQISSDESNIYIKGNSKYISCNEVFGHKDHRIVMSLAIFATLLDSPLIIEGAEAI 400 
 
Query: 429 RKTFPDYFDVLST 441 
            K++P++F+ L   
Sbjct: 401 SKSYPNFFEDLKN 413 
 
 
>ref|ZP_04279363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           m1550] 
 gb|EEK88992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           m1550] 
          Length = 432 
 
 Score =  146 bits (369), Expect = 5e-33,   Method: Compositional matrix adjust. 
 Identities = 131/460 (28%), Positives = 219/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
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            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II+    L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIISGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|ZP_06900730.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis ATCC 15912] 
 gb|EFH17983.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis ATCC 15912] 
          Length = 436 
 
 Score =  146 bits (369), Expect = 5e-33,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 217/446 (48%), Gaps = 41/446 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + GT+++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+S++ D   
Sbjct: 17  KGLKGTIRVPGDKSISHRSIIFGSLAKGETKVYDILRGEDVLSTIQVFRDLGVSIQDDGD 76 
 
Query: 73  AKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             R   VG  G + P         L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 77  VIRIQGVGFQGLQAPT------APLDMGNSGTSIRLISGVL--AGQDFAVAMVGDDSLSK 128 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      DCPP+   G   L     +L  + S+Q  SAL+ AA  
Sbjct: 129 RPMDRVAIPLRQMGVEIAGQGERDCPPLHEKGTHQLQPIHYRLPVA-SAQVKSALIFAAL 187 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E  +R   +FG   E         I+GGQ+++  +   V  
Sbjct: 188 QAEG--ESTIIEKEKTRDHTEDMIR---QFG--GEIQVDGKTIRIQGGQEFQG-QEVIVP 239 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------T 303 
           GD SSA+++L AG  +    + +E  G    Q      EV++ MG  +T  +         
Sbjct: 240 GDISSAAFWLVAGLILPESVIKIENVGIN--QTRTGILEVIQEMGGDLTMEDRDEKAVSA 297 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
           S+TV            LK I ++   +P +   L ++AL A   +G T I D    RVKE 
Sbjct: 298 SLTVK--------TSSLKGIRIDGELIPRLIDELPIIALLATQANGQTVIADAEELRVKE 349 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEV 418 
           T+R+  +   L  +GA+V    D  IIT P  L+   ++T+ DHR+ M  ++AA    +  
Sbjct: 350 TDRIQVVADSLNAMGANVVPTEDGMIITGPTPLHGADLETFGDHRIGMMATIAALLVRDG 409 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            V +        ++P +F+ L T +  
Sbjct: 410 NVVLDRAEAINTSYPSFFEDLETLLH 435 
 
 
>ref|ZP_04970608.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
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           nucleatum subsp. polymorphum ATCC 10953] 
 gb|EDK88692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. polymorphum ATCC 10953] 
          Length = 420 
 
 Score =  146 bits (369), Expect = 5e-33,   Method: Compositional matrix adjust. 
 Identities = 110/439 (25%), Positives = 209/439 (47%), Gaps = 49/439 (11%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           + ++ G V  P SKS+ +R ++ ++L++G + ++N+  S D+   + A++ LG  +E    
Sbjct: 8   VDKLVGEVSPPPSKSILHRYIIGSSLAKGISKIENISFSNDIIATIEAMKKLGAKIEK-- 65 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                +++     F  E      ++    +G  +R L            +   G  ++ + 
Sbjct: 66  -KDNYLLIDGSKTFDKEYLNNNSEIDCNESGSTLRFLFPLSIVKENKILF--KGKGKLFK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLSGSISSQYLSAL 186 
           RP          L      F         VNG      G L  G+ ++ G+ISSQ+++ L 
Sbjct: 123 RP----------LSPYFKNFDKYQIKYSHVNGNEILLDGELKSGEYEIDGNISSQFITGL 172 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L + PL  G+ ++ I  KL S  Y+++TL  + +FGVK   ++S+  F I+G Q YKS   
Sbjct: 173 LFSLPLLNGNSKVIIKGKLESSSYIDITLDCLCKFGVKI-INNSYQEFIIEGNQTYKSG- 230 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           N  VE D S  ++FL   +I G  + + G    SLQGD K   +++ +     WT+     
Sbjct: 231 NYEVEADYSQVAFFLVANSI-GSDIKINGLNVNSLQGDKK---IIDFISEIDNWTKNEKL 286 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +                 ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A 
Sbjct: 287 I-----------------LDGSETPDIIPILSLKACISKKEIEIVNIARLRIKESDRLKA 329 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKL-----NVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
              EL+KLG  + E  D  +I   +        + ++ ++ DHR+AM  ++A+ C E  + 
Sbjct: 330 TVQELSKLGFDLMEKEDSILINSRKNYTHNSKEIISLSSHSDHRIAMTVAIASTCYEGEI 389 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            + +  C +K++P++++V  
Sbjct: 390 ILDNLDCVKKSYPNFWEVF 408 
 
 
>ref|YP_001516633.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acaryochloris marina 
           MBIC11017] 
 sp|B0C218.1|AROA_ACAM1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABW27319.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acaryochloris marina 
           MBIC11017] 
          Length = 446 
 
 Score =  146 bits (369), Expect = 6e-33,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 207/446 (46%), Gaps = 31/446 (6%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V+Q    + G   +PG KS+S+R L+L AL+ G T +  LL  ED        R LG  + 
Sbjct: 18  VIQSEGYLQGKTTIPGDKSISHRALMLGALASGETTIQGLLLGEDPRSTAHCFRALGAEI 77 
 
Query: 68  -EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E +    R   +G G        + +V L  GN+G  +R L   + A+  +  + + G  
Sbjct: 78  SELNTEHVRVQGIGLGHLL-----EPDVVLDAGNSGTTLR-LMLGILASHPDRLFTVTGD 131 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+G ++  L+Q+GA +         P+ + G    P   +     I+S  + +  
Sbjct: 132 TSLCSRPMGRVIKPLQQMGAHIWGRQSDTLAPLAIRGQQLQP---IHYPSPIASAQVKSC 188 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +M A L + + +  I +  +S  + E   R+   FG             + G  +    + 
Sbjct: 189 IMFAGL-MAEGQTTITEPALSRDHSE---RMFAAFGANIIVDPDTCSVTVTGPAQLHG-Q 243 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V GD SSA+++L  AAI  G+ + +E  G    +  V   EVLE MGAK+T       
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Sbjct: 244 AIIVPGDISSAAFWLVAAAIVPGSDIWIENVGVNPTRTGV--LEVLEQMGAKMTLANQR- 300 
 
Query: 306 TVTGPPREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
           TV G   EP    H++   ++        + ++ D    LAV ALFA GPT IRD A  R 
Sbjct: 301 TVAG---EPVADIHIQHSQLHGTVIEGAVIPRLVDEVPILAVAALFAQGPTTIRDAAELR 357 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKE++R+ A+ T+L K+GA++ E PD   I     L    +D++ DHR+ M+ ++AA  A 
Sbjct: 358 VKESDRLTAMATQLQKMGANITEQPDGLEIQGGASLQGADVDSFGDHRVGMSLAIAALNA 417 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               TI        ++P++   L    
Sbjct: 418 TGSTTIHRAEAAAISYPNFVATLQQL 443 
 
 
>ref|YP_003329889.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           VS] 
 gb|ACZ61561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dehalococcoides sp. 
           VS] 
          Length = 420 
 
 Score =  146 bits (369), Expect = 6e-33,   Method: Compositional matrix adjust. 
 Identities = 138/429 (32%), Positives = 204/429 (47%), Gaps = 31/429 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-GLSVEADKAAKR 75 
           G + +P SKS + R L+ AA + G + + + L ++D    L   + L GL ++ +   +  
Sbjct: 12  GEIAVPSSKSYTIRGLVAAAQANGQSHIISPLVADDT---LATRQVLSGLDIDINTKTED 68 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
                 G  F     K E  LF   +   +R   +AV A      ++L G   MR RP+  
Sbjct: 69  GSWQITGNTF----KKPEGNLFCRESAATLR-FMSAVCARLLFECHLLAGHSLMR-RPML 122 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            L+  L QLG +++    T      + G G +   KV L G+ISSQY+SAL++ AP     
Sbjct: 123 PLIQALHQLGIEIETRGNTTV----IKG-GEITRSKVSLPGNISSQYVSALMLMAPACKN 177 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
            +EI +     S+PY++MT + +E FG+K   S +W    I   Q Y  P    VEGD S 
Sbjct: 178 GLEIHLATPPASLPYLKMTKQTLESFGIKVFSSINWQEISIP-PQPYL-PARYRVEGDWS 235 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           SAS FLA  AI    V V    T S Q D    + L  MGA+    +  V V+  P     
Sbjct: 236 SASSFLALGAI-AAPVFVSNLDTDSFQADRIMIKYLTEMGAEAESGQNWVKVSPKP---- 290 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
               L AI+ ++    D+   LAV A  A G + +  V   R+KE+ R+ A+   L  +G 
Sbjct: 291 ----LSAINADLTHSIDLLPALAVAAACAKGQSILSGVRQARIKESNRIRAVSQGLVAMG 346 
 
Query: 376 ASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
            +V E  D  II    P+    T ID++ DHR+AMAF +         I D  C  KT+P 
Sbjct: 347 INVTEEDDRLIIDGGYPKG---TEIDSFGDHRIAMAFGVLGAVVGETHISDAECVSKTYP 403 
 
Query: 434 DYFDVLSTF 442 
            +++ L +  
Sbjct: 404 GFWEQLESL 412 
 
 
>ref|ZP_04289791.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           R309803] 
 gb|EEK78462.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           R309803] 
          Length = 429 
 
 Score =  146 bits (368), Expect = 6e-33,   Method: Compositional matrix adjust. 
 Identities = 132/452 (29%), Positives = 218/452 (48%), Gaps = 36/452 (7%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
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           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA +D        P+ + G G L   + + S   S+ 
Sbjct: 112 SCVQGDASIAKRPMQRVTNPLKQMGAKIDGREEGTFTPLTIRG-GDLKAIEYR-SPVASA 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       + G 
Sbjct: 170 QVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRVGKTVKLAG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQK  S  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE MGA  
Sbjct: 221 GQKLTS-TDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEKMGAT 277 
 
Query: 298 VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDV 353 
            T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D  
Sbjct: 278 FTVESINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  ++A 
Sbjct: 338 HELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIA 397 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C AE   TI D      ++P +F+ L T  K 
Sbjct: 398 GCIAEGKTTIEDAEAVGVSYPTFFEELQTLAK 429 
 
 
>ref|NP_972290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Treponema denticola 
           ATCC 35405] 
 gb|AAS12201.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Treponema denticola 
           ATCC 35405] 
          Length = 449 
 
 Score =  146 bits (368), Expect = 6e-33,   Method: Compositional matrix adjust. 
 Identities = 124/438 (28%), Positives = 218/438 (49%), Gaps = 30/438 (6%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKAAKRA 76 
           +++P SKS S R L+LA  +EG + + NLL S D    +    +LG    +E    +    
Sbjct: 16  IEVPPSKSHSMRALVLATFAEGPSQIKNLLMSGDTKTAVSVFESLGVKFKIEQKNISSAD 75 
 
Query: 77  VVV---GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           ++V     G K  +E  K+ +++  GN+G     L + ++    +  ++L G   + +RP 
Sbjct: 76  IIVFPPKEGLKKRIEKQKQ-IKIDAGNSGTLFYFLGSILSLMSSD--FILTGDSSILKRP 132 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRV----NGIGGLPGGKVKLSGSISSQYLSALLMA 189 
              L+   ++LG   +   G +  P+RV    + I  L G  + L G  S Q +S LL+  
Sbjct: 133 AKPLIEIYEELGLKYEFLDGFEKAPIRVLPGSSSIKNLKGKTLCLEGDFS-QVVSGLLLG 191 
 
Query: 190 APLALGDVEIEI-IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   L D  ++I + +   +PY++MTL  ++  G+K + SD +  F I   QK     +A 
Sbjct: 192 A--GLLDFPLQINLKRAGELPYLKMTLHWLKTCGIKFDVSDDFKTFKIIESQKILG-FSA 248 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D SSA++ +A A IT  T++++      +QGD +  +VL+ M A + + E S T+  
Sbjct: 249 GIPADWSSAAFPIALALITASTISIKNIDINDVQGDARIVKVLKEMNADIRFEEKSQTLK 308 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
             P        LK    + + +PD    L+ +A FA G T ++++   R KE +R+  I  
Sbjct: 309 IFPSS------LKGGTFDCSDIPDAVPALSAIACFAKGETILKNIEICRYKECDRLSVIS 362 
 
Query: 369 TELTKLGASVEEGPD--YCIITPPEKLNVTAIDTYDDHRMAM-----AFSLAACAEVPVT 421 
           +EL KLGA + EG D  + I    + L+  ++D++ DHR+AM      F +        T 
Sbjct: 363 SELKKLGADITEGRDVLHIIGNAGKNLSPASVDSHKDHRIAMMLTIIGFGIDDKDGTVFT 422 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           +++  C   ++P + + L 
Sbjct: 423 LKNAECFDISYPSFLEDL 440 
 
 
>ref|YP_002140051.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
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           bemidjiensis Bem] 
 sp|B5E9T1.1|AROA_GEOBB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACH40255.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           bemidjiensis Bem] 
          Length = 429 
 
 Score =  146 bits (368), Expect = 7e-33,   Method: Compositional matrix adjust. 
 Identities = 128/448 (28%), Positives = 211/448 (47%), Gaps = 27/448 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +   ++P K + G + +PG KS+S+R ++  +++ G T V   L  ED    L A R +G 
Sbjct: 2   QNYTVRPAKSVRGEISVPGDKSISHRSIMFGSIASGVTTVTGFLRGEDALATLEAFRAMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D         G  G     D      L  GN+G +MR LT  +  AG N   VL  
Sbjct: 62  VQIDDDGETVTIQGRGLHGLSEPTDV-----LDCGNSGTSMRLLTGLL--AGQNFFSVLS 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R RP+  +V  L Q+GA +    G +  P+ + G   L G  ++    +SS  +  
Sbjct: 115 GDKYLRARPMKRVVGPLAQMGARISGRAGGEKAPLAIQG-SKLKG--IEYDSPVSSAQVK 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           + +M A L  G  E  + +  +S  + E   R++  FG   E         ++GG +  + 
Sbjct: 172 SAIMLAGLYAGG-ETVVREPHLSRDHSE---RMLRAFGAHVETFPGG--VKVRGGAEL-T 224 
 
Query: 245 PKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            ++  V GD SSA++FL AG  + G  + + G G    +      +VL+ MG  +      
Sbjct: 225 GRDIVVPGDISSAAFFLVAGLIVPGSDLLIRGVGVNPTR--TGIIDVLKGMGGDLELINQ 282 
 
Query: 304 SVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
               +G P      +H  L A++++ + +P   D    + V A  A G T +RD A  RV 
Sbjct: 283 R-DESGEPVADIRVRHSKLTAMEISGDVVPRAIDEFPAICVAASLAQGTTVVRDAAELRV 341 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KET+R+ A+   L + G S+ E PD   IT    L   A D++ DHR+AM+  +A   A+ 
Sbjct: 342 KETDRISAMADNLKRAGVSIVETPDGMEITGVSSLKGCAADSFGDHRIAMSMMVAGLVAQ 401 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
              ++ D  C   +FP + ++L   V+  
Sbjct: 402 NETSVSDVECIATSFPGFVNLLEGVVQR 429 
 
 
>ref|YP_175399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus clausii 
           KSM-K16] 
 sp|Q5WGR7.1|AROA_BACSK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAD64438.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus clausii 
           KSM-K16] 
          Length = 430 
 
 Score =  146 bits (368), Expect = 7e-33,   Method: Compositional matrix adjust. 
 Identities = 130/440 (29%), Positives = 214/440 (48%), Gaps = 37/440 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ +PG KS+S+R ++  A++ GTT V   L  +D    +   R +G+++E +     
Sbjct: 15  LSGTIVVPGDKSISHRAVMFGAMANGTTNVSGFLPGDDCLSTIACFRQMGVAIEQE--GD 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +  V G G    ++  KE   +  +GN+G  +R L   ++    ++  V D    + +RP 
Sbjct: 73  KVTVEGKG----LDGLKEPNGVLDVGNSGTTIRLLLGVLSGRPFHSVVVGD--DSIGKRP 126 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI----SSQYLSALLMA 189 
           +  +   L+Q+GA +D     +  P+ + G      G+ K         S+Q  SALL+A 
Sbjct: 127 MARVTAPLRQMGAQIDGRETGNKTPLSIRG------GQTKAIEYTMPVASAQVKSALLLA 180 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G  E  + +   +  + E   R++  FGVK   + +     I+GGQ  ++  +   
Sbjct: 181 GLQAEG--ETSVTEPQTTRDHTE---RMLHAFGVKV--TTAGKTISIQGGQSLQA-ADVV 232 
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Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++FL AG  + G  V ++  G    +  +   EVL+  GAK++  E  VT   
Sbjct: 233 VPGDISSAAFFLVAGCIVPGSRVHLKNVGLNPTRAGI--LEVLKRSGAKLSIDE-QVTTG 289 
 
Query: 309 GPPRE--PFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G PR         L    +   ++P   D    LAV+A    G T IRD    +VKET R 
Sbjct: 290 GEPRGDMTISTSELSPFVIEGEEVPTLIDEIPVLAVLATQISGTTIIRDAEELKVKETNR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           +  +  EL KLGA +E   D  II   + L    +D++ DHR+ MA  +A+ CA  PV + 
Sbjct: 350 IDTVVGELAKLGADIEATDDGMIIRGGKPLTGGKVDSHGDHRIGMALVIASLCANGPVEL 409 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
            + G    ++P +F+ L +  
Sbjct: 410 ANIGAISVSYPQFFEHLQSL 429 
 
 
>ref|ZP_04102639.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar berliner ATCC 10792] 
 ref|ZP_04133556.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar thuringiensis str. T01001] 
 ref|ZP_04139874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis Bt407] 
 gb|EEM28478.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis Bt407] 
 gb|EEM34818.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar thuringiensis str. T01001] 
 gb|EEM65728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar berliner ATCC 10792] 
          Length = 432 
 
 Score =  146 bits (368), Expect = 7e-33,   Method: Compositional matrix adjust. 
 Identities = 132/460 (28%), Positives = 218/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK       
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKVTREGK 217 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
             R  + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 218 TVR--LSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDIINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|ZP_07464879.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           gallolyticus subsp. gallolyticus TX20005] 
 gb|EFM29262.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
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           gallolyticus subsp. gallolyticus TX20005] 
          Length = 461 
 
 Score =  146 bits (368), Expect = 8e-33,   Method: Compositional matrix adjust. 
 Identities = 126/449 (28%), Positives = 227/449 (50%), Gaps = 37/449 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L  + ++ GT+++PG KS+S+R ++  +L++GTT V ++L  EDV   +   R LG+ + 
Sbjct: 37  LLTNVSQLKGTLRVPGDKSISHRSIMFGSLAKGTTTVHDILRGEDVLSTMQVFRDLGVDI 96 
 
Query: 68  EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           + D        VG  G K P      + +L +GN+G ++R ++  +  AG + T  + G  
Sbjct: 97  QDDGNIVTITGVGFDGLKAP------KNKLDMGNSGTSIRLISGVL--AGQDFTVEMFGD 148 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+  +++ L+Q+G +V      D PP+ + G   L     +L  + S+Q  SAL 
Sbjct: 149 DSLSKRPMDRVIIPLRQMGVEVSGQTDRDLPPLTMRGSKALKPIHYQLPVA-SAQVKSAL 207 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA  A  D E  II+K  +  + E    ++ +FG   + +    R  IKGGQ++ + + 
Sbjct: 208 IFAALQA--DGESVIIEKEKTRNHTE---DMIVQFGGAIDVNGKEIR--IKGGQEF-TGQ 259 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-- 303 
           +  V GD SSA+++L AG  +    VT+E  G    +  +   +V++ MG K+T +     
Sbjct: 260 DVVVPGDISSAAFWLVAGLIVPNAKVTLENVGINETRTGI--IDVIKEMGGKMTISNVDE 317 
 
Query: 304 ---SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWR 357 
              S T+T    E      L  +++    +P +   L ++AL    A+G T IRD    + 
Sbjct: 318 IAKSATITVETSE------LHGVEIGGEIIPRLIDELPIIALLATQANGTTIIRDAEELK 371 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           VKET+R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA    
Sbjct: 372 VKETDRIQVVADALNAMGADITPTDDGMIIKGKTPLHGAKVNTFGDHRIGMMTAIAALLV 431 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++  V +        ++P +F+ L    + 
Sbjct: 432 SDGDVELERAEAINTSYPSFFNDLEVLSR 460 
 
 
>ref|ZP_04115329.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar kurstaki str. T03a001] 
 gb|EEM52957.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar kurstaki str. T03a001] 
          Length = 432 
 
 Score =  146 bits (368), Expect = 8e-33,   Method: Compositional matrix adjust. 
 Identities = 131/460 (28%), Positives = 219/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T++   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTIIRGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDLINEEASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
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Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|YP_001843922.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           fermentum IFO 3956] 
 sp|B2GCR0.1|AROA_LACF3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAG27442.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           fermentum IFO 3956] 
 gb|ADJ41326.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Lactobacillus fermentum CECT 5716] 
          Length = 432 
 
 Score =  146 bits (368), Expect = 8e-33,   Method: Compositional matrix adjust. 
 Identities = 136/437 (31%), Positives = 217/437 (49%), Gaps = 37/437 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++G + +PG KS+S+R L++ ALSEGTTV+D+ L  ED    L AL+ LG  VE ++  
Sbjct: 11  RGLNGELAVPGDKSISHRALMIGALSEGTTVIDHFLVGEDCLSTLRALQDLG--VEIERK 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   V+G G    VE A     L + N+G + R L   +  AG + T  L G   +  R 
Sbjct: 69  GEHVEVIGRGIAGLVEPAAP---LQMNNSGTSTRLLMGIL--AGQSFTSQLVGDASLSRR 123 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L +LGA +        P   V     L G +VKL  + S+Q  SA+++AA   
Sbjct: 124 PMKRVQGPLARLGAQIGLSEAGTLPATVVG--HPLQGARVKLEVA-SAQIKSAVILAALQ 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   +        +P  + T RL++ FG       + +   +  G +    +   V G 
Sbjct: 181 AQGSTTVS-----EPLPTRDHTERLLKAFGANLTVDRAANSITVTPGARLVG-QEVLVPG 234 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D SSA++FL AGA I    +TV+  C   +  G ++   VL+ MGA+++  ET+       
Sbjct: 235 DPSSAAFFLVAGAVIANSHLTVKDVCLNPTRTGLIR---VLKKMGARLSIKETASG---- 287 
 
Query: 311 PREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             EP G        L+A+ V    +PD+   L +VAL    ADG + I      RVKET+ 
Sbjct: 288 -GEPLGDVTIQTSQLRAVTVTAKDVPDLIDELPLVALLAACADGVSEISGAGELRVKETD 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPD-YCIITPPE-KLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           R+  +     +LG  VEE PD + I+  P  ++    ++++ DHR+ M  ++AA  +  P 
Sbjct: 347 RIQTVAELFLQLGVDVEERPDGWRIVGRPNWQVQKPNLNSHGDHRLGMLAAVAALRSTTP 406 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + + DP     ++P +F 
Sbjct: 407 LFLIDPDAVAVSYPSFF 423 
 
 
>ref|ZP_05645736.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC30] 
 ref|ZP_05652067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC10] 
 gb|EEV29069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC30] 
 gb|EEV35400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC10] 
          Length = 429 
 
 Score =  146 bits (368), Expect = 8e-33,   Method: Compositional matrix adjust. 
 Identities = 127/446 (28%), Positives = 212/446 (47%), Gaps = 34/446 (7%) 
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Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+    + GT+ +P  KS+S+R ++  AL+EGTT V N L  ED +  L A ++LG+ +  
Sbjct: 3   LKKATHLKGTIAVPADKSISHRSIMFGALAEGTTTVRNFLRGEDCYSTLHAFQSLGVPIH 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D         G  G  P ++      + +GN+G  +R +   +  AG   T  L G    
Sbjct: 63  DDGQTITIEGQGFNGLKPADEP-----IDIGNSGTTIRLMMGIL--AGQPFTTTLFGDDS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+  +++ L+++GA+V     T+ PP+ +NG   L     ++  + S+Q  SAL+  
Sbjct: 116 LNRRPMNRVMLPLREMGANVRGHEQTEFPPITINGTASLHPINYQMPVA-SAQVKSALIF 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G   I  I+K  S  + E  +R   +FG     +       + G Q  +  +   
Sbjct: 175 AALQAQGTSTI--IEKETSRNHTEEMIR---QFG--GVITTQGKTITVTGPQTLQG-QEV 226 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET---- 303 
            V GD SSA++FL AGA +    + ++  G    +  +   +VLE MGA + ++       
Sbjct: 227 VVPGDISSAAFFLTAGAIMPESEIVLKNVGINPTRTGI--LDVLEEMGASIAFSNQDDQN 284 
 
Query: 304 -SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
            S  +T           L+A+ +  + +P +   L ++AL A    G T I+D    +VK 
Sbjct: 285 QSADLT------VQSSTLQAVTIAGDIIPRLIDELPIIALLATQAHGKTVIKDAEELKVK 338 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET R+ A   ELTKLGA +    D  II  P  L+   + +  DHR+ M   +AA   +  
Sbjct: 339 ETNRIDATAEELTKLGADITPTEDGLIINGPTPLHGGRVSSRGDHRIGMMLQIAALLTDE 398 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            V +        ++PD+F+ ++   K 
Sbjct: 399 EVELEKAEAVAVSYPDFFEDVARLAK 424 
 
 
>ref|YP_003920757.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvoylshikimate-3-phosphate synthase) [Bacillus 
           amyloliquefaciens DSM 7] 
 emb|CBI43287.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvoylshikimate-3-phosphate synthase) [Bacillus 
           amyloliquefaciens DSM 7] 
          Length = 428 
 
 Score =  146 bits (368), Expect = 8e-33,   Method: Compositional matrix adjust. 
 Identities = 128/447 (28%), Positives = 216/447 (48%), Gaps = 34/447 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + +  ++G + +PG KS+S+R ++  AL+EGTT V N L   D    +   R +G+S+E  
Sbjct: 4   EKVTSLNGEIHIPGDKSISHRSVMFGALAEGTTTVKNFLPGADCLSTIACFRKMGVSIEQ 63 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +       + G G     E    +  L +GN+G  +R +   +  AG      + G   + 
Sbjct: 64  N--GSDVTIHGNGIDALCE---PDSLLDVGNSGTTIRLMLGIL--AGRPFHSTVAGDESI 116 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+  +   LKQ+GA +D     +  P+ V   GG   G   +S   S+Q  SA+L+A 
Sbjct: 117 AKRPMKRVTEPLKQMGAVIDGRADGEFTPLSVR--GGQLKGIDYVSPVASAQIKSAVLLA 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G   +    K       + T R++  FG  AE +++     + GGQK ++  + + 
Sbjct: 175 GLQAEGTTTVTEPHK-----SRDHTERMLNAFG--AELAETETSASVTGGQKLRAA-DIF 226 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++FL AGA + G  + ++  G    +  +   +VL+ MGA +      +    
Sbjct: 227 VPGDISSAAFFLAAGAVVPGSRIVLKNVGLNPTRTGI--IDVLKQMGATLEV----ILSK 280 
 
Query: 309 GPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKE 360 
               EP+G        LKA ++    +P +   + ++AL    A+G T I+D A  +VKE 
Sbjct: 281 ADSAEPYGDLVIETSALKAAEIGGEIIPRLIDEIPIIALLATQAEGTTVIKDAAELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEV 418 
           T R+  + +EL K+GA +E   D   I   + L   A + ++ DHR+ M   +A+C  E  
Sbjct: 341 TNRIDTVVSELRKIGADIEATEDGMKIHGKKTLAGGAGVSSHGDHRIGMMLGIASCLTEE 400 
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Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           P+ I D    R ++P +F+ L    K  
Sbjct: 401 PIEIHDTDAIRVSYPTFFEHLDQLSKK 427 
 
 
>ref|ZP_04192296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH676] 
 ref|ZP_04239968.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock1-15] 
 gb|EEL28408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock1-15] 
 gb|EEL75990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH676] 
          Length = 432 
 
 Score =  145 bits (367), Expect = 9e-33,   Method: Compositional matrix adjust. 
 Identities = 131/460 (28%), Positives = 218/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|YP_037018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar konkukian str. 97-27] 
 sp|Q6HHF8.1|AROA_BACHK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAT61256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar konkukian str. 97-27] 
          Length = 429 
 
 Score =  145 bits (367), Expect = 9e-33,   Method: Compositional matrix adjust. 
 Identities = 132/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EGTT +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGTTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  D       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQD--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
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Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ V G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTVRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>gb|ABZ07600.1| putative EPSP synthase (3-phosphoshikimate 
           1-carboxyvinyltransferase) [uncultured marine 
           microorganism HF4000_ANIW137K11] 
          Length = 183 
 
 Score =  145 bits (367), Expect = 9e-33,   Method: Compositional matrix adjust. 
 Identities = 87/188 (46%), Positives = 113/188 (60%), Gaps = 7/188 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + L  ++   GTVKLPGSKS+SNR LLLAAL++G T +  LL S+D   ML ALR LG 
Sbjct: 2   ESLTLPAVRHAYGTVKLPGSKSISNRTLLLAALAQGDTEIHELLASDDTQRMLDALRILG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E      +  V G  G+FPV+ A     LFLGNAG A R LTAA+  + GN  Y L  
Sbjct: 62  VKLE-QTGLHQWQVHGTCGEFPVKQAA----LFLGNAGTAFRPLTAALALSHGN--YELS 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G+ RM ERPIGDLV  L   GA ++       PP+ +          +++ G +SSQ+L+ 
Sbjct: 115 GIARMHERPIGDLVDTLNAAGAAIEYLQNPGFPPLHIRPATLNTSEALRVRGDVSSQFLT 174 
 
Query: 185 ALLMAAPL 192 
           ALLMA PL 
Sbjct: 175 ALLMALPL 182 
 
 
>ref|YP_002123076.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equi 
           subsp. zooepidemicus MGCS10565] 
 sp|B4U246.1|AROA_STREM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACG62063.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Streptococcus 
           equi subsp. zooepidemicus MGCS10565] 
          Length = 427 
 
 Score =  145 bits (367), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 126/432 (29%), Positives = 219/432 (50%), Gaps = 29/432 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G +++PG KS+S+R ++  A++EG TV+  LL  +DV   + A R LG+++   ++ 
Sbjct: 8   KALRGRLRVPGDKSISHRAVIFGAIAEGQTVIHGLLRGQDVLATIQAFRDLGVTIY--ES 65 
 
Query: 73  AKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           A   ++ G G  G  P +       L +GN+G +MR L   + A   + +  L G   +  
Sbjct: 66  ADSLIIEGRGFKGLKPAQKP-----LDMGNSGTSMRLLAGLLAAQ--DFSVQLFGDDSLS 118 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  + + L  +GA++      + PP+ V G  GL     +L  + S+Q  SA+L+AA 
Sbjct: 119 RRPMDRITIPLSLMGAELSGQGEKELPPLIVKGCQGLRPIHYQLPVA-SAQVKSAILLAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G  E  I++K ++  + E    ++E+FG K   S +  +  IKG Q+ +  +   + 
Sbjct: 178 LQTQG--ETVILEKELTRNHTE---EMIEQFGGKL--SVAGKQISIKGPQRLQG-QTLQI 229 
 
Query: 251 EGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++LA G  + G  + +E  G    +      EV+E MG ++++      +   
Sbjct: 230 PGDLSSAAFWLAAGLIVPGSDLVLENVGINPTR--TGLLEVIEKMGGQLSYQAVDKDIQT 287 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVA 366 
              +      LK I+++ + +P +   L V+AL A    G T IRD    RVKET+R+ A 
Sbjct: 288 ATLK-VSYSTLKGIEISGDLIPRLIDELPVIALLATQAQGTTYIRDAQELRVKETDRIQA 346 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +   L ++GA ++   D  +I     L+  A+ T  DHR+ M  ++AA    E  VT+   
Sbjct: 347 VTDVLGQMGADIQATEDGMVIRGKTPLHGAAVSTCGDHRIGMMTAIAALLVEEGQVTLER 406 
 
Query: 425 PGCTRKTFPDYF 436 
                 ++PD+F 
Sbjct: 407 AEAILTSYPDFF 418 
 
 
>ref|YP_003900684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vulcanisaeta 
           distributa DSM 14429] 
 gb|ADN49633.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vulcanisaeta 
           distributa DSM 14429] 
          Length = 429 
 
 Score =  145 bits (367), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 218/439 (49%), Gaps = 33/439 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG- 64 
           ++++   K   G V+ P SK+L+ R LL +ALS     +  L   +D   M+  ++ +   
Sbjct: 3   KLIVNGFKAREGVVEAPPSKALTLRYLLASALSRTWVSLRKLNWGDDTWSMIRGVKPISE 62 
 
Query: 65  LSVEADKA-AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + V  D    +R ++V    +F V D        +G +G  +R LT   +   G    +  
Sbjct: 63  IEVRDDYVRTRRGMMVE---RFRVID--------VGESGFTLRVLTGVYSGIDGTTLLIP 111 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RP+ +L+  LK LGA VD  LG+    +RV G   L GG V +SGS+SSQY+ 
Sbjct: 112 RG--SLIGRPMDELLGALKNLGAKVDR-LGS---IIRVVG-SKLVGGYVMISGSVSSQYI 164 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL  APL  G +E+ I   + S PY++ T+ ++  FG+ AE SD  D  Y+ G Q+++ 
Sbjct: 165 SALLYLAPLTEGGIEVSIKPPIKSRPYIDATISVLRDFGINAERSD--DTIYVSGSQEFR 222 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWT 301 
           +    + V GD S A+Y++A + +TG  + +       +++ +  F +  + +G ++    
Sbjct: 223 AVNEEFIVPGDYSLAAYYIALSVLTGIDLRIMNLHRDRAIESEYSFIKYAKEIGVEIEEY 282 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           E SV V G        K L+ ++ +++  PD+ M LA++     G + I  V+    KE+ 
Sbjct: 283 EDSVMVKGSS-----TKSLRPLNADLSDSPDIVMPLALLLTRVQGRSRILGVSHLVYKES 337 
 
Query: 362 ERMVAIRTELTKLGA--SVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAA-CAE 417 
            R+  +   L  LGA  SV+E      I    ++     ID  +DHR+ M   + A  A  
Sbjct: 338 NRLRGVAAVLKCLGAGVSVDEANGIIEIEGTHEIKGGCEIDALNDHRIVMMGVIGALSAR 397 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            PV I +     K++P +  
Sbjct: 398 EPVEIINWEGVSKSWPTFI 416 
 
 
>ref|ZP_06804840.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevibacterium 
           mcbrellneri ATCC 49030] 
 gb|EFG48370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevibacterium 
           mcbrellneri ATCC 49030] 
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          Length = 392 
 
 Score =  145 bits (367), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 131/418 (31%), Positives = 201/418 (48%), Gaps = 33/418 (7%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +LAALS   ++V + L S D   M+ AL  LG +         +V    GG     DA   
Sbjct: 1   MLAALSNAPSIVRSPLVSRDTELMMRALDALGATFTP-HGNDISVEPIMGGDNSASDATI 59 
 
Query: 93  EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC-- 150 
           +     G AG  MR +   V A G  A +  DG P+ R RP+  ++  L  LGA VD    
Sbjct: 60  DC----GLAGTVMRFVPPVVLATGTRAHF--DGDPQARVRPMQTILDALTALGATVDSDD 113 
 
Query: 151 -FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SI 208 
            FL     P  +   G   G  V +  S SSQ++S LL++A      + ++ + + + S  
Sbjct: 114 GFL-----PFSIT-TGDHVGNTVTIDASQSSQFVSGLLLSAARFPDGLTVKHLGETVPSK 167 
 
Query: 209 PYVEMTLRLMERFGVKAEHSD--SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 266 
           P+++MT+  ++++GVK    D  +W    ++ G    +  +  VE D S+A+ FL    I 
Sbjct: 168 PHIDMTVATLKQYGVKVTQPDPTTW---VVEPGVIQAT--DVTVEPDLSNAATFLGVPLI 222 
 
Query: 267 TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 326 
            GG+VTV      + Q    F ++    G     T   +TVTG          ++ +D++ 
Sbjct: 223 AGGSVTVPHWPERTDQAGHAFMDIARAFGGTAELTPAGLTVTG-------SGTVQPVDLD 275 
 
Query: 327 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 386 
           ++++ ++   +A +A  A G + +R +   R  ET+R+ A+ TELTK GA VEEGPDY   
Sbjct: 276 LSQVGELTPVVAAIAAHAHGTSHLRGIGHLRGHETDRLTALATELTKAGAQVEEGPDYLT 335 
 
Query: 387 ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           IT        A  +Y DHRM MA +L    +  VTI DP    KT P + D+    V  
Sbjct: 336 ITSTVSTGC-AWSSYADHRMVMAGALVGLTQ-DVTIEDPDTVAKTLPQFTDMFERVVS 391 
 
 
>gb|EGC83183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerococcus 
           hydrogenalis ACS-025-V-Sch4] 
          Length = 409 
 
 Score =  145 bits (366), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 108/436 (24%), Positives = 222/436 (50%), Gaps = 49/436 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I++ P K ++G +    SKS ++R+L++A LS  +T +     S+D++  +  L+ LG 
Sbjct: 4   DDILIHPSK-LTGQIDAISSKSFAHRVLIMAGLSNNSTNIYINEFSKDINVTIDGLKNLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E ++   + +        P E+  ++  + +  +G ++R  T   +    N   +   
Sbjct: 63  VGIEKNENFVKII--------PPEEKIDQATIDMYESGSSLRFFTGVSSHFSKNTKII-- 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  R+ +RP  +L+  L++ G ++     +D  P  + G   L  G+ +   + SSQY++ 
Sbjct: 113 GEKRLAQRPNLELINNLRKHGLEI----SSDKIPYTIKG--KLKAGQFEFLENKSSQYIT 166 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV---KAEHSDSWDRFYIKGGQK 241 
           A+++AA    G   I++ +K  SI Y+++T ++++ F V   K +HS      YI    + 
Sbjct: 167 AIMLAASKLKGKTYIKLSEKPESIGYIDITRKVLKDFNVDVKKDKHS------YIIENPE 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            KSPKN  VEGD S+A++F  GA + G  + +      SLQ D +  E+ + +        
Sbjct: 221 IKSPKNYIVEGDWSNAAFFY-GANLLGSKIEISNLDENSLQKDREIVEICQKIKE----- 274 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                          +K  K + ++++++PD+   +A++  + D  + I +    R+KE+ 
Sbjct: 275 --------------CKKEGKELKIDISQIPDLCPIVAILLTYLDKTSYIINGERLRLKES 320 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
           +R+ +    L  LGA+ +   D   I+   K++   +D+++DHR+ MA S+ +  A+  + 
Sbjct: 321 DRLESTSKMLNDLGANCQILGDGLKISG--KISGGKVDSFNDHRIVMAASIGSLLAKEDI 378 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I++     K++P +F 
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Sbjct: 379 IIKNYKAVNKSYPSFF 394 
 
 
>ref|YP_002537816.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter sp. FRC-32] 
 sp|B9LZG2.1|AROA_GEOSF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACM20715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter sp. FRC-32] 
          Length = 429 
 
 Score =  145 bits (366), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 129/437 (29%), Positives = 209/437 (47%), Gaps = 25/437 (5%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P K + G + +PG KS+S+R ++L +L+ G T V   L  ED    L A R +G+ V   
Sbjct: 7   KPAKTVRGEITVPGDKSISHRSIMLGSLARGITTVKGFLRGEDNLATLNAFRAMGIIVHD 66 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           D    +    G  G     D      L  GN+G +MR +T  ++  G     VL G   + 
Sbjct: 67  DGETLKIEGNGLHGLGEPADV-----LDCGNSGTSMRLMTGLLS--GQRFFSVLTGDQYL 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R+RP+  ++  L  +GA V    G D  P+ +  +G    G    S   S+Q  SA+L+A 
Sbjct: 120 RKRPMKRVLEPLNLMGATVFGRAGGDKAPLAI--VGTSLKGIAYQSPVSSAQVKSAILLA 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A  D E ++ +  +S  + E   R++  FG   E      R  I+GG++ +  +    
Sbjct: 178 GMYA--DGETQVTEPHLSRDHSE---RILRYFGADIETYSGGTR--IRGGRELEG-REII 229 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A I  G  + ++G G    +  +   ++L+ MG  +T      +   
Sbjct: 230 VPGDISSAAFFMVAALIVPGSELLIKGVGVNPTRTGI--IDILQAMGGDITLQNCRESSG 287 
 
Query: 309 GPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P  +   +   LK I+V  + +P   D    + V A  A+G T IRD    RVKET+R+ 
Sbjct: 288 EPVADILVKSSRLKGIEVGGDLVPRAIDEFPVICVAASLAEGKTVIRDAKELRVKETDRI 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
            A+   L K G +V E  +   +T  EKL     +++ DHR+AM+  +A   A   +T+  
Sbjct: 348 KAMAFNLQKAGVAVVETENGMDVTGMEKLEGCTAESFGDHRIAMSMLIAGLAARDQITVN 407 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           D  C   +FP++  +L  
Sbjct: 408 DTECIGTSFPNFTALLQ 424 
 
 
>ref|YP_004204016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           BSn5] 
 gb|ADV92989.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus subtilis 
           BSn5] 
          Length = 428 
 
 Score =  145 bits (366), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 129/448 (28%), Positives = 220/448 (49%), Gaps = 36/448 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++ + G + +PG KS+S+R ++  AL+ GTT V N L   D    +   R +G+ +E  
Sbjct: 4   EKVQTLHGEIHIPGDKSISHRSVMFGALAAGTTTVKNFLPGADCLSTIDCFRKMGVHIE- 62 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            ++    V+ G G    ++  KE E  L +GN+G  +R +   +  AG      + G    
Sbjct: 63  -QSGSDVVIHGKG----IDALKEPESLLDVGNSGTTIRLMLGIL--AGRPFYSAVAGDES 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +   LK++GA +D   G +  P+ V+G   L G    +S   S+Q  SA+L+ 
Sbjct: 116 IAKRPMKRVTEPLKKMGAKIDGRAGGEFTPLSVSG-ASLKGIDY-VSPVASAQIKSAVLL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G   +    K       + T R++  FGVK   S       I GGQK  +  +  
Sbjct: 174 AGLQAEGTTTVTEPHK-----SRDHTERMLSAFGVKL--SADQTSVSIAGGQKL-TAADI 225 
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Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           +V GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGAK+    ++ +  
Sbjct: 226 FVPGDISSAAFFLAAGAMVPNSRIVLKNVGLNPTRTGI--IDVLQNMGAKLEIKPSADSG 283 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVK 359 
                EP+G        LKA+++  + +P +   + ++AL    A G T I+D A  +VK 
Sbjct: 284 A----EPYGDLIIETSSLKAVEIGGDIIPRLIDEIPIIALLATQAKGTTVIKDAAELKVK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAAC-AE 417 
           ET R+  + +EL KLGA +E   D   +   + L    A+ ++ DHR+ M   +A+C  E 
Sbjct: 340 ETNRIDTVVSELRKLGAEIEPTADGMKVYGKQTLKGGAAVSSHGDHRIGMMLGIASCITE 399 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            P+ I        ++P +F+ L+   K  
Sbjct: 400 EPIEIEHTDAIHVSYPTFFEHLNKLSKK 427 
 
 
>ref|ZP_00052321.1| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Magnetospirillum magnetotacticum MS-1] 
          Length = 398 
 
 Score =  145 bits (366), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 128/394 (32%), Positives = 191/394 (48%), Gaps = 28/394 (7%) 
 
Query: 48  LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 107 
           L S D   M+ ALR LG+ +E   +     V     + PV+       +  G AG  MR  
Sbjct: 11  LRSRDADLMIAALRALGVGIEEGASPTELHVTPGTLRGPVD-------VDCGLAGTVMRF 63 
 
Query: 108 LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP---PVRVNGI 164 
           L      A G   +  DG    R RP+G +V  L  L   V    G   P   P  V G  
Sbjct: 64  LPPVAALADGAVRF--DGDEGARVRPMGPVVAALSALDVPVAGDDGGSLPTTLPFTVRGR 121 
 
Query: 165 GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGV 223 
           G + GG V +  S SSQ++S LL+AA      + +  +   L S+P++EMT+ ++   GV 
Sbjct: 122 GRVRGGSVDIDASASSQFVSGLLLAAARYDQGLTVRHVGHTLPSMPHIEMTVEVLREVGV 181 
 
Query: 224 KAEHSDS--WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
             + S    W    ++ G    + ++  VE D S+A+ FLA A + GGTV V G  T +  
Sbjct: 182 VVDDSRPAIW---RVEPGPI--AARDVQVEPDLSNAAPFLAAALVAGGTVRVTGWPTATT 236 
 
Query: 282 QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 341 
           Q      E+LE MGA  +     +TVTG          ++ +DV+++   ++A T+A +A 
Sbjct: 237 QPGAMVPELLETMGATSSLDGDVLTVTG-------TGEVRGVDVDLHAAGELAPTIAALA 289 
 
Query: 342 LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 401 
             ADGP+ +R +A  R  ET+R+ A+ TE+T+LG   EE  D  +IT P  L+     TY 
Sbjct: 290 ALADGPSRLRGIAHLRGHETDRLAALATEITRLGGQAEETRDGLVIT-PRPLHGAVFRTY 348 
 
Query: 402 DDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHRMA + ++       V + +   T KT P + 
Sbjct: 349 HDHRMATSAAVIGLRVPGVGVENVATTAKTLPGF 382 
 
 
>ref|ZP_04203661.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           F65185] 
 gb|EEL64644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           F65185] 
          Length = 432 
 
 Score =  145 bits (366), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 131/460 (28%), Positives = 218/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
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             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDLINEEASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|ZP_05666868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,141,733] 
 gb|EEV50201.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,141,733] 
          Length = 431 
 
 Score =  145 bits (366), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 132/441 (29%), Positives = 211/441 (47%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +    G     P  +      + +GN+G   R L   +  AG   T  L G   
Sbjct: 63  EEEEEVIKIHGRGSHSFVPPTEP-----IDMGNSGTTSRLLMGIL--AGQPFTTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+       C P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGNENDQCLPITVTGTHSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK    +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IMVTGPQKLTG-QQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNKQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   ++   +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIDGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|ZP_02082253.1| hypothetical protein CLOLEP_03742 [Clostridium leptum DSM 753] 
 gb|EDO59692.1| hypothetical protein CLOLEP_03742 [Clostridium leptum DSM 753] 
          Length = 377 
 
 Score =  145 bits (365), Expect = 1e-32,   Method: Compositional matrix adjust. 
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 Identities = 112/352 (31%), Positives = 182/352 (51%), Gaps = 21/352 (5%) 
 
Query: 90  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 149 
           A  +  L  G +G  +R L     A G  A +   G  R+ ERPIG  +  L Q G  V  
Sbjct: 31  APSQAVLDCGESGSTLRFLIPTAAAGGVRAEFTGRG--RLPERPIGVYLDCLPQAG--VA 86 
 
Query: 150 CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 209 
           C      P   ++  G L  G  +L G+ISSQ+++ LL+A P+  G  EI +   L S   
Sbjct: 87  CRTQGGLP---LSISGALRPGAFRLPGNISSQFITGLLLALPILNGGSEIRLTSPLESAG 143 
 
Query: 210 YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 267 
           YV+MT+ +M+RFGV     +  + + + G Q Y  P++  +EGD S A++FLA  A++   
Sbjct: 144 YVDMTIEMMKRFGVTVTPVE--NGWLVPGNQSY-VPRDLAIEGDWSQAAFFLAAGALSQA 200 
 
Query: 268 -GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 326 
            G ++ + G    S QGD +   + +  GAK++W    + ++     P   + + AID + 
Sbjct: 201 QGSSILLRGLQKHSTQGDRQAFSLFQRFGAKLSWEPEGLRIS-----PGALRPIPAIDAS 255 
 
Query: 327 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 386 
             ++PD+   LAV A    G T+I   A  R+KE++R+ A+   +  LG  ++E PD  + 
Sbjct: 256 --QIPDLVPILAVTAALCPGITSITGAARLRIKESDRLKAVAQGVAALGGEIKELPDGLV 313 
 
Query: 387 ITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFPDYFD 437 
           +T    L+    +  +DHR+ MA ++A+   E PV I D     K++P +F+ 
Sbjct: 314 VTGKPMLSGGRAEGCNDHRIVMAMAVASLGCEKPVEITDAQSVSKSYPGFFE 365 
 
 
>ref|YP_003436313.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ferroglobus placidus 
           DSM 10642] 
 gb|ADC66038.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ferroglobus placidus 
           DSM 10642] 
          Length = 408 
 
 Score =  145 bits (365), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 127/433 (29%), Positives = 209/433 (48%), Gaps = 41/433 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E++G VK P SKS ++R L   ALS    +   L++ + +       ++  + +    AA 
Sbjct: 6   EVNGEVKAPPSKSYTHRALFAGALSRRARIYSPLISDDTLATAFSCKKSGSIFLRKGDAA 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               +   GG +              N+G  +R L +   A G ++  +LDG   +R RP 
Sbjct: 66  IVGGLRKFGGYYNCM-----------NSGTTLRILISLAAALGDHS--ILDGDESLRNRP 112 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
             +L   +K+LGA+V   +G +    P+++ G   +  G+V++SG  SSQ++++LL A P 
Sbjct: 113 NKELCEAVKKLGAEV---IGGEEFKAPLKIRG--RIKAGEVEISGK-SSQFVTSLLFALP 166 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L +GD  + + D L S PYV++TL ++E   VK E   +    Y     +YK  +   V  
Sbjct: 167 L-VGDSVVRVRD-LKSKPYVDVTLHVLEESNVKVEVEGNEYHVY---DSEYK-LREFQVP 220 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D SS SY +A A + GG V+++     S QGD    +++  MG +V W    +       
Sbjct: 221 PDFSSISYLIA-AGVVGGKVSIKNV-VDSRQGDKVIVDLVREMGGRVEWRNDEIVAE--- 275 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                +  L+ I+ + +  PD+  T+AV+A  A G T I +    R+KET+R+  I   L 
Sbjct: 276 -----KSELEGIEFDASNNPDLVPTIAVLAAVAKGKTRIYNAEHLRLKETDRITTICENL 330 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFS-LAACAEVPVTIRDPGCTR 429 
            +LG  V+ G    ++           +D++ DHR+AMAFS L    E  V I    C   
Sbjct: 331 RRLGVDVKCGEGEIVVEGKGFREFKGVVDSFGDHRIAMAFSVLGLLGE--VRILKAECVS 388 
 
Query: 430 KTFPDYFDVLSTF 442 
            ++P +F  L    
Sbjct: 389 VSYPKFFQDLKKL 401 
 
 
>ref|YP_002508788.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halothermothrix 
           orenii H 168] 
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 gb|ACL69793.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halothermothrix 
           orenii H 168] 
          Length = 430 
 
 Score =  145 bits (365), Expect = 1e-32,   Method: Compositional matrix adjust. 
 Identities = 128/454 (28%), Positives = 223/454 (49%), Gaps = 40/454 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+ ++    + G + +PG KS+S+R ++  +L+EG +++   L SED    L A + +G+ 
Sbjct: 2   ELKIKKSNPLKGEINIPGDKSISHRSVIFTSLAEGRSLIRGFLESEDCLNTLRAFQMMGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           ++E  K  +   +V   G + +++  + +    GN+G  MR L   +  A      VL G 
Sbjct: 62  NIEKIKPGE--YIVNGVGLYGLKEPGDVIDC--GNSGTGMRLLCGLL--APQPFYSVLTG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+G +V  L+Q+GA + C  G    P+ + G   L G    L  + S+Q  S+ 
Sbjct: 116 DNSLRNRPMGRVVNPLRQMGASIWCRDG-GYAPLSIKG-EKLEGISYTLPVA-SAQVKSS 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A   + GDV +         P  + T R+++ FGVK     +  +       K  +P 
Sbjct: 173 LLLAGLYSQGDVFLTEPG-----PSRDHTERMLKGFGVKVYKKGNSIKLPHSEDTKL-TP 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   + GD SSA++F+  + IT G+ + ++  G    +  +   +V+  MG  +       
Sbjct: 227 QEVLIPGDISSAAFFIVASLITPGSEILLKNVGLNPTRCGI--IDVVRQMGGNLELLNV- 283 
 
Query: 305 VTVTGPPREPFGRK---------HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
                  RE  G K          L+ + ++ + +P   D    +AV+A  A G T IRD 
Sbjct: 284 -------REVNGEKSADILVKYSELEGVHIDGDIIPRLIDEIPVIAVLASQARGETVIRD 336 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-EKLNVTAIDTYDDHRMAMAFS 411 
            A  +VKET+R+ A  TEL K G  +EE PD  +I  P   +    +++Y DHR+AM+ + 
Sbjct: 337 AAELKVKETDRIKATVTELGKSGVDIEELPDGMVIKGPCSIIGGVKLESYKDHRIAMSLA 396 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +A   AE  +TI++  C   +FP +  +L   ++ 
Sbjct: 397 VAGLLAEEQITIKNSECINTSFPQFNKLLQKLIQ 430 
 
 
>ref|ZP_04257264.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-Cer4] 
 ref|ZP_04306583.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           172560W] 
 ref|ZP_04318033.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           10876] 
 gb|EEK50270.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           10876] 
 gb|EEK61594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           172560W] 
 gb|EEL10999.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-Cer4] 
          Length = 432 
 
 Score =  145 bits (365), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 131/460 (28%), Positives = 218/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
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Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|YP_872950.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
 gb|ABK52964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
          Length = 1004 
 
 Score =  145 bits (365), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 127/440 (28%), Positives = 224/440 (50%), Gaps = 27/440 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           IV + + E++G + +P SK  ++R L+LA+L++GT+ +  L ++  V Y +GALR LG   
Sbjct: 4   IVKETVGELTGELAIPNSKYHAHRALILASLADGTSYIHGLSDAGHVRYTIGALRALGTR 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++ D       VV  G   P         + +G++G  +  LT    A   +A   + G  
Sbjct: 64  IDVD---GNTFVVRGGPYRP-----RRADVSVGSSGTTLYFLTG--LAGLADAPVRIVGQ 113 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSA 185 
              + RPI  L+  L+ LG  V     T CPP+ V    G P GG+V ++G++ SQ++S  
Sbjct: 114 RYFQRRPIRPLLAALQALGMQVGS--ATGCPPIEVR--PGRPRGGRVTIAGTL-SQWISG 168 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+ AP A     IE+  +L    Y+++T+R+M  FG+  + +    RF +   Q  + P 
Sbjct: 169 LLLLAPFAAATTVIEVDGELNERSYIDLTIRMMREFGLHVDAAPDGRRFEVPPNQTPR-P 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL-QGDVKFAEVLEM---MGAKVTWT 301 
               +  D  +A++ LA  A+    V   G    S  + D   A++L++   MG  +    
Sbjct: 228 ATVTLPPDVGAAAFGLAVTALHPSDVLFRGLPALSASETDHPEADLLDIVAGMGLPMRID 287 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             +  V    R       L  IDV+   +PD+   L+V+A FA G + +R++A  R+KE+ 
Sbjct: 288 PDAGVV----RVTHHGIDLAPIDVDCRSVPDMLPILSVLATFAKGRSRLRNIAHVRLKES 343 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+ A+  +L ++G  +E+  D  +    ++L    + +++DHR+ MA ++AA  AE    
Sbjct: 344 DRVAAM-LQLNRMGGRLEQRGDELVCDGVDRLVGADLSSFNDHRVLMALAVAASRAEGET 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            +  P   R ++P + D ++ 
Sbjct: 403 RLTYPNAYRISYPRFLDEMN 422 
 
 
>ref|YP_003430849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           gallolyticus UCN34] 
 emb|CBI13925.1| Putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Streptococcus gallolyticus UCN34] 
          Length = 427 
 
 Score =  145 bits (365), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 126/449 (28%), Positives = 225/449 (50%), Gaps = 37/449 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
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           +L  + ++ GT+++PG KS+S+R ++  +L++GTT V ++L  EDV   +   R LG+ + 
Sbjct: 3   LLTNVSQLKGTLRVPGDKSISHRSIMFGSLAKGTTTVHDILRGEDVLSTMQVFRDLGVDI 62 
 
Query: 68  EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           + D        VG  G K P      + +L +GN+G ++R ++  +  AG + T  + G  
Sbjct: 63  QDDGNIVTITGVGFDGLKAP------KNKLDMGNSGTSIRLISGVL--AGQDFTVEMFGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+  + + L+Q+G +V      D PP+ + G   L     +L  + S+Q  SAL 
Sbjct: 115 DSLSKRPMDRVTIPLRQMGVEVSGQTDRDLPPLTMRGSKALKPIHYQLPVA-SAQVKSAL 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA  A  D E  II+K  +  + E    ++ +FG   + +    R  IKGGQ++ + + 
Sbjct: 174 IFAALQA--DGESVIIEKEKTRNHTE---DMIVQFGGAIDVNGKEIR--IKGGQEF-TGQ 225 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-- 303 
           +  V GD SSA+++L AG  +    VT+E  G    +      +V++ MG K+T +     
Sbjct: 226 DVVVPGDISSAAFWLVAGLIVPNAKVTLENVGINETR--TGIIDVIKEMGGKMTISNVDE 283 
 
Query: 304 ---SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWR 357 
              S T+T    E      L  +++    +P +   L ++AL    A+G T IRD    + 
Sbjct: 284 IAKSATITVETSE------LHGVEIGGEIIPRLIDELPIIALLATQANGTTIIRDAEELK 337 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           VKET+R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA    
Sbjct: 338 VKETDRIQVVADALNAMGADITPTDDGMIIKGKTPLHGAKVNTFGDHRIGMMTAIAALLV 397 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++  V +        ++P +F+ L    + 
Sbjct: 398 SDGDVELERAEAINTSYPSFFNDLEVLSR 426 
 
 
>ref|ZP_04212655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock4-2] 
 gb|EEL55709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock4-2] 
          Length = 432 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 131/460 (28%), Positives = 218/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----N 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TAADIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
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Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 432 
 
 
>ref|NP_845288.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Ames] 
 ref|YP_019596.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. 'Ames Ancestor'] 
 ref|YP_029002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Sterne] 
 ref|ZP_00393186.1| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase [Bacillus 
           anthracis str. A2012] 
 ref|ZP_02213109.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0488] 
 ref|ZP_02396235.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0193] 
 ref|ZP_02895329.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0389] 
 ref|ZP_02932431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0174] 
 ref|ZP_03017987.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           Tsiankovskii-I] 
 ref|YP_002814250.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. CDC 684] 
 ref|YP_002867201.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0248] 
 ref|ZP_05195670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Western North America USA6153] 
 ref|ZP_05204320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Vollum] 
 ref|ZP_05212823.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Australia 94] 
 sp|Q81P64.1|AROA_BACAN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C3NZR4.1|AROA_BACAA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C3LF06.1|AROA_BACAC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAP26774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Ames] 
 gb|AAT32071.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. 'Ames Ancestor'] 
 gb|AAT55053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Sterne] 
 gb|EDR20692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0488] 
 gb|EDR89872.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0193] 
 gb|EDS99525.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0389] 
 gb|EDT69561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0174] 
 gb|EDV18347.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           Tsiankovskii-I] 
 gb|ACP16234.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. CDC 684] 
 gb|ACQ49969.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0248] 
          Length = 429 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 218/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EGTT +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGTTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  ++ 
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Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFL 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDTSIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDRMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_04228425.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-29] 
 ref|ZP_04245856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock1-3] 
 gb|EEL22432.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock1-3] 
 gb|EEL39880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-29] 
          Length = 429 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 131/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QPI   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPINSGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEITQNGDEVTVVGKG----IEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA +D        P+ + G      G +K    +S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGAKIDGREEGTFTPLTIRG------GDLKAIEYISP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGV    +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVNV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLET 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L  + +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGSTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 933



 

 

 
 
>emb|CBL28511.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synergistetes 
           bacterium SGP1] 
          Length = 428 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 136/433 (31%), Positives = 215/433 (49%), Gaps = 32/433 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++GTV  P SKS ++R+L+ AALS+  T +     SED+      LR+LG  V  ++  
Sbjct: 8   RPLAGTVTAPASKSEAHRLLICAALSDRPTRLTLNGTSEDIDATADCLRSLGAEVLHEEG 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +     +      P+ D +E        +G  +R L     A    A +   G  R+ ER 
Sbjct: 68  SLVVTPIRRVPDGPLLDCRE--------SGSTLRFLLPVAAALAEEARFTGSG--RLPER 117 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PIG L   + + G         D  P R +G   L  G   L G +SSQY++ LL+  PL 
Sbjct: 118 PIGALQAAMARHGVS----FSADRLPFRTSGR--LQAGAFDLPGDVSSQYVTGLLLTLPL 171 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH----SDSWDRFYIKGGQKYKSPKNA 248 
             GD  + +   L S  Y+++TL  + RFGV+       +D   RF + G Q + +P    
Sbjct: 172 LSGDSLLTVHPPLRSAAYLDITLAALRRFGVRPREEGGGADLPRRFQLSGPQAFHTPGVL 231 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V GD S A++FLA  A+T G V+V G    S QGD +  + L+  GA+V+  + +VTV  
Sbjct: 232 EVGGDWSGAAFFLAAGALT-GPVSVRGLDPASPQGDRRILDFLKAFGAEVSLRKDAVTVA 290 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                P   + L+   ++++  PD+   LA  A +ADG TA  +    R+KE++R+ +   
Sbjct: 291 -----PGSLRGLEGCPLDVDATPDLLPVLAATAAWADGRTAFVNGGRLRLKESDRIASTL 345 
 
Query: 369 TELTKLGASVEEGP--DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           + +  LG   EE P  D  I+     +  TA + + DHR+ MA ++AA  C +  VT+ D 
Sbjct: 346 SLIRSLGGRAEETPEGDGLIVQGGGLVGGTA-EGFHDHRIVMAAAVAASRCPQG-VTVTD 403 
 
Query: 425 PGCTRKTFPDYFD 437 
                K++P +F+ 
Sbjct: 404 AEACSKSYPAFFE 416 
 
 
>ref|ZP_02920877.1| hypothetical protein STRINF_01760 [Streptococcus infantarius subsp. 
           infantarius ATCC BAA-102] 
 gb|EDT46756.1| hypothetical protein STRINF_01760 [Streptococcus infantarius subsp. 
           infantarius ATCC BAA-102] 
          Length = 427 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 128/447 (28%), Positives = 224/447 (50%), Gaps = 37/447 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L  + ++ GT+++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ + 
Sbjct: 3   LLTNVSKLQGTLRIPGDKSISHRSIMFGSLAKGKTTVRDILRGEDVLSTMQVFRDLGVDI 62 
 
Query: 68  EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           + D        VG  G K P      + +L +GN+G ++R ++  +  AG + T  + G  
Sbjct: 63  QDDGDLVTITGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFTVEMFGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+  + + L+Q+G +V      D PP+ ++G   L     +L  + S+Q  SAL 
Sbjct: 115 DSLSKRPMDRVTIPLRQMGVEVSGQTERDLPPLTMHGSKNLKPIHYQLPVA-SAQVKSAL 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA  A  D E  II+K  +  + E    ++ +FG K + +    R  IKGGQ++ + + 
Sbjct: 174 IFAALQA--DGESVIIEKEKTRNHTE---DMIVQFGGKIDVNGKEIR--IKGGQEF-TGQ 225 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-- 303 
           +  V GD SSA+++L AG  +    VT+E  G    +  +   +V+  MG K+T ++    
Sbjct: 226 DVVVPGDISSAAFWLVAGLIVPNAKVTLENVGINETRTGI--LDVILAMGGKMTISDVDE 283 
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Query: 304 ---SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWR 357 
              S T+T    E      L   ++    +P +   L ++AL    A+G T IRD    + 
Sbjct: 284 VAKSATITVETSE------LSGTEIGGEVIPRLIDELPIIALLVTQANGTTVIRDAEELK 337 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           VKET+R+  +   L  +GA +    D  II     L+   I+T+ DHR+ M  ++AA    
Sbjct: 338 VKETDRIQVVADALNAMGADITPTDDGMIIKGKTPLHGAKINTFGDHRIGMMAAIAALLV 397 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +E  V +        ++P +F  L    
Sbjct: 398 SEGDVELERAEAINTSYPSFFSDLEVL 424 
 
 
>ref|ZP_08047105.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           C150] 
 gb|EFX54680.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           C150] 
          Length = 427 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 123/444 (27%), Positives = 222/444 (50%), Gaps = 37/444 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++ + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D  
Sbjct: 7   VQGLHGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDG 66 
 
Query: 72  AAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   +  
Sbjct: 67  DVVRIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFEVEMFGDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA 
Sbjct: 119 KRPMDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIHYQLPVA-SAQVKSALIFAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A  D E  II+K  +  + E    ++++FG + +      R  I GGQ + + K   V 
Sbjct: 178 LQA--DGESVIIEKEKTRNHTE---DMIQQFGGQLQVDGKEIR--ISGGQSFTAQK-VVV 229 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TS 304 
            GD SSA+++L AG  +    + +E  G    +      +V++ MG K+T ++      S 
Sbjct: 230 PGDISSAAFWLVAGLVVPNSKIVLENVGINETR--TGIIDVIKDMGGKITLSDIDQVAKS 287 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
            T+T    E      LK  ++  + +P +   L ++ L A    G T IRD    +VKET 
Sbjct: 288 ATITVETSE------LKGTEIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKET 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+  +   L  +GA +    D  II+    L+   I+T+ DHR+ M  ++AA    +   
Sbjct: 342 DRIQVVADALNAMGADIVPTEDGMIISGKTALHGAEINTFGDHRIGMMTAIAALLVQDGE 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V ++       ++P +F  L   + 
Sbjct: 402 VDLQRAEAINTSYPSFFSDLEGLI 425 
 
 
>ref|ZP_00144747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. vincentii ATCC 49256] 
 gb|EAA23660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. vincentii ATCC 49256] 
          Length = 423 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 109/449 (24%), Positives = 208/449 (46%), Gaps = 48/449 (10%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M G  + +++    ++G V  P SKS+ +R ++ ++L++G + ++N+  S+D+   + A+ 
Sbjct: 1   MRGMNKKIIKA-NRLTGEVTPPPSKSILHRYIIASSLAKGISKIENISYSDDIIATIEAM 59 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             LG  +E        +++     F  +      ++    +G  +R L           + 
Sbjct: 60  EKLGAKIEK---KDNYLLIDGSKTFDKKYLNNNAEIDCNESGSTLRFLFPLSIVKKNKIS 116 
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Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGS 177 
           +   G  ++ +RP+        +               +  N I   G L  GK ++ G+ 
Sbjct: 117 F--KGKGKLFKRPLNPYFENFDKYKIKY--------SYINENEILLDGELKSGKYEIDGN 166 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           ISSQ+++ LL + PL   + +I I  KL S  Y+++TL  + +FG+     +S+  F IK 
Sbjct: 167 ISSQFITGLLFSLPLLNENSKIIIKGKLESSSYIDITLDCLNKFGINI-IKNSYKEFIIK 225 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q YKS  +  VE D S  ++FL   +I G  + + G  T SLQGD K  + +  +    
Sbjct: 226 GNQNYKSG-DYEVEADYSQVAFFLVANSI-GSNIKINGLNTNSLQGDKKIIDFISQID-- 281 
 
Query: 298 VTWT-ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
             W  E  + + G                   + PD+   L++ A  +     I ++A   
Sbjct: 282 -NWNKEEKLILDGS------------------ETPDIIPILSLKACTSKKEIEIVNIARL 322 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-----VTAIDTYDDHRMAMAFS 411 
           R+KE++R+ A   EL+KLG  + E  D  +I   +  N     +  + ++ DHR+AM  + 
Sbjct: 323 RIKESDRLKATVKELSKLGFDLLEKEDSILINSRKDFNKINNSLVYLSSHSDHRIAMTIA 382 
 
Query: 412 LA-ACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +A  C    + + +  C +K++P++++V  
Sbjct: 383 IALTCYNGEIILDNLDCVKKSYPNFWEVF 411 
 
 
>ref|ZP_04223137.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-42] 
 gb|EEL45190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-42] 
          Length = 429 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 130/452 (28%), Positives = 218/452 (48%), Gaps = 36/452 (7%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E ++QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERIIQPVNSGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D        P+ + G G L   +   S   S+ 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG-GDLKAIEYN-SPVASA 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       + G 
Sbjct: 170 QVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTVKLAG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE MGA  
Sbjct: 221 GQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEKMGAT 277 
 
Query: 298 VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDV 353 
            T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D  
Sbjct: 278 FTVEPINEGSSEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  ++A 
Sbjct: 338 HELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIA 397 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C AE   TI D      ++P +F+ L    K 
Sbjct: 398 GCIAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|YP_001421669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           amyloliquefaciens FZB42] 
 sp|A7Z612.1|AROA_BACA2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAL26234.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Bacillus 
           amyloliquefaciens FZB42] 
 gb|ABS74438.1| AroE [Bacillus amyloliquefaciens FZB42] 
          Length = 428 
 
 Score =  144 bits (364), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 128/447 (28%), Positives = 213/447 (47%), Gaps = 34/447 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + +  ++G + +PG KS+S+R ++  AL+EGTT V N L   D    +   R +G+S+E  
Sbjct: 4   EKVTSLNGEIHIPGDKSISHRSVMFGALAEGTTTVKNFLPGADCLSTIACFRKMGVSIEQ 63 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +       + G G     E    +  L +GN+G  +R +   +  AG      + G   + 
Sbjct: 64  N--GSDVTIYGKGIDALCE---PDSLLDVGNSGTTIRLMLGIL--AGRPFHSTVAGDESI 116 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+  +   LKQ+GA +D        P+ V   GG   G   +S   S+Q  SA+L+A 
Sbjct: 117 AKRPMKRVTEPLKQMGAAIDGRADGGFTPLSVR--GGQLKGIDYVSPVASAQIKSAVLLA 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G   +    K       + T R++  FG  AE +++     + GGQK +   + + 
Sbjct: 175 GLQAEGTTTVTEPHK-----SRDHTERMLNAFG--AELAETETSASVTGGQKLRG-ADIF 226 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++FL AGA + G  + ++  G    +      +VL+ MGA +    +      
Sbjct: 227 VPGDISSAAFFLAAGAVVPGSRIVLKNVGLNPTR--TGMIDVLKQMGASLEVIPSEADSA 284 
 
Query: 309 GPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKE 360 
               EP+G        LKA ++    +P +   + ++AL    A+G T I+D A  +VKE 
Sbjct: 285 ----EPYGDLVIETSALKAAEIGGEIIPRLIDEIPIIALLATQAEGTTVIKDAAELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEV 418 
           T R+  + +EL K+GA +E   D   I   + L   A + ++ DHR+ M   +A+C  E  
Sbjct: 341 TNRIDTVVSELRKIGADIEPTEDGMKIHGKKTLAGGADVSSHGDHRIGMMLGVASCLTEE 400 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           P+ IRD      ++P +F+ L    K  
Sbjct: 401 PIDIRDTEAIHVSYPTFFEHLDQLAKK 427 
 
 
>ref|ZP_07727814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis F0405] 
 gb|EFQ54909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis F0405] 
          Length = 427 
 
 Score =  144 bits (363), Expect = 2e-32,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 218/446 (48%), Gaps = 41/446 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + GT+++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+S++ D   
Sbjct: 8   KGLKGTIRVPGDKSISHRSIIFGSLAKGETKVYDILRGEDVLSTIQVFRDLGVSIQDDGD 67 
 
Query: 73  AKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             R   VG  G + P         L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 68  VIRIQGVGFQGLQAPT------APLDMGNSGTSIRLISGVL--AGQDFAVTMVGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      DCPP+   G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVAIPLRQMGVEIAGQGDRDCPPLHEKGTHQLKPIHYRLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E  +R   +FG +        R  IKGGQ+++  +   V  
Sbjct: 179 QAEG--ESTIIEKEKTRDHTEDMIR---QFGGEILMDGKIIR--IKGGQEFQG-QEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------T 303 
           GD SSA+++L AG  +    + +E  G    Q      +V++ MG  +T  +         
Sbjct: 231 GDISSAAFWLVAGLILPESAIKIENVGIN--QTRTGILDVIQEMGGDLTIEDRDEKAVSA 288 
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Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
           S+TV            LK I ++   +P +   L ++AL A   +G T I D    RVKE 
Sbjct: 289 SLTVK--------TSSLKGIRIDGELIPRLIDELPIIALLATQANGQTVIADAEELRVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEV 418 
           T+R+  +   L  +GA+V    D  IIT P  L+   ++T+ DHR+ M  ++AA    +  
Sbjct: 341 TDRIQVVADSLNAMGANVVPTKDGMIITGPTPLHGADLETFGDHRIGMMAAIAALLVRDG 400 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            V +        ++P +F+ L T +  
Sbjct: 401 NVMLDRAEAINTSYPSFFEDLETLLH 426 
 
 
>ref|ZP_03981696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX1330] 
 ref|ZP_05664085.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,501] 
 ref|ZP_05675405.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           Com12] 
 ref|ZP_06623826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           PC4.1] 
 ref|ZP_06682847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E980] 
 gb|EEI60182.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX1330] 
 gb|EEV47418.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,501] 
 gb|EEV58738.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           Com12] 
 gb|EFF37391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E980] 
 gb|EFF61758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           PC4.1] 
          Length = 431 
 
 Score =  144 bits (363), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 132/441 (29%), Positives = 210/441 (47%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +    G     P  +      + +GN+G   R L   +  AG   T  L G   
Sbjct: 63  EEEEEVIKIHGRGSHSFVPPTEP-----IDMGNSGTTSRLLMGIL--AGQPFTTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+       C P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGNENDQCLPITVTGTRSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK    +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IMVTGPQKLTG-QQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNKQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
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>ref|ZP_04175135.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1273] 
 ref|ZP_04180899.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1272] 
 gb|EEL87397.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1272] 
 gb|EEL93159.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1273] 
          Length = 429 
 
 Score =  144 bits (363), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 130/453 (28%), Positives = 222/453 (49%), Gaps = 38/453 (8%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +Q +   ++GT+ +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KETTIQTVTNGLNGTITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +  +   V+G G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEITQNGEEVTVIGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA +D        P+ + G G L    ++ +  ++S 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGAKIDGREEGTFTPLTIRG-GDLQA--IEYTSPVAS 168 
 
Query: 181 -QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK 237 
            Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       +  
Sbjct: 169 AQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTVKLA 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA 
Sbjct: 220 GGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEKMGA 276 
 
Query: 297 KVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRD 352 
             T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D 
Sbjct: 277 MFTVEPINEGSSEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKD 336 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               +VKET R+  +  ELTKLGA +E   D  II     L  +A++++ DHR+ M  ++ 
Sbjct: 337 AHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGSAVNSHGDHRIGMMLAI 396 
 
Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A C AE   TI D      ++P +F+ L T  K 
Sbjct: 397 AGCIAEGETTIEDAEAVGVSYPTFFEELQTLAK 429 
 
 
>gb|ABM75230.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. NATL1A] 
          Length = 422 
 
 Score =  144 bits (363), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 131/434 (30%), Positives = 211/434 (48%), Gaps = 26/434 (5%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +K+PG KS+S+R LL  A+++G T+++ LL +ED       LR++G+ +   K      + 
Sbjct: 1   MKVPGDKSISHRALLFGAIAKGKTLIEGLLPAEDPLSTAECLRSMGVKISPIKKGDIIEI 60 
 
Query: 79  VGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            G G      +  +E Q  L  GN+G  MR L   + A   +  ++L G   +R RP+   
Sbjct: 61  EGVG-----LNGLQEPQDILNCGNSGTTMR-LIMGLLAGQKDHHFILTGDKSLRNRPMKR 114 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           +   LK +GA V    G D  P+ +  IG    G V  +   S+Q  SA+L+AA  A G  
Sbjct: 115 VGQPLKMMGAKVFGRCGGDLAPLSI--IGNKLRGAVIGTPVASAQIKSAILLAALNAEGS 172 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
             +  I+   S  + E   R+++ FG   E      R       K    ++  V GD SS 
Sbjct: 173 TTV--IEPARSRDHSE---RMLKAFGANLEVGGEMGRHITVSPGKDLKGQSIIVPGDISS 227 
 
Query: 257 ASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--- 312 
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           A+++L AG+ I G  + VE  G    +  +   +VLE M A +        V G P     
Sbjct: 228 AAFWLVAGSIIPGSELVVENVGLNPTRTGI--LDVLEAMEANINVINKR-DVAGEPVGDI 284 
 
Query: 313 EPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
           E F +++LK   ++   MP   D    L+V A F +G + I+  +  RVKET+R+  +   
Sbjct: 285 EVFYKENLKPFKIDDEIMPRLVDEIPILSVGACFCNGISQIKGASELRVKETDRLAVMAR 344 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCT 428 
           +L ++GASV+E  D   I   + L    +D+ DDHR+AM+ ++A+  A    T+R      
Sbjct: 345 QLKRMGASVDEHQDGLTIYGGKSLEGCELDSEDDHRIAMSLAIASIMANSNSTLRRSEAA 404 
 
Query: 429 RKTFPDYFDVLSTF 442 
             ++PD++  L    
Sbjct: 405 AISYPDFWSDLKRL 418 
 
 
>ref|ZP_02390652.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0442] 
 ref|ZP_02876744.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0465] 
 ref|ZP_05149370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. CNEVA-9066] 
 ref|ZP_05184703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A1055] 
 ref|ZP_05200545.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. Kruger B] 
 gb|EDR95259.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0442] 
 gb|EDT21619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           str. A0465] 
          Length = 429 
 
 Score =  144 bits (363), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 218/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EGTT +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGTTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  ++ 
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFL 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDTSIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|NP_856901.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium bovis 
           AF2122/97] 
 sp|Q7TWY4.1|AROA_MYCBO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD95348.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE AROA 
           (5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE SYNTHASE) (EPSP 
           SYNTHASE) (EPSPS) [Mycobacterium bovis AF2122/97] 
          Length = 450 
 
 Score =  144 bits (362), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 136/439 (30%), Positives = 211/439 (48%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL      G + +   L S D   ML AL+TLGL V+   
Sbjct: 13  VRATVTVPGSKSQTNRALVLAALAAAQGRGASTISGALRSRDTELMLDALQTLGLRVD-- 70 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                    G G +  V    E     ++  G AG  +R +     AA G+     DG   
Sbjct: 71  ---------GVGSELTVSGRIEPGPGARVDCGLAGTVLRFVPP--LAALGSVPVTFDGDQ 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + R RPI  L+  L++LG  VD   GT  P  RV+G G L GG V +  S SSQ++S LL 
Sbjct: 120 QARGRPIAPLLDALRELGVAVD---GTGLP-FRVHGNGSLAGGTVAIDASASSQFVSGLL 175 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++A      + ++     L S P++ MT  ++ + GV  + S   +R+ ++ G      + 
Sbjct: 176 LSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQVRPGPVAA--R 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +E D ++A  FL+ A ++GGTV + G    S+Q       +L  + A V   ++S+  
Sbjct: 233 RWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLNAVVIHADSSLE 292 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERM 364 
           V GP             DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ 
Sbjct: 293 VRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGIAHLRGHETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++       V + D 
Sbjct: 346 AALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAGAIIGLRVAGVEVDD 404 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
              T KT P++  + +  V 
Sbjct: 405 IAATTKTLPEFPRLWAEMV 423 
 
 
>ref|ZP_03109499.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           NVH0597-99] 
 gb|EDX65562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           NVH0597-99] 
          Length = 429 
 
 Score =  144 bits (362), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 130/452 (28%), Positives = 217/452 (48%), Gaps = 36/452 (7%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E ++QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERIIQPVNSGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D        P+ + G G L   K   S   S+ 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG-GDLKAIKYN-SPVASA 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       + G 
Sbjct: 170 QVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTVKLAG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE MGA  
Sbjct: 221 GQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEKMGAT 277 
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Query: 298 VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDV 353 
            T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D  
Sbjct: 278 FTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITIIKDA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  ++A 
Sbjct: 338 HELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIA 397 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C AE    I D      ++P +F+ L    K 
Sbjct: 398 GCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_04072541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis IBL 200] 
 gb|EEM95759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis IBL 200] 
          Length = 432 
 
 Score =  144 bits (362), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 129/460 (28%), Positives = 219/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGDITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  ++     VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQSGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----N 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           V+E MGA  T    +   + P          LK I++  + +P +   + ++AL A   + 
Sbjct: 273 VIEKMGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPIIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPSFFDELQKLAK 432 
 
 
>ref|ZP_04217934.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-44] 
 gb|EEL50362.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           Rock3-44] 
          Length = 429 
 
 Score =  144 bits (362), Expect = 3e-32,   Method: Compositional matrix adjust. 
 Identities = 127/453 (28%), Positives = 220/453 (48%), Gaps = 38/453 (8%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++GT+ +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGTITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +      +V G G    +E  +E +  L +GN+G  +R ++  +     N  +  
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Sbjct: 62  GVDITQN--GDEVIVSGKG----IEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D   G    P+ + G G L    ++ +  ++S 
Sbjct: 112 SCVQGDASIAKRPMKRVTDPLKQMGANIDGREGGTYTPLTIRG-GDLKA--IQYTSPVAS 168 
 
Query: 181 -QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK 237 
            Q  SA+L+A   A G   +       + P++  + T R++E FGV    +       ++ 
Sbjct: 169 AQVKSAVLLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TREGKTVKLE 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GGQK     +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA 
Sbjct: 220 GGQKLIG-TDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLERMGA 276 
 
Query: 297 KVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRD 352 
             T    +   + P          LK I++  + +P +   + ++AL A   +G T I+D 
Sbjct: 277 TFTVEPINEGASEPAANITIETSSLKGIEIGGDMIPRLIDEIPIIALAATQAEGITVIKD 336 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               +VKET R+  +  ELTKLGA +E   D  II     L    + +Y DHR+ M  ++ 
Sbjct: 337 AHELKVKETNRIDTVVAELTKLGARIEATEDGMIIYGKSALTGNEVHSYGDHRIGMMLAI 396 
 
Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A C AE   TI+D      ++P +F+ L    K 
Sbjct: 397 AGCIAEGKTTIQDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|YP_003020815.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter sp. M21] 
 sp|C6E2B1.1|AROA_GEOSM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACT17057.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter sp. M21] 
          Length = 429 
 
 Score =  144 bits (362), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 130/451 (28%), Positives = 209/451 (46%), Gaps = 33/451 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E   +QP K + G + +PG KS+S+R ++  ++S G T V   L  ED    L A R +G 
Sbjct: 2   ENYTVQPAKSVRGEISVPGDKSISHRSIMFGSISSGVTKVTGFLRGEDALATLQAFRAMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + ++ D         G  G     D      L  GN+G +MR LT  +  AG N   VL  
Sbjct: 62  VQIDDDGETVTIQGRGLHGLSEPTDV-----LDCGNSGTSMRLLTGLL--AGQNFFSVLS 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG---IGGLPGGKVKLSGSISSQ 181 
           G   +R RP+  +V  L  +GA +    G +  P+ + G   IG      ++    +SS  
Sbjct: 115 GDKYLRARPMKRVVGPLALMGARISGRAGGEKAPLAIQGSKLIG------IEYDSPVSSA 168 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
            + + +M A L  G  E  + +  +S  + E   R++  FG   E         ++GG + 
Sbjct: 169 QVKSAIMLAGLYAGG-ETVVREPHLSRDHSE---RMLRAFGAHVETFPGG--VKVRGGAE 222 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             + ++  V GD SSA++FL  A I  G+ + + G G    +      +VL+ MG  +   
Sbjct: 223 L-TGRDIVVPGDISSAAFFLVAALIVPGSDLLIRGVGVNPTR--TGIIDVLKGMGGDLEL 279 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
           T      +G P      +H  L A+++    +P   D    + V A  A G T +RD A  
Sbjct: 280 TNQR-DESGEPVADIRVRHSKLTAMEICGEVVPRAIDEFPAICVAASLAQGTTVVRDAAE 338 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            RVKET+R+ A+   L + G ++ E PD   IT    L   A D++ DHR+AM+  +A   
Sbjct: 339 LRVKETDRISAMADNLRRAGVNIVETPDGMQITGVASLKGCAADSFGDHRIAMSMMVAGL 398 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            A+   ++ D  C   +FP + ++L   V+  
Sbjct: 399 VAQGETSVSDVECIATSFPGFVNLLDGVVQR 429 
 
 
>ref|ZP_04572355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
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           4_1_13] 
 gb|EEO39734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           4_1_13] 
          Length = 424 
 
 Score =  144 bits (362), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 109/434 (25%), Positives = 208/434 (47%), Gaps = 48/434 (11%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L++G + ++N+  S+D+   + A++ LG  +E +       
Sbjct: 16  GEVTPPPSKSILHRYIIASSLAKGISKIENISYSDDITATIEAMKKLGAKIEKNN---NY 72 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  E      ++    +G  +R L   ++    N   +  G  ++ +RP+   
Sbjct: 73  LLIDGSKTFDKEYLNNNAEIDCNESGSTLRFL-FPLSIVKENKI-LFKGKGKLFKRPLSP 130 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
                 +               +  N I   G L   + ++ G ISSQ+++ LL + PL  
Sbjct: 131 YFENFDKYQIKY--------SYINENEILLDGELKSVEYEIDGDISSQFITGLLFSLPLL 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+ +I I  KL S  Y+++TL  + +FG+K   ++S+  F I+G Q YKS  +  VE D 
Sbjct: 183 NGNSKISIKGKLESSSYIDITLDCLNKFGIKI-INNSYQEFIIEGNQNYKSG-DYEVEAD 240 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTGPPR 312 
            S  ++FL   +I G  + + G  T SLQGD K   +++ +     W  E  + + G    
Sbjct: 241 YSQVAFFLVANSI-GSNIKINGLNTNSLQGDKK---IIDFISQIDNWNKEEKLILDGS-- 294 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                           + PD+   L++ A  +     I ++A  R+KE++R+ A   EL+ 
Sbjct: 295 ----------------ETPDIIPILSLKACTSKKEIEIVNIARLRIKESDRLKATVKELS 338 
 
Query: 373 KLGASVEEGPDYCIITPPE---KLN---VTAIDTYDDHRMAMAFSLA-ACAEVPVTIRDP 425 
           KLG  + E  D  +I   +   K+N   +  + ++ DHR+AM  ++A  C    + + +  
Sbjct: 339 KLGFDLLEKEDSILINSRKDFYKINNNSLVYLSSHSDHRIAMTIAIALTCYNGEIILDNL 398 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C +K++P++++V  
Sbjct: 399 DCVKKSYPNFWEVF 412 
 
 
>ref|YP_003563454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           QM B1551] 
 gb|ADE70020.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           QM B1551] 
          Length = 423 
 
 Score =  144 bits (362), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 125/443 (28%), Positives = 219/443 (49%), Gaps = 36/443 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+++PG KS+S+R ++  +++EGTT ++  L  +D    +   + LG+ ++    
Sbjct: 3   VKALRGTIQIPGDKSISHRSVMFGSIAEGTTTINGFLPGDDCLSTISCFQKLGVDIQM-- 60 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +++VVV   G   ++  KE   +  +GN+G  +R +   +     ++T + D    +  
Sbjct: 61  IDEQSVVVKGKG---IQALKEPSDILDVGNSGTTIRLMMGILANTPFHSTMIGD--ESIA 115 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +   +D     +  P+ + G  G   G    S   S+Q  SA+L+A  
Sbjct: 116 KRPMKRVTGPLRDMNIHLDGRKDANFTPLVIRG--GQAKGIHYTSPVASAQVKSAILLAG 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   +    K       + T R++E FGVK E  +      I+GGQ  +   +  V 
Sbjct: 174 LQAEGTTSVTEPAK-----SRDHTERMLEAFGVKVE--EEGLTVSIEGGQTLRG-THVEV 225 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV-TWTETSVTVT 308 
            GD SSA++FL AGA I    + ++  G    +  +   +VL  MGA + T  ET  T   
Sbjct: 226 PGDISSAAFFLVAGAIIANSRIEIQKVGMNPTRTGI--LDVLSNMGASIETVKETKETA- 282 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
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               EP+        HLK  +V  + +P +   + ++AL A   +G T I+D A  +VKE 
Sbjct: 283 ----EPYADLVVEASHLKGTEVGGDLIPRLIDEIPIIALAATQAEGITVIKDAAELKVKE 338 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           T R+  +  ELTK+GA++E   D  II    KL+   ++++ DHR+ M  ++A+C AE   
Sbjct: 339 TNRIDTVVNELTKMGANIEATEDGMIIHGGTKLHGANVNSHGDHRIGMMLAVASCIAEGE 398 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
             I +      ++P +F  L +  
Sbjct: 399 TIIENRDAVSVSYPQFFAHLESL 421 
 
 
>ref|YP_001952384.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter lovleyi SZ] 
 gb|ACD95864.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter lovleyi SZ] 
          Length = 434 
 
 Score =  144 bits (362), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 131/444 (29%), Positives = 221/444 (49%), Gaps = 28/444 (6%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+ I + P + + G + +PG KS+S+R ++L AL++GT+ + N L  ED    + A R + 
Sbjct: 5   AQPISVLPARAVRGELAIPGDKSISHRSIMLGALAQGTSRITNFLRGEDNFSTMKAFRAM 64 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +E D   +  +V G G    +   KE   +   GN+G  +R +T  ++  G +   V 
Sbjct: 65  GVPIEDD--GQTIIVHGVG----LHGLKEPGDVLDCGNSGTTIRLMTGLLS--GQSFFSV 116 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +R+RP+  +V  L ++GA +    G    P+ + G G L G   + S   S+Q  
Sbjct: 117 LTGDQYLRKRPMKRVVEPLARMGARIAGRGGGTLAPLAITG-GNLTGIDYQ-SPIASAQV 174 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            SAL++A   A G  E  + +  +S  + E   R+   FG   + S       ++GG++  
Sbjct: 175 KSALMLAGLYASG--ETRVTEPSLSRDHSE---RMFTFFGADLDRSSHG--VTVRGGREL 227 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           +  +   V GD SSA++FL  A I  G  + +   G    +  V   ++L+ MG  +T   
Sbjct: 228 QG-QEICVPGDISSAAFFLVAALIVPGSELLIRNVGVNPTRTGV--IDILQAMGGDITLQ 284 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
           +       P  +   R   LK +++  + +P   D    + V A  A+G T I+D    R 
Sbjct: 285 DQREVSGEPVADLLVRSSRLKGVEIGGDVVPRAIDEFPAICVAAAVAEGTTTIKDAKELR 344 
 
Query: 358 VKETERMVAIRTELTKLGA-SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           VKET+R+ A+   L  +GA  ++E  D  II   E L+  ++ +Y DHR+AM+ S+AA   
Sbjct: 345 VKETDRIAAMAANLRIVGAGQIDETEDGMIIQGVESLSGGSVTSYGDHRIAMSLSVAALV 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVL 439 
               V I D  C   +FP ++++L 
Sbjct: 405 CRHQVEIDDVACVATSFPGFYELL 428 
 
 
>ref|ZP_01906772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Plesiocystis pacifica 
           SIR-1] 
 gb|EDM80216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Plesiocystis pacifica 
           SIR-1] 
          Length = 269 
 
 Score =  144 bits (362), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 104/245 (42%), Positives = 132/245 (53%), Gaps = 24/245 (9%) 
 
Query: 213 MTLRLMERFGVKA---------EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 263 
           MTLR++  FG  A         E + S         +  +      VE DAS+ASY LA  
Sbjct: 1   MTLRVLGAFGGSAAWLPTDELPEGASSTTEIIRVESRNLRPCTRYIVEPDASAASYLLAL 60 
 
Query: 264 AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 323 
             + GG VTV   G+ SLQGD +F  VLE  G +    E+   + GP         L+   
Sbjct: 61  PVLYGGEVTVPDLGSESLQGDAQFWRVLEAFGGRGEQDESRTVMRGPDTP----GQLRGQ 116 
 
Query: 324 DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 383 
           ++++  MPD+ +T AVVA FA GPT IR V   R  E++R+ A  TEL KLGA VEE  D 
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Sbjct: 117 ELDLTDMPDMTLTAAVVAAFATGPTRIRGVGILRHHESDRIAAGATELRKLGAKVEEHED 176 
 
Query: 384 YCIITPP------EKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
              I PP      E+L+    IDTY+DHRMAMAF+LA      VTI DPGC  KTFP YF 
Sbjct: 177 GLDIEPPTPEALRERLDAGVVIDTYEDHRMAMAFALAG----DVTIADPGCVAKTFPRYF 232 
 
Query: 437 DVLST 441 
           +VL + 
Sbjct: 233 EVLDS 237 
 
 
>pdb|2BJB|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In Unliganded 
           State 
          Length = 462 
 
 Score =  144 bits (362), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 136/439 (30%), Positives = 211/439 (48%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL      G + +   L S D   ML AL+TLGL V+   
Sbjct: 13  VRATVTVPGSKSQTNRALVLAALAAAQGRGASTISGALRSRDTELMLDALQTLGLRVD-- 70 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                    G G +  V    E     ++  G AG  +R +     AA G+     DG   
Sbjct: 71  ---------GVGSELTVSGRIEPGPGARVDCGLAGTVLRFVPP--LAALGSVPVTFDGDQ 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V +  S SSQ++S LL 
Sbjct: 120 QARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDASASSQFVSGLL 175 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++A      + ++     L S P++ MT  ++ + GV  + S   +R+ ++ G    + + 
Sbjct: 176 LSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQVRPGPV--AAR 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +E D ++A  FL+ A ++GGTV + G    S+Q       +L  + A V   ++S+  
Sbjct: 233 RWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLNAVVIHADSSLE 292 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERM 364 
           V GP             DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ 
Sbjct: 293 VRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGIAHLRGHETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++       V + D 
Sbjct: 346 AALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAGAIIGLRVAGVEVDD 404 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
              T KT P++  + +  V 
Sbjct: 405 IAATTKTLPEFPRLWAEMV 423 
 
 
>ref|ZP_05655369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC20] 
 gb|EEV38702.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC20] 
          Length = 429 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 126/446 (28%), Positives = 211/446 (47%), Gaps = 34/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+    + GT+ +P  KS+S+R ++  AL+EGTT V N L  ED +  L A ++LG+ +  
Sbjct: 3   LKKATHLKGTIAVPADKSISHRSIMFGALAEGTTTVRNFLRGEDCYSTLHAFQSLGVPIH 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D         G  G  P ++      + +GN+G  +R +   +  AG   T  L G    
Sbjct: 63  DDGQTITIEGQGFNGLKPADEP-----IDIGNSGTTIRLMMGIL--AGQPFTTTLFGDDS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+  +++ L+++GA+V     T+ PP+ +N    L     ++  + S+Q  SAL+  
Sbjct: 116 LNRRPMNRVMLPLREMGANVRGHEQTEFPPITINSTASLHPINYQMPVA-SAQVKSALIF 174 
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Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G   I  I+K  S  + E  +R   +FG     +       + G Q  +  +   
Sbjct: 175 AALQAQGTSTI--IEKETSRNHTEEMIR---QFG--GVITTQVKTITVTGPQTLQG-QEV 226 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET---- 303 
            V GD SSA++FL AGA +    + ++  G    +  +   +VLE MGA + ++       
Sbjct: 227 VVPGDISSAAFFLTAGAIMPESEIVLKNVGINPTRTGI--LDVLEEMGASIAFSNQDDQN 284 
 
Query: 304 -SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
            S  +T           L+A+ +  + +P +   L ++AL A    G T I+D    +VK 
Sbjct: 285 QSADLT------VQSSTLQAVTIAGDIIPRLIDELPIIALLATQAHGKTVIKDAEELKVK 338 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET R+ A   ELTKLGA +    D  II  P  L+   + +  DHR+ M   +AA   +  
Sbjct: 339 ETNRIDATAEELTKLGADITPTEDGLIINGPTPLHGGRVSSRGDHRIGMMLQIAALLTDE 398 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            V +        ++PD+F+ ++   K 
Sbjct: 399 EVELEKAEAVAVSYPDFFEDVARLAK 424 
 
 
>ref|ZP_05915865.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevibacterium linens 
           BL2] 
          Length = 438 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 126/431 (29%), Positives = 209/431 (48%), Gaps = 38/431 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKSL+NR L+LAAL+E  +V+   L S D   M+ AL+ LG  ++    +  
Sbjct: 24  VTATVSVPGSKSLTNRYLVLAALAESNSVIRGWLRSRDTLLMVEALKALGADIDEVDGSL 83 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               +     F  +     + +  G AG  MR +     A G     +LDG  + R RP+ 
Sbjct: 84  HITPI----DFSAQREGPPITIDCGLAGTVMRFVPPLAAATGRE--VILDGDAQARVRPM 137 
 
Query: 135 GDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
             ++  L  LG  +   D  L     P+ ++    L GG +++  S SSQ++S +L+ AP 
Sbjct: 138 SVIIDALTHLGVSITAEDNLL-----PMTIHAQSHLRGGHLEIDASASSQFVSGMLLTAP 192 
 
Query: 192 -LALGDVEIEIIDKLISIP---YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            + LG   IE++++  ++P   +V+MTL ++   GV        + + ++ G       + 
Sbjct: 193 AMPLG---IELVNRGETVPSRAHVDMTLEVLADAGVDVTEPQP-EHWIVEPG--LPRGLD 246 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+A+ F+A A  T G VTV      + Q    F  ++E  G  VT     + V 
Sbjct: 247 VQVEPDLSNAAAFVAAALATEGDVTVLDWPAHTTQAGDGFRSIVEAFGGTVTLDRHGLRV 306 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            GP       K L+A+D++++ + ++   +A +A  A+G + +  +   R  ET+R+ A+ 
Sbjct: 307 QGP-------KVLQAVDLDLSAIGELTPVVAALAAMAEGTSRLTGIGHLRGHETDRLSAL 359 
 
Query: 368 RTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
             EL+ +G  V E P    IT   P   L      TY+DHRM MA +L       + I + 
Sbjct: 360 HRELSAIGIHVVEQPTSLTITGANPHSGL----WHTYNDHRMVMAGALLGLRVDGLVIEN 415 
 
Query: 425 PGCTRKTFPDY 435 
                KT P++ 
Sbjct: 416 ADTVAKTLPEF 426 
 
 
>ref|YP_003634887.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachyspira murdochii 
           DSM 12563] 
 gb|ADG72688.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachyspira murdochii 
           DSM 12563] 
          Length = 420 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 130/438 (29%), Positives = 221/438 (50%), Gaps = 51/438 (11%) 
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Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVV----DNLLNSEDVHYMLGALRTL------ 63 
           EI G+V +  SKS ++R L+ +ALS+   ++    DN+  S D+     A+          
Sbjct: 9   EIFGSVYIQMSKSDAHRALIASALSKSPNIIKPWIDNV--SIDIEVTKDAVSNFADLELI 66 
 
Query: 64  --GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
             GL V   K  K+ + +         DAKE        +G ++R L   V+A G N T+ 
Sbjct: 67  DDGLKVVPKKEYKKELTI---------DAKE--------SGTSLRLLIPIVSALGLNCTF 109 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           +  G  ++  RP+       K+ G  ++  L  D   V     G L  G+ +++G++SSQ 
Sbjct: 110 I--GSKKLFSRPMEVYKNIWKEQG--LEFSLNEDSLKVS----GKLKSGEFRVAGNVSSQ 161 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           ++S LL A PL  GD +I I  +L S PYV MTL+ ++   ++     S D   + G Q+ 
Sbjct: 162 FVSGLLFALPLLEGDSKIVIEGELESAPYVMMTLKTLKHANIETLRKGS-DVIEVYGNQE 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           Y S  +  VE D S A++  A A   GG VT+ G    S+QGD +   +L+ MGA + +  
Sbjct: 221 Y-SLTDYEVESDWSHAAF-FAAAGALGGEVTLYGLNKYSIQGDKEILNILKFMGAPIIYN 278 
 
Query: 302 E-TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +  S+T+    R       L A+D++++ +PD+A  +  +A  A G T + + +  R KE 
Sbjct: 279 DDNSITIKKANR-------LNAMDIDISNIPDLAPIITSLASTAKGRTKLYNASRLRYKE 331 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVP 419 
           ++R+  ++   +K+GA +E   +   I   EKL      +++DHR+AM+ ++A+ A   P 
Sbjct: 332 SDRINDLKDSFSKIGAKIEVTENEIFIEGIEKLEGGKTTSHNDHRIAMSLAVASIASNNP 391 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           +TI D     K+  ++ + 
Sbjct: 392 ITIDDAQSINKSSFNFIE 409 
 
 
>ref|YP_001799884.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           urealyticum DSM 7109] 
 emb|CAQ04450.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           urealyticum DSM 7109] 
          Length = 467 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 141/448 (31%), Positives = 210/448 (46%), Gaps = 47/448 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++ TV +PGSKS++NR L+LAAL++G   + N L S D   ML ALRTLG+ VE   +   
Sbjct: 18  VTATVPVPGSKSITNRALVLAALADGPATITNTLISRDTELMLDALRTLGVGVEILSSEG 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A  V      PV+     V   L  AG  MR +     AA   A    DG P+ R RP+ 
Sbjct: 78  AAATVRI--TPPVQFTGGHVDCGL--AGTVMRFVPP--IAALATAPVSFDGDPQARRRPM 131 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP--------------PVRVN------GIGGLPGGKVKL 174 
              +  ++ LGA +    GTD                P   N      G     GG+V++ 
Sbjct: 132 DQTLDSIRGLGAGIGE--GTDATEPSSDTASLPFTVLPAASNTEQGSAGSTTPTGGEVRI 189 
 
Query: 175 SGSISSQYLSALLM-AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV----KAEHSD 229 
             S SSQ++S LL+  A  A G   +     + S P+++MT+ ++   GV      E +  
Sbjct: 190 DASGSSQFVSGLLLVGARFADGVRIVHTGQSVPSKPHIDMTIDMLAEAGVVVETGTEEAT 249 
 
Query: 230 SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
               + ++ G       +  +E D S+A+ FLA  A+T G V+V     T+ Q   +    
Sbjct: 250 GNPTWTVQPGPIKA--VDWVIEPDLSNATPFLAAGALTQGAVSVPHWPATTTQPGDQIRP 307 
 
Query: 290 VLEMMGAKVTWTETSVTVT--GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 347 
           +LE MGA VT  E ++T +  GP         L+ +D +M  + ++  T+A +A  A    
Sbjct: 308 ILEAMGATVTLNEGTLTASAAGP---------LQGVDWDMGDIGELTPTVAALAALATTE 358 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
           T +R +A  R  ET+R+ A+  E+  LG +V E  D   IT P  L      +Y DHRMA 
Sbjct: 359 TRLRGIAHLRGHETDRLHALAAEINALGGNVAETEDGLHIT-PVPLAGARWRSYADHRMA 417 
 
Query: 408 MAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
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            A ++       V + D   T KT P + 
Sbjct: 418 TAGAIIGLLVPGVEVEDVATTAKTMPGF 445 
 
 
>ref|ZP_03099981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus W] 
 ref|YP_002451903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH820] 
 ref|ZP_04091040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar pondicheriensis BGSC 4BA1] 
 ref|ZP_04097046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar andalousiensis BGSC 4AW1] 
 ref|ZP_04108870.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar monterrey BGSC 4AJ1] 
 ref|ZP_04251704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           95/8201] 
 ref|YP_003792672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus anthracis 
           CI] 
 sp|B7JSV5.1|AROA_BACC0 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EDX59272.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus W] 
 gb|ACK90121.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH820] 
 gb|EEL16679.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           95/8201] 
 gb|EEM59474.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar monterrey BGSC 4AJ1] 
 gb|EEM71169.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar andalousiensis BGSC 4AW1] 
 gb|EEM77277.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar pondicheriensis BGSC 4BA1] 
 gb|ADK05534.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           biovar anthracis str. CI] 
          Length = 429 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EGTT +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGTTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
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>ref|ZP_04079131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar pulsiensis BGSC 4CC1] 
 gb|EEM89249.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar pulsiensis BGSC 4CC1] 
          Length = 429 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 130/452 (28%), Positives = 217/452 (48%), Gaps = 36/452 (7%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EGTT +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGTTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D        P+ + G G L   +   S   S+ 
Sbjct: 112 SCVKGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG-GDLKAIEYN-SPVASA 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       + G 
Sbjct: 170 QVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTVKLAG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE MGA  
Sbjct: 221 GQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEKMGAT 277 
 
Query: 298 VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDV 353 
            T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D  
Sbjct: 278 FTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  ++A 
Sbjct: 338 HELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIA 397 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C AE    I D      ++P +F+ L    K 
Sbjct: 398 GCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_04197981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH603] 
 gb|EEL70251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH603] 
          Length = 429 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 126/442 (28%), Positives = 216/442 (48%), Gaps = 37/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++  A++EG T +   L   D    +   + +G+ +  ++    
Sbjct: 13  LNGTITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVEITQNR--D 70 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATY--VLDGVPRMRE 131 
              V+G G    +E  +E +  L +GN+G  +R ++  +     N  +   + G   + + 
Sbjct: 71  EVTVIGTG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAA 190 
           RP+  +   LKQ+GA +D        P+ + G G L    ++ +  ++S Q  SA+L+A  
Sbjct: 123 RPMQRVTNPLKQMGAKIDGRKEGTFTPLTIRG-GNLKA--IEYTSPVASAQVKSAILLAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G   +       + P++  + T R++E FGV    +       + GGQK  +  +  
Sbjct: 180 LRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TRVGKTVKLAGGQKL-TATDV 229 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL AGA IT   + ++  G    +  +   +VLE MGA  T  + +    
Sbjct: 230 QVPGDVSSAAFFLVAGAIITNSKLLLQNVGMNPTRTGI--IDVLEKMGATFTVEQINEGA 287 
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Query: 308 TGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           + P          LK I++  + +P +   + ++AL A   DG T I+D    +VKET R 
Sbjct: 288 SEPAANITIETSPLKGIEIGGDIIPRLIDEIPIIALAATQADGITVIKDAHELKVKETNR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           +  +  ELTKLGA +E   D  II    KL  T + ++ DHR+ M  ++A C AE   TI 
Sbjct: 348 IDTVVAELTKLGARIEATDDGMIIYGKCKLKGTTVHSHGDHRIGMMLAIAGCIAEGETTI 407 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            D      ++P +F+ L    K 
Sbjct: 408 EDAEAVGVSYPTFFEELQMLAK 429 
 
 
>ref|ZP_08058944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           cristatus ATCC 51100] 
 gb|EFX53473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           cristatus ATCC 51100] 
          Length = 432 
 
 Score =  143 bits (361), Expect = 4e-32,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 224/456 (49%), Gaps = 37/456 (8%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M GA   +    K ++G +++PG KS+S+R ++  +L++G TVV ++L  EDV   +    
Sbjct: 1   MKGASMKLRTEAKGLNGRIRVPGDKSISHRSIMFGSLAKGLTVVHDILRGEDVLSTMQVF 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           R LG+ +E D    +   VG  G K P        +L +GN+G ++R ++  +  AG +  
Sbjct: 61  RDLGVKIEDDGKTVKIHGVGFDGLKAPYN------KLDMGNSGTSIRLISGVL--AGQDF 112 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              + G   + +RP+  + + L Q+G D+      D PP+ ++G   L     +L  + S 
Sbjct: 113 AAEMFGDDSLSKRPMDRVTLPLSQMGVDIWGQTERDLPPLHIHGRKDLKPIHYQLPVA-S 171 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           +Q  SAL+ AA  A G  E  II+K I+  + E    ++ +FG + E      R  ++GG 
Sbjct: 172 AQVKSALIFAALQAQG--ESVIIEKEITRNHTE---DMIVQFGGQIEVKGKEIR--VQGG 224 
 
Query: 240 QKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           Q + + +   V GD SSA+++L AG  +    + +E  G    +  +   +V++ MG K+ 
Sbjct: 225 QTF-TGQAVRVPGDISSAAFWLVAGLILPHSKIVLENVGINDTRTGI--LDVIKAMGGKM 281 
 
Query: 299 TWTE-----TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAI 350 
           T +       S T+T    E      LK  ++    +P +   L ++AL A   +G T I 
Sbjct: 282 TLSNIDEVAKSATITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAEGRTVI 335 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           RD    +VKET+R+  +   L  +GA++    D  II     L+   I+T+ DHR+ M   
Sbjct: 336 RDAEELKVKETDRIQVVADALNSMGAAITPTADGMIIDGKTPLHGATINTFGDHRIGMMA 395 
 
Query: 411 SLAA--CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++AA   ++  V +        ++P +F  L   V  
Sbjct: 396 AIAALLVSDGEVELERAEAINTSYPSFFSDLEDLVN 431 
 
 
>ref|ZP_04120862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar pakistani str. T13001] 
 ref|ZP_04273919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST24] 
 gb|EEK94434.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST24] 
 gb|EEM47470.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar pakistani str. T13001] 
          Length = 432 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 130/460 (28%), Positives = 218/460 (47%), Gaps = 44/460 (9%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISC 60 
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Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----AN 110 
 
Query: 119 ATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
                + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   + 
Sbjct: 216 GKTVKLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--ID 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---D 345 
           VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A   + 
Sbjct: 273 VLEKMGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAE 332 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR 
Sbjct: 333 GITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHR 392 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           + M  ++A C AE    I D      ++P +F+ L    K 
Sbjct: 393 IGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFEELQKLAK 432 
 
 
>ref|ZP_03417422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 02_1987] 
 ref|ZP_06506424.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis 02_1987] 
 gb|EFD55062.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis 02_1987] 
          Length = 450 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 136/439 (30%), Positives = 210/439 (47%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL      G + +   L S D   ML AL+TLGL V+   
Sbjct: 13  VRATVTVPGSKSQTNRALVLAALAAAQGRGASTISGALRSRDTELMLDALQTLGLRVD-- 70 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                    G G +  V    E     ++  G AG  +R +     AA G+     DG   
Sbjct: 71  ---------GVGSELTVSGRIEPGPGARVDCGLAGTVLRFVPP--LAALGSVPVTFDGDQ 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V +  S SSQ++S LL 
Sbjct: 120 QARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDASASSQFVSGLL 175 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++A      + ++     L S P++ MT  ++ + GV  + S   +R+ ++ G      + 
Sbjct: 176 LSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQVRPGPVAA--R 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +E D ++A  FL+ A ++GGTV + G    S+Q       +L  + A V   ++S+  
Sbjct: 233 RWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLNAVVIHADSSLE 292 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERM 364 
           V GP             DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ 
Sbjct: 293 VRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGIAHLRGHETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++       V + D 
Sbjct: 346 AALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWPAYADHRMAMAGAIIGLRVAGVEVDD 404 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
              T KT P++  + +  V 
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Sbjct: 405 IAATTKTLPEFPRLWAEMV 423 
 
 
>ref|YP_003598217.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           DSM 319] 
 gb|ADF39867.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           DSM 319] 
          Length = 423 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 125/443 (28%), Positives = 219/443 (49%), Gaps = 36/443 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+++PG KS+S+R ++  +++EGTT ++  L  +D    +   + LG+ ++    
Sbjct: 3   VKALRGTIQIPGDKSISHRSVMFGSIAEGTTTINGFLPGDDCLSTISCFQKLGVDIQM-- 60 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +++VVV   G   ++  KE   +  +GN+G  +R +   +     ++T + D    +  
Sbjct: 61  IDEQSVVVKGKG---IQALKEPSDILDVGNSGTTIRLMMGILANTPFHSTLIGD--ESIA 115 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +   +D     +  P+ + G  G   G    S   S+Q  SA+L+A  
Sbjct: 116 KRPMKRVTGPLRDMNIHLDGRKDANFTPLVIRG--GKAKGIHYTSPVASAQVKSAILLAG 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   +    K       + T R++E FGVK E  +      I+GGQ  +   +  V 
Sbjct: 174 LQAEGTTSVTEPAK-----SRDHTERMLEAFGVKVE--EEGLTVSIEGGQTLRG-THVEV 225 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV-TWTETSVTVT 308 
            GD SSA++FL AGA I    + ++  G    +  +   +VL  MGA + T  ET  T   
Sbjct: 226 PGDISSAAFFLVAGAIIANSRIEIQKVGMNPTRTGI--LDVLSNMGASIETVKETKETA- 282 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
               EP+        HLK  +V  + +P +   + ++AL A   +G T I+D A  +VKE 
Sbjct: 283 ----EPYADLVVEASHLKGTEVGGDLIPRLIDEIPIIALAATQAEGITVIKDAAELKVKE 338 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           T R+  +  ELTK+GA++E   D  II    KL+   ++++ DHR+ M  ++A+C AE   
Sbjct: 339 TNRIDTVVNELTKMGANIEATEDGMIIHGGAKLHGANVNSHGDHRIGMMLAVASCIAEGE 398 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
             I +      ++P +F  L +  
Sbjct: 399 TIIENRDAVSVSYPQFFAHLESL 421 
 
 
>ref|NP_217744.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Rv] 
 ref|NP_337853.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis CDC1551] 
 ref|YP_979341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium bovis 
           BCG str. Pasteur 1173P2] 
 ref|YP_979433.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium bovis 
           BCG str. Pasteur 1173P2] 
 ref|YP_001284613.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Ra] 
 ref|YP_001289183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis F11] 
 ref|ZP_02550256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Ra] 
 ref|ZP_03421808.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 94_M4241A] 
 ref|ZP_03426628.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis T92] 
 ref|ZP_03434282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis T85] 
 ref|ZP_03538362.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis T17] 
 ref|YP_002646298.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium bovis 
           BCG str. Tokyo 172] 
 ref|YP_003033270.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis KZN 1435] 
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 ref|ZP_04927166.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis C] 
 ref|ZP_05142778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis '98-R604 INH-RIF-EM'] 
 ref|ZP_05219491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN 4207] 
 ref|ZP_05765750.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis CPHL_A] 
 ref|ZP_05769877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis T46] 
 ref|ZP_05774070.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis K85] 
 ref|ZP_06434548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis T46] 
 ref|ZP_06438660.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis CPHL_A] 
 ref|ZP_06444716.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis KZN 605] 
 ref|ZP_06451680.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis T17] 
 ref|ZP_06456175.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis K85] 
 ref|ZP_06511298.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis T92] 
 ref|ZP_06518744.1| 5-enolpyruvylshikimate-3-phosphate synthase [Mycobacterium 
           tuberculosis T85] 
 ref|ZP_06799524.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 210] 
 ref|ZP_06953660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN 4207] 
 ref|ZP_06961995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN R506] 
 ref|ZP_07014114.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis 94_M4241A] 
 ref|ZP_07433290.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu005] 
 ref|ZP_07437489.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu006] 
 ref|ZP_07481984.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu009] 
 ref|ZP_07817089.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN V2475] 
 sp|P22487.1|AROA_MYCTU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A5U7Q1.1|AROA_MYCTA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C1AH01.1|AROA_MYCBT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 pdb|2O0B|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In Complex With 
           S3p (Partially Photolyzed) 
 pdb|2O0D|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In Complex With 
           S3p 
 pdb|2O0E|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In Complex With 
           S3p And Pep 
 pdb|2O0X|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In Complex With 
           Intermediate 
 pdb|2O0Z|A Chain A, Mycobacterium Tuberculosis Epsp Synthase In Complex With 
           Product (Eps) 
 pdb|2O15|A Chain A, Mycobacterium Tuberculosis Epsp Synthase After Partial 
           Products Withdrawal 
 gb|AAA25356.1| key enzyme from the shikimate biosynthesis pathway [Mycobacterium 
           tuberculosis] 
 emb|CAA36510.1| unnamed protein product [Mycobacterium tuberculosis] 
 emb|CAB08328.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE AROA 
           (5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE SYNTHASE) (EPSP 
           SYNTHASE) (EPSPS) [Mycobacterium tuberculosis H37Rv] 
 gb|AAK47667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis CDC1551] 
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 emb|CAL73246.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           bovis BCG str. Pasteur 1173P2] 
 emb|CAL73339.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           bovis BCG str. Pasteur 1173P2] 
 gb|EAY58474.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis C] 
 gb|ABQ75051.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Ra] 
 gb|ABR07581.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis F11] 
 dbj|BAH27530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium bovis 
           BCG str. Tokyo 172] 
 gb|ACT26375.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis KZN 1435] 
 gb|EFD14963.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis T46] 
 gb|EFD19075.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis CPHL_A] 
 gb|EFD22631.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis KZN 605] 
 gb|EFD44957.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis K85] 
 gb|EFD48855.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis T17] 
 gb|EFD59936.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis T92] 
 gb|EFD78942.1| 5-enolpyruvylshikimate-3-phosphate synthase [Mycobacterium 
           tuberculosis T85] 
 gb|EFI31793.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis 94_M4241A] 
 gb|EFP25620.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu005] 
 gb|EFP29455.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu006] 
 gb|EFP42026.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu009] 
          Length = 450 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 136/439 (30%), Positives = 210/439 (47%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL      G + +   L S D   ML AL+TLGL V+   
Sbjct: 13  VRATVTVPGSKSQTNRALVLAALAAAQGRGASTISGALRSRDTELMLDALQTLGLRVD-- 70 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                    G G +  V    E     ++  G AG  +R +     AA G+     DG   
Sbjct: 71  ---------GVGSELTVSGRIEPGPGARVDCGLAGTVLRFVPP--LAALGSVPVTFDGDQ 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V +  S SSQ++S LL 
Sbjct: 120 QARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDASASSQFVSGLL 175 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++A      + ++     L S P++ MT  ++ + GV  + S   +R+ ++ G      + 
Sbjct: 176 LSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQVRPGPVAA--R 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              +E D ++A  FL+ A ++GGTV + G    S+Q       +L  + A V   ++S+  
Sbjct: 233 RWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLNAVVIHADSSLE 292 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERM 364 
           V GP             DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ 
Sbjct: 293 VRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGIAHLRGHETDRL 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++       V + D 
Sbjct: 346 AALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAGAIIGLRVAGVEVDD 404 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
              T KT P++  + +  V 
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Sbjct: 405 IAATTKTLPEFPRLWAEMV 423 
 
 
>ref|ZP_05677975.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           Com15] 
 gb|EEV61308.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           Com15] 
          Length = 431 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 132/441 (29%), Positives = 209/441 (47%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++        G     P  +      + +GN+G   R L   +  AG   T  L G   
Sbjct: 63  EEEEEVINIHGRGSHSFVPPTEP-----IDMGNSGTTSRLLMGIL--AGQPFTTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+       C P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGNENDQCLPITVTGTRSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK    +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IMVTGPQKLTG-QQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNKQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|NP_832685.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           14579] 
 ref|ZP_03232779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1134] 
 ref|YP_002367664.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           B4264] 
 sp|Q81C45.1|AROA_BACCR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B7H636.1|AROA_BACC4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAP09886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           14579] 
 gb|EDZ50388.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1134] 
 gb|ACK62102.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           B4264] 
          Length = 429 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISCFKEM 61 
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Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    +S  
Sbjct: 112 SCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYISP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +FD L    K 
Sbjct: 394 LAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 429 
 
 
>ref|YP_084260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus E33L] 
 sp|Q63A07.1|AROA_BACCZ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAU17588.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus E33L] 
          Length = 429 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSVLKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
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>ref|ZP_05814046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_33] 
 gb|EEW95577.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_33] 
          Length = 421 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 105/433 (24%), Positives = 203/433 (46%), Gaps = 46/433 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +  P SKS+ +R ++ ++L+ G + ++N+  S+D+   + A+  LG  +E         
Sbjct: 13  GEITPPPSKSILHRYIIASSLANGVSKIENISYSDDIIATIEAMEKLGAKIEK---KDNY 69 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  +      ++    +G  +R L            +   G  ++ +RP+   
Sbjct: 70  LLIDGSKTFDKKYLNNNAEIDCNESGSTLRFLFPLSIVKQNRILF--KGKGKLFKRPLSP 127 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
                 +   +           +  N I   G L  G+ ++ G+ISSQ+++ LL + PL  
Sbjct: 128 YFENFDKYQINYSY--------INENEILLDGELKSGEYEIDGNISSQFITGLLFSLPLL 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             + +I I  KL S  Y+++TL  + +FG+K   ++S+  F I+G Q YKS  N  VE D 
Sbjct: 180 NENSKIIIKGKLESSSYIDITLNCLNKFGIKI-INNSYREFIIEGNQTYKSG-NYQVEAD 237 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            S  ++FL   +I G  + +    T SLQGD K   +++ +     W +    +       
Sbjct: 238 YSQVAFFLVANSI-GSNIKINELNTNSLQGDKK---IIDFISQIDNWNKKEKLI------ 287 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
                      ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   ELTK 
Sbjct: 288 -----------LDGSETPDIIPILSLKACISKKEIEIVNIARLRIKESDRLKATVQELTK 336 
 
Query: 374 LGASVEEGPDYCIITPPEKLNV------TAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
           LG  + E  D  +I   E  N         + ++ DHR+AM  ++A+ C +  + + +   
Sbjct: 337 LGFDLIEREDSILINSRENFNKILNNSPVFLSSHLDHRIAMMIAIASTCYDGEIVLDNSD 396 
 
Query: 427 CTRKTFPDYFDVL 439 
           C +K++P++++V  
Sbjct: 397 CVKKSYPNFWEVF 409 
 
 
>ref|ZP_07723502.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           vestibularis F0396] 
 gb|EFQ59005.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           vestibularis F0396] 
          Length = 427 
 
 Score =  143 bits (361), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 121/434 (27%), Positives = 218/434 (50%), Gaps = 37/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D     
Sbjct: 10  LHGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDGDVV 69 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   + +RP 
Sbjct: 70  RIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFDVEMFGDDSLSKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA  A 
Sbjct: 122 MDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIHYQLPVA-SAQVKSALIFAALQA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  II+K  +  + E    ++++FG + +      R  I GGQ + + +   V GD 
Sbjct: 181 --DGESVIIEKEKTRNHTE---DMIQQFGGQLQVDGKEIR--ISGGQSF-TAQEVVVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++L AG  +    + +E  G    +      +V++ MG K+T ++      S T+ 
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Sbjct: 233 ISSAAFWLVAGLVVPNSKIVLENVGINETR--TGIIDVIKDMGGKITLSDIDQVAKSATI 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T    E      LK  ++  + +P +   L ++ L A    G T IRD    +VKET+R+ 
Sbjct: 291 TVETSE------LKGTEIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  IIT    L+   ++T+ DHR+ M  ++AA    +  V + 
Sbjct: 345 QVVADALNAMGADIVPTEDGMIITGKTALHGAEVNTFGDHRIGMMTAIAALLVQDGEVDL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P +F 
Sbjct: 405 QRAEAINTSYPSFF 418 
 
 
>ref|YP_003136833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           8802] 
 gb|ACU99997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           8802] 
          Length = 448 
 
 Score =  143 bits (360), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 218/446 (48%), Gaps = 41/446 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+K+PG KS+S+R L+L A+++G T+++ LL  ED        R +G  + +   ++ 
Sbjct: 26  LQGTLKIPGDKSISHRSLMLGAIAQGETIIEGLLLGEDPRSTAACFRAMGAEI-SPLNSQ 84 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    + + +E + +   GN+G  MR L   + A+     + + G   +R RP 
Sbjct: 85  SITVKGVG----LGNLQEPLDVLDAGNSGTTMR-LMLGLLASHPGRFFCVTGDNSLRSRP 139 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  +V  L+++GA++         P+ + G    P   +     I+S Q  S +L+A  + 
Sbjct: 140 MSRVVKPLQEMGANIWGRQQNSLAPLAIQGQNLTP---IHYHSPIASAQVKSCILLAGLM 196 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-----GQKYKSPKN 247 
             G  +  + +  +S  + E   R+++ FG + E         I G     GQK   P   
Sbjct: 197 TEG--KTTVTEPTLSRDHSE---RMLQGFGAQLEIDPETHSVTITGKPTLIGQKVVVP-- 249 
 
Query: 248 AYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
               GD SSA+++L AGA + G  + +E  G    +  +   E LEMM A +   E     
Sbjct: 250 ----GDISSAAFWLVAGAIVPGSELLIENVGINPTRTGI--LEALEMMEADIKL-ENKRI 302 
 
Query: 307 VTGPP----REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           VTG P    R  F +  LKA  +  + +P   D    LAV A+ A G T I+D A  RVK 
Sbjct: 303 VTGEPVADIRVKFSQ--LKACTIGGDLIPRLIDEIPILAVAAVCAQGTTIIKDAAELRVK 360 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           E++R+  + +EL+++GA + E PD   IT    L    +D+Y DHR+AM+ ++A+  A+  
Sbjct: 361 ESDRLAVMASELSRMGAKITELPDGLEITGGTLLKGEEVDSYTDHRIAMSLAIASLIAKG 420 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI        ++P++   L   ++ 
Sbjct: 421 STTIHRAEAAAVSYPEFVTTLQQVIQ 446 
 
 
>ref|YP_002371268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           8801] 
 gb|ACK65112.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           8801] 
          Length = 448 
 
 Score =  143 bits (360), Expect = 5e-32,   Method: Compositional matrix adjust. 
 Identities = 128/446 (28%), Positives = 218/446 (48%), Gaps = 41/446 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+K+PG KS+S+R L+L A+++G T+++ LL  ED        R +G  + +   ++ 
Sbjct: 26  LQGTLKIPGDKSISHRSLMLGAIAQGETIIEGLLLGEDPRSTAACFRAMGAEI-SPLNSQ 84 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
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              V G G    + + +E + +   GN+G  MR +   + +  G   + + G   +R RP 
Sbjct: 85  SITVKGVG----LGNLQEPLDILDAGNSGTTMRLMLGFLASHPGRF-FCVTGDNSLRSRP 139 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  +V  L+++GA++         P+ + G    P   +     I+S Q  S +L+A  + 
Sbjct: 140 MSRVVKPLQEMGANIWGRQQNSLAPLAIQGQNLTP---IHYHSPIASAQVKSCILLAGLM 196 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-----GQKYKSPKN 247 
             G  +  + +  +S  + E   R+++ FG + E         I G     GQK   P   
Sbjct: 197 TEG--KTTVTEPTLSRDHSE---RMLQGFGAQLEIDPETHSVTITGKPTLIGQKVVVP-- 249 
 
Query: 248 AYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
               GD SSA+++L AGA + G  + +E  G    +  +   E LEMM A +   E     
Sbjct: 250 ----GDISSAAFWLVAGAIVPGSELLIENVGINPTRTGI--LEALEMMEADIKL-ENKRI 302 
 
Query: 307 VTGPP----REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           VTG P    R  F +  LKA  +  + +P   D    LAV A+ A G T I+D A  RVK 
Sbjct: 303 VTGEPVADIRVKFSQ--LKACTIGGDLIPRLIDEIPILAVAAVCAQGTTIIKDAAELRVK 360 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           E++R+  + +EL+++GA + E PD   IT    L    +D+Y DHR+AM+ ++A+  A+  
Sbjct: 361 ESDRLAVMASELSRMGAKITELPDGLEITGGTLLKGEEVDSYTDHRIAMSLAIASLIAKG 420 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI        ++P++   L   ++ 
Sbjct: 421 STTIHRAEAAAVSYPEFVTTLQQVIQ 446 
 
 
>ref|ZP_07973206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CB0101] 
          Length = 435 
 
 Score =  143 bits (360), Expect = 6e-32,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 215/439 (48%), Gaps = 25/439 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + GTV++PG KS+S+R LL  A+++GTT ++ LL +ED       LR +G+ V   +A 
Sbjct: 11  RSLRGTVRVPGDKSISHRSLLFGAIADGTTTIEGLLPAEDPLSTAACLRAMGVDVSPIEA 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            +   V G G    ++  +E E  L  GN+G  MR +   +    G   +VL G   +R  
Sbjct: 71  GQTVTVQGVG----LDGFREPESVLDCGNSGTTMRLMLGLLAGRAGR-HFVLTGDDSLRR 125 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +   L ++GA +    G +  P+ + G   L G  ++ +   S+Q  SA+L+AA  
Sbjct: 126 RPMKRVGGPLAEMGATIAGRSGGNLAPLAIQG-QTLHGATIR-TPVASAQVKSAILLAAL 183 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYV 250 
            A G     +I+ + S  + E   R++  FG +       +    +K GQ+ +  +   V 
Sbjct: 184 TAEGPT--TVIEPVQSRDHSE---RMLRAFGAELSVGGPGNTEVTVKPGQRLRG-QAVVV 237 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++L   AIT G  +TVE  G    +      +VLE MGA++        V G 
Sbjct: 238 PGDISSAAFWLVAGAITPGADLTVENVGLNPSR--TGILDVLEQMGARIEVLNQR-DVAG 294 
 
Query: 310 PPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P       H  LKA ++  + +P   D    LAV A  A+G + +      RVKET+R+ 
Sbjct: 295 EPVGDLRVTHGPLKAFEIGADLIPRLVDEIPVLAVAACCAEGVSRVSGAEELRVKETDRL 354 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
             +  +L  +GA +EE  D   I    +L+   +D+  DHR+AM+ ++AA  A     +  
Sbjct: 355 AVMARQLGAMGARIEEFADGMAIQGGVQLHGAEVDSETDHRVAMSLAVAAQIATGATQLH 414 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
            P     ++P+++  L    
Sbjct: 415 RPEAAAVSYPEFWSDLERL 433 
 
 
>ref|YP_895431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis str. Al Hakam] 
 sp|A0RFD1.1|AROA_BACAH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK85924.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis str. Al Hakam] 
          Length = 429 
 
 Score =  143 bits (360), Expect = 7e-32,   Method: Compositional matrix adjust. 
 Identities = 129/452 (28%), Positives = 217/452 (48%), Gaps = 36/452 (7%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E ++QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERIIQPVNSGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D        P+ + G G L   +   S   S+ 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG-GDLKAIEYN-SPVASA 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       + G 
Sbjct: 170 QVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTVKLAG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE MGA  
Sbjct: 221 GQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEKMGAT 277 
 
Query: 298 VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDV 353 
            T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D  
Sbjct: 278 FTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDA 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  ++A 
Sbjct: 338 HELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIA 397 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C AE    I D      ++P +F+ L    K 
Sbjct: 398 GCIAEGKTIIEDAEAVGVSYPTFFEELQKLTK 429 
 
 
>ref|ZP_06608175.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           odontolyticus F0309] 
 gb|EFF80484.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           odontolyticus F0309] 
          Length = 437 
 
 Score =  143 bits (360), Expect = 7e-32,   Method: Compositional matrix adjust. 
 Identities = 134/441 (30%), Positives = 207/441 (46%), Gaps = 32/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV++PGSKS++ R L LAA+++  +V+   L++ D      AL  +G  VE + A   
Sbjct: 1   MDATVEVPGSKSITARALYLAAVADSPSVIRGALDARDTRLFAAALEVMGAHVEDEGAGI 60 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V        P+       ++  G AG  MR L     AA      + DG  +   RP+ 
Sbjct: 61  LRVT-------PMSLPPRGGRIECGLAGTVMRFLPP--LAALSPEETLFDGDEQAYARPL 111 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLA 193 
           G L+  L ++GA V         P  + G    P G +  +  S SSQ+LSALL+ +PL  
Sbjct: 112 GPLLDALVRMGATVTYHGERGHLPFTIQGPIHTPLGAQAWVDSSSSSQFLSALLLVSPLV 171 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-------SWDRFYIK--GGQKYKS 244 
              + +     + S+P+VEMTL  +   G+  E  D       +W  F  +  GG      
Sbjct: 172 GDPLFVSAPGVIPSMPHVEMTLASLAGAGIDLEVVDEGRANLSTWHIFPSRPIGG----- 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  VE D S+A  FLA A +TGG V +      + Q    +  +L  MGA +T  E   
Sbjct: 227 --DITVEPDLSNAGPFLAAAMVTGGRVRIPAWPEATTQAGDAWRALLGHMGATITLDEEG 284 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           +T+TGP     G  +   I   M ++ ++  TLA +  +A  P+ +  +A  R  ET+R+ 
Sbjct: 285 LTLTGP-----GAGNYPGIKATMAEVGELTPTLAAICAYASTPSHLSGIAHLRGHETDRL 339 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ TE+ + G   EE  D  IIT P  L+   I +Y DHRMA   ++       +T+ D 
Sbjct: 340 AALVTEINRAGGQAEETEDGLIIT-PRPLHAAQIRSYADHRMAAFGAILGLITPGITVDD 398 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
             CT KT P +  + ++ V   
Sbjct: 399 IACTSKTLPTFEAMWASLVSE 419 
 
 
>ref|YP_001035408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK36] 
 sp|A3CNV3.1|AROA_STRSV RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABN44858.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative 
           [Streptococcus sanguinis SK36] 
          Length = 427 
 
 Score =  143 bits (360), Expect = 7e-32,   Method: Compositional matrix adjust. 
 Identities = 122/439 (27%), Positives = 220/439 (50%), Gaps = 35/439 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VKGLKGRIRVPGDKSISHRSIIFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVKIHGVGFEGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVEIAGRTERDLPPLKMKGSRELQPIHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K I+  + E    ++ +FG + E      R  I+GGQ++ + +   V  
Sbjct: 179 QAQG--ESVIIEKEITRNHTE---DMIAQFGGQIEVEGKEIR--IQGGQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    + +E  G    +  +   EV+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LEVIEAMGGRMTLSDVDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     L+   ++T  DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAITPTEDGMIIEGKTPLHGAQVNTLGDHRIGMMTAIAALLAQSSQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            +      + ++P++F+ L 
Sbjct: 403 ELERSEAIKTSYPNFFNDL 421 
 
 
>gb|EGD29195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK72] 
          Length = 427 
 
 Score =  142 bits (359), Expect = 7e-32,   Method: Compositional matrix adjust. 
 Identities = 122/439 (27%), Positives = 219/439 (49%), Gaps = 35/439 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VKGLKGRIRVPGDKSISHRSIIFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
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Sbjct: 67  NLVKIHGVGFEGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVEIAGRTERDLPPLKMKGSRELKSMHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K I+  + E    ++ +FG + E      R  I+GGQ++ + +   V  
Sbjct: 179 QAQG--ESVIIEKEITRNHTE---DMIVQFGGQIEVKGKEIR--IQGGQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    + +E  G    +  +   +V+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LDVIEAMGGRMTLSDVDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     LN   ++T+ DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAITPTEDGMIIEGKTPLNGAQVNTFGDHRIGMMTAIAALLAQSGQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            +      + ++P +F  L 
Sbjct: 403 ELERSEAIKTSYPRFFSDL 421 
 
 
>ref|YP_002482018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           7425] 
 gb|ACL43657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanothece sp. PCC 
           7425] 
          Length = 451 
 
 Score =  142 bits (359), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 130/436 (29%), Positives = 207/436 (47%), Gaps = 25/436 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           + GT+ +PG KS+S+R L+L AL+EG T +  LL  ED        R LG  + A +    
Sbjct: 30  LRGTLSVPGDKSISHRALMLGALAEGETQIQGLLLGEDPRSTAACFRALGAEISALNSEL 89 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   +G G     E+      L  GN+G  +R L   + A+  +  + + G   +R RP 
Sbjct: 90  VRVKGIGLGQLLEPEEV-----LDAGNSGTTLR-LMLGILASHPHRFFTVTGDRSLRSRP 143 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+++GA +         P+ V G        ++ S  I+S  + + L+ A L  
Sbjct: 144 MKRVVTPLQEMGAMIWGRQSGSLAPLAVQG---QQLRSIRYSSPIASAQVKSCLLFAGLM 200 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
           + + E  + +  +S  + E   R++  FG + E         + G  K +  ++  V GD 
Sbjct: 201 I-EGETTVSEPALSRDHSE---RMLRAFGAQIEVDPHSHSVTVVGPAKLQG-QSVIVPGD 255 
 
Query: 254 ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L  AAI     + +E  G    +  V   EVLE MGA++   E    V G P  
Sbjct: 256 ISSAAFWLVAAAIAPDAELVLENVGVNPTRTGV--LEVLEQMGAEIK-QENHRLVAGEPV 312 
 
Query: 313 EPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                +   LKA  +  + +P   D    LAV A FA G T IRD A  RVKE++R+ A+ 
Sbjct: 313 ADLRVRSSTLKACQIGGDLIPRLIDEIPILAVAATFARGTTVIRDAAELRVKESDRITAL 372 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRDPG 426 
            ++L+++GA V E PD   IT    L    +D+  DHR+AM+ ++AA      T I+    
Sbjct: 373 ASQLSRMGAQVRELPDGLEITGGTPLTGAEVDSLGDHRIAMSLAIAALQARGTTWIKGGE 432 
 
Query: 427 CTRKTFPDYFDVLSTF 442 
               ++PD+   L    
Sbjct: 433 VAAISYPDFAPTLQRL 448 
 
 
>ref|ZP_07094728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus sp. 
           oral taxon 836 str. F0141] 
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 gb|EFK38674.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus sp. 
           oral taxon 836 str. F0141] 
          Length = 415 
 
 Score =  142 bits (359), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 116/429 (27%), Positives = 214/429 (49%), Gaps = 40/429 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN--SEDVHYMLGALRTLGLSVEADK 71 
           ++ G +    SKS  +R L+L AL E  T +   LN  S+D+   + AL  LG  +E  + 
Sbjct: 9   KLEGDIDAISSKSQGHRDLILGALCEEKTEI--FLNNFSDDILVTVKALENLGFVIERKE 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKE--EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
            +           F ++D  +    Q+   ++G ++R L A     G N  Y+  G   + 
Sbjct: 67  NS-----------FLIKDRADVKNPQIDFKDSGSSLRFLLAIGNFYGENVKYI--GSESL 113 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+ +L+   ++L  +   F     P   +   G   GGK    G ISSQY+S +L+A 
Sbjct: 114 SKRPLKELI---EELEKNNFSFSQNHLP---LEARGYFKGGKFTFRGDISSQYISGILLA 167 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  +  + +I +   L S PYV++T+  +++F +  +  +  + + IKGG   KSP   Y 
Sbjct: 168 ASKSPFESQIILKSNLESKPYVDLTINELKKFCIDVKKME--NSYKIKGGN-LKSPGKLY 224 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           VEGD S+AS F+ GA + G  V + G    SLQGD +   + +  G+K+ +TE ++     
Sbjct: 225 VEGDWSNASVFI-GANLLGSKVKIRGLNIDSLQGDKEILTIAKKFGSKI-FTEDNILEN- 281 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                  +  ++++++++  +PD+A  L V+   +   + + +    R KE++R+ ++   
Sbjct: 282 ------SKADIRSMEIDIKNIPDLAPVLCVILAASTEKSRLINAKRLRFKESDRLFSLCK 335 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCT 428 
            +  LGA  +   D   IT   K+    +++++DHR+ MA  LA+  A+  + I       
Sbjct: 336 MINDLGAYGKIVGDSLEITG--KIKGGHVNSFNDHRIVMAACLASTFAKEEIIIDGAQAV 393 
 
Query: 429 RKTFPDYFD 437 
            K++ ++F+ 
Sbjct: 394 EKSYKNFFE 402 
 
 
>ref|ZP_06747931.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           1_1_41FAA] 
 gb|EFG29021.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           1_1_41FAA] 
          Length = 418 
 
 Score =  142 bits (359), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 108/430 (25%), Positives = 204/430 (47%), Gaps = 42/430 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +  P SKS+ +R ++ ++L++G + ++N+  SED+   + A++ LG  +E     ++  
Sbjct: 11  GELSPPPSKSVLHRYIIASSLAKGISKIENISFSEDIIATIEAMKKLGAKIE-----QKE 65 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             +   G    +   E +++    +G  +R L            +   G  ++ +RP    
Sbjct: 66  NYLLIDGSDTFKKLNENIEIDCNESGSTLRFLFPLSIVKENKVLF--KGRGKLFKRP--- 120 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           +    K  G     +   D   + + G   L  G  K+ G+ISSQ+++ LL + PL  G  
Sbjct: 121 MTPYFKNFGKHKIKYSYIDENKILLEG--QLKAGIYKIDGNISSQFITGLLFSLPLLDGK 178 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            +I I  KL S  Y++++L  + +FG+K   ++S+  F I+G Q Y++  N   E D S  
Sbjct: 179 SKIIINGKLESSNYIDISLDCLSKFGIKI-INNSYQEFIIEGNQSYRAG-NYRTEADYSQ 236 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           A++FL   AI G  + +      SLQGD K   +++ +     W      V          
Sbjct: 237 AAFFLVANAI-GSNIKINDLSENSLQGDKK---IIDYISEIDNWNSKDTLV--------- 283 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
                   ++ ++ PD+   L++ A  +     I +V   R+KE++R+ A   EL+KL   

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 964



 

 

Sbjct: 284 --------LDGSETPDIIPILSLKAAVSGKKIEIVNVERLRIKESDRLKATVEELSKLNF 335 
 
Query: 377 SVEEGPDYCIITPPEKL------NVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTR 429 
            + E  D  +I   E L       + ++  Y DHR+AM  ++AA C +  + + +  C + 
Sbjct: 336 DLIEKKDSILINSREALKANKNEKIVSLSAYSDHRIAMMIAIAATCYDGEILLDNLDCVK 395 
 
Query: 430 KTFPDYFDVL 439 
           K++P++++V  
Sbjct: 396 KSYPNFWEVF 405 
 
 
>ref|YP_003827622.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetohalobium 
           arabaticum DSM 5501] 
 gb|ADL12557.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetohalobium 
           arabaticum DSM 5501] 
          Length = 427 
 
 Score =  142 bits (359), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 133/441 (30%), Positives = 217/441 (49%), Gaps = 25/441 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E+ ++P  ++ GT+K+PG KS+S+R ++L AL+EG T V   L  ED      A + +G+ 
Sbjct: 2   ELKIKPKDKLQGTIKVPGDKSISHRSVMLGALAEGKTEVTGFLTGEDCLNTARAFQKMGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E    ++  V+ G G     E    E  L LGN+G +MR +   +  AG +   V+ G 
Sbjct: 62  EIEG-LGSEEMVIHGVGLNGLQEP---ESILDLGNSGTSMRLMLGIL--AGQDFYAVVTG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +V  L  +GA++    G +  P+ V  IG     +   S   S+Q  S  
Sbjct: 116 DESLSKRPMARVVEPLGDMGAEIYGRDGGNLAPLTV--IGQNLTNQEYQSPVASAQVKSC 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G   +  I+   S  + E   R++E FG +  + D  +   I  GQ      
Sbjct: 174 ILLAGLYADGTTTV--IEPAKSRDHTE---RMLEYFGTEL-NIDGLEVSVI--GQPKLKG 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V  D SSAS+FL  A I     + +E  G    +  +   EVL  M A     +   
Sbjct: 226 QKVVVPSDISSASFFLVAALINQQAELILEDVGLNPTRAGI--LEVLTAMEADYELLDKR 283 
 
Query: 305 VTVTGPPRE-PFGRKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +    P  +      +L+A  +    + K+ D    LAV A  A+G T I+D    RVKE 
Sbjct: 284 LENQEPIADIKVNSSNLQATTIGGAVIPKLIDELPILAVAATQAEGETVIKDAEELRVKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFSLAA-CAEV 418 
           T+R+ A+ TEL +LG  VEE  D  +I  P+ +    +  +YDDHR+AM+ ++A   A+  
Sbjct: 344 TDRISAMVTELRRLGVEVEEREDGMVIPGPQSIKGGCSCRSYDDHRIAMSLAVAGLIAQE 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
            + I +  C + +FP++ ++L 
Sbjct: 404 EIEITNADCIKTSFPNFVELL 424 
 
 
>ref|ZP_03234463.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           H3081.97] 
 gb|EDZ59090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           H3081.97] 
          Length = 429 
 
 Score =  142 bits (359), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
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             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|YP_002249558.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermodesulfovibrio 
           yellowstonii DSM 11347] 
 sp|B5YH68.1|AROA_THEYD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACI20539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermodesulfovibrio 
           yellowstonii DSM 11347] 
          Length = 430 
 
 Score =  142 bits (359), Expect = 8e-32,   Method: Compositional matrix adjust. 
 Identities = 125/447 (27%), Positives = 218/447 (48%), Gaps = 30/447 (6%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +++  K + G +  P  KS+S+R ++ A+L++G + + N L ++D    L A+++LG  V 
Sbjct: 4   IIKKAKTLKGEITPPPDKSISHRAVMFASLAKGQSRIKNFLWAKDPLSSLNAMKSLG--V 61 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E      + ++V   G   ++++   +    GN+G  +R L+  V  AG     VL G   
Sbjct: 62  EITITDSKEIIVNGKGLHSLKESDNVIDC--GNSGTTIRLLSGIV--AGQRFLTVLTGDD 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +R RP+  ++  L  +GA++        PP+ + G G L G   ++  + S+Q  SA+L 
Sbjct: 118 SLRYRPMKRIINPLSLMGANIMGRAENKFPPIVIKG-GFLKGISYEMPIA-SAQVKSAIL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G+  +    K       + T ++++  GV    +D+  +             N 
Sbjct: 176 LAGLYAKGETTLTEPHK-----SRDHTEKMLKNMGVNIIINDNTVKL-----SPVDHELN 225 
 
Query: 248 AY---VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   +  D SSA++F+AGA +     + ++       +    F EVL+ MGA +      
Sbjct: 226 CFDITIPNDFSSAAFFIAGACLVPDSEILIKQVNLNETR--TGFIEVLKNMGATIEIFNI 283 
 
Query: 304 SVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
           +     P  + F +    LK I+V  + +P   D    L VVA  A+G T I+D    R  
Sbjct: 284 TEQGGEPVGDIFAKSSSELKGINVQGDIIPKLIDEFPILCVVATQAEGKTVIKDAKDLRA 343 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE++R+ A+ +EL K+G  ++E  D   I  P KL  T + +Y DHR+AMA S+A   AE 
Sbjct: 344 KESDRIKAMTSELKKMGVKIKEFEDGVEIEGPCKLIGTEVYSYKDHRIAMALSIAGVIAE 403 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              TI+D  C   +FP+++ +L    K 
Sbjct: 404 GETTIKDANCVDISFPEFYSLLEMLQK 430 
 
 
>ref|ZP_03777933.1| hypothetical protein CLOHYLEM_04987 [Clostridium hylemonae DSM 
           15053] 
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 gb|EEG75026.1| hypothetical protein CLOHYLEM_04987 [Clostridium hylemonae DSM 
           15053] 
          Length = 432 
 
 Score =  142 bits (359), Expect = 9e-32,   Method: Compositional matrix adjust. 
 Identities = 128/438 (29%), Positives = 209/438 (47%), Gaps = 34/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV++PG KS+S+R ++L +++ GTT + N L   D    +G  R +G+ +E  +    
Sbjct: 12  LKGTVRVPGDKSISHRAVMLGSIALGTTEITNFLEGADCLATIGCFRKMGVEIEQRQECI 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                G  G  P         L +GN+G   R ++  +   G + T VL G   +  RP+ 
Sbjct: 72  LVHGKGLRGLRPPAGI-----LDVGNSGTTTRLISGIL--CGQDFTSVLSGDASLNSRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG---GKVKLSGSISSQYLSALLMAAP 191 
           G ++  L+ +GA V    G  C P+++      PG   G    S   S+Q  SA+L+A   
Sbjct: 125 GRIITPLRNMGASVTSVNGNGCAPLKIE-----PGRIHGIHYESPVASAQVKSAVLLAGL 179 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
            A  D    + +  +S  + E+   +++ FG     A H D      +    +    +   
Sbjct: 180 YA--DNTTSVTEPSLSRNHTEL---MLQNFGAALSAAMHPDGRATAELAPCTELYG-RQI 233 
 
Query: 249 YVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           +V GD SSA+YF+A G  + G  + ++  GT   +    F  V + MGA+VT    +V   
Sbjct: 234 HVPGDISSAAYFIAAGLTVPGSELLLKNVGTNFTRAG--FLTVCQNMGARVTRLNETVQ- 290 
 
Query: 308 TGPPREPF----GRKHLKAIDVNM-NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G  R       GR H   I+ ++   + D    +AV+A  A+G T IRD A  +VKET+ 
Sbjct: 291 GGEARADLLVTPGRLHGTVIEGDLIPSLIDEIPVIAVMAACAEGTTVIRDAAELKVKETD 350 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+  +   L  +GA V    D  II     L    I+++ DHR+AMAF++AA  A+     
Sbjct: 351 RIATVTENLRAMGACVTPTEDGMIIEGRGGLKGAFIESHMDHRIAMAFAVAALSAKGESR 410 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           I +  C   ++P +++ L 
Sbjct: 411 INNSQCVDVSYPAFWETL 428 
 
 
>ref|YP_001733439.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. PCC 
           7002] 
 gb|ACA98183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. PCC 
           7002] 
          Length = 446 
 
 Score =  142 bits (358), Expect = 9e-32,   Method: Compositional matrix adjust. 
 Identities = 131/443 (29%), Positives = 213/443 (48%), Gaps = 35/443 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G V++PG KS+S+R L+L A++EG T+++ LL  ED          +G ++ E ++   
Sbjct: 24  LQGKVRIPGDKSISHRALMLGAIAEGETIIEGLLLGEDPRSTAACFAAMGANISELNETE 83 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG G     ++      L  GN+G  MR L   + A+  +  + + G   +R RP 
Sbjct: 84  VRVQGVGLGNLQEPDNV-----LDAGNSGTTMR-LMMGLLASSPDRFFAVTGDGSLRSRP 137 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  LK++GA +    G    P+ + G   L G     S   S+Q  S +L+A  LA 
Sbjct: 138 MSRVVNPLKEMGAQIWGKKGNTLAPLAIQG-QQLKGIHYH-SPIASAQVKSCVLLAGLLA 195 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVK-----AEHSDSWDRFYIKGGQKYKSPKNA 248 
            G  +  + +  +S  + E   R++  FG         HS + D      GQK   P    
Sbjct: 196 EG--QTTVTEPALSRDHSE---RMLRAFGANLTIDPETHSVTIDPHPTLRGQKVVVP--- 247 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
              GD SSA++++  AAI   + +T+E  G    +  +   E ++MMGA +T  + +  V 
Sbjct: 248 ---GDISSAAFWMVAAAIVPDSDLTIENVGINPTRTGI--IEAMQMMGADMTL-DNAREV 301 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P      ++  LK   +    +P   D    LAV A FA G T I+D    RVKE++ 
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Sbjct: 302 AGEPVADLRVQYSPLKGCTIGGEIIPRLIDEIPILAVAACFAAGTTIIKDAEELRVKESD 361 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
           R+  +  ELTK+GA++ E PD   I     LN   +D+Y DHR+AM+ ++AA  A+     
Sbjct: 362 RLAVMAAELTKMGANIIEHPDGLEIIGGASLNGAEMDSYTDHRIAMSLAIAALNAKDETR 421 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I        ++P + + L+   + 
Sbjct: 422 IHRAEAASISYPTFVETLTNVCQ 444 
 
 
>ref|YP_001645575.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           weihenstephanensis KBAB4] 
 gb|ABY43947.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           weihenstephanensis KBAB4] 
          Length = 429 
 
 Score =  142 bits (358), Expect = 9e-32,   Method: Compositional matrix adjust. 
 Identities = 128/445 (28%), Positives = 218/445 (48%), Gaps = 43/445 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++  A++EG T +   L   D    +   + +G+ +  ++    
Sbjct: 13  LNGTITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVEITQNR--D 70 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV--LDGVPRMRE 131 
              V+G G    +E  +E +  L +GN+G  +R ++  +     N  +   + G   + + 
Sbjct: 71  EVTVIGTG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAA 190 
           RP+  +   LKQ+GA +D        P+ + G G L    ++ +  ++S Q  SA+L+A  
Sbjct: 123 RPMQRVTNPLKQMGAKIDGRKEGTFTPLTIRG-GNLKA--IEYTSPVASAQVKSAILLAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G   +       + P++  + T R++E FGV    +       + GGQK  +  +  
Sbjct: 180 LRAEGVTAV-------TEPHISRDHTERMLEAFGVTI--TRVGKTVKLAGGQKL-TATDV 229 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA  T  + +    
Sbjct: 230 QVPGDVSSAAFFLVAGAIIPNSKLLLQNVGMNPTRTGI--IDVLEKMGATFTVEQINEGA 287 
 
Query: 308 TGPPR----EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
           + P      E F    LK I++  + +P +   + V+AL A   +G T I+D    +VKE 
Sbjct: 288 SEPAANITIETF---SLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDAHELKVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           T R+  +  ELTKLGA +E   D  II    KL  T + ++ DHR+ M  ++A C AE   
Sbjct: 345 TNRIDTVVAELTKLGARIEATDDGMIIYGKCKLKGTTVHSHGDHRIGMMLAIAGCIAEGE 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
            TI D      ++P +F+ L T  K 
Sbjct: 405 TTIEDAEAVGVSYPTFFEELQTLAK 429 
 
 
>ref|ZP_08062863.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis ATCC 903] 
 gb|EFX39465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis ATCC 903] 
          Length = 436 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 128/446 (28%), Positives = 216/446 (48%), Gaps = 41/446 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G +++PG KS+S+R ++  +L+ G T V ++L  EDV   +   R LG+S++ D   
Sbjct: 17  KGLRGIIRVPGDKSISHRSIIFGSLATGETKVYDILRGEDVLSTIQVFRDLGVSIQDDGD 76 
 
Query: 73  AKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             R   VG  G K P         L +GN+G ++R ++  +  AG + +  + G   + + 
Sbjct: 77  VIRIQGVGFQGLKAPTS------PLDMGNSGTSIRLISGVL--AGQDFSVTMVGDDSLSK 128 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 968



 

 

           RP+  + + L+Q+G ++      DCPP+   G   L      L  + S+Q  SAL+ AA  
Sbjct: 129 RPMDRVAIPLRQMGVEIAGHGERDCPPLHEKGTQQLQPIYYHLPVA-SAQVKSALIFAAL 187 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E  +R   +FG + +  +   R  I+GGQ+++  +   V  
Sbjct: 188 QAEG--ESTIIEKEKTRDHTEDMIR---QFGGEIQVDEKTIR--IQGGQEFQG-QEVIVP 239 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------T 303 
           GD SSA+++L AG  +    + +E  G    Q      +V++ MG  +T  +         
Sbjct: 240 GDISSAAFWLVAGLILPESVIKIENVGIN--QTRTGILDVIQEMGGDLTIEDRDEKAVSA 297 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKE 360 
           S+TV            LK I ++   +P +   L ++AL A    G T I D    RVKE 
Sbjct: 298 SLTVK--------TSSLKGIRIDGELIPRLIDELPIIALLATQATGQTVIADAEELRVKE 349 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEV 418 
           T+R+  +   L  +GA+V    D  IIT P  L    ++T+ DHR+ M  ++AA    +  
Sbjct: 350 TDRIQVVADSLNAMGANVVPTEDGMIITGPTPLQGADLETFGDHRIGMMAAIAALLVRDG 409 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            V +        ++P +F+ L T +  
Sbjct: 410 NVVLDRAEAINTSYPSFFEDLETLLH 435 
 
 
>ref|ZP_03110090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           03BB108] 
 gb|EDX65003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           03BB108] 
          Length = 429 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E ++QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERIIQPVNSGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----NTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + +E  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_06291795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus 
           lacrimalis 315-B] 
 gb|EFA89505.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus 
           lacrimalis 315-B] 
          Length = 415 
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 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 116/429 (27%), Positives = 214/429 (49%), Gaps = 40/429 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN--SEDVHYMLGALRTLGLSVEADK 71 
           ++ G +    SKS  +R L+L AL E  T +   LN  S+D+   + AL  LG  +E  + 
Sbjct: 9   KLEGDIDAISSKSQGHRDLILGALCEEKTEI--FLNNFSDDILVTVKALENLGFVIERKE 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKE--EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
            +           F ++D  +    Q+   ++G ++R L A     G N  Y+  G   + 
Sbjct: 67  NS-----------FLIKDRVDVKNPQIDFKDSGSSLRFLLAIGNFYGENVKYI--GSESL 113 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            +RP+ +L+   ++L  +   F     P   +   G   GGK    G ISSQY+S +L+A 
Sbjct: 114 SKRPLKELI---EELEKNNFSFSQNHLP---LEARGYFKGGKFTFRGDISSQYISGILLA 167 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  +  + +I +   L S PYV++T+  +++F +  +  +  + + IKGG   KSP   Y 
Sbjct: 168 ASKSPFESQIILKSNLESKPYVDLTINELKKFCIDVKKME--NSYKIKGGN-LKSPGKLY 224 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           VEGD S+AS F+ GA + G  V + G    SLQGD +   + +  G+K+ +TE ++     
Sbjct: 225 VEGDWSNASVFI-GANLLGSKVKIRGLNIDSLQGDKEILTIAKKFGSKI-FTEDNILEN- 281 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                  +  ++++++++  +PD+A  L V+   +   + + +    R KE++R+ ++   
Sbjct: 282 ------SKADIRSMEIDIKNIPDLAPVLCVILAASTEKSRLINAKRLRFKESDRLFSLCK 335 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCT 428 
            +  LGA  +   D   IT   K+    +++++DHR+ MA  LA+  A+  + I       
Sbjct: 336 MINDLGADGKIVGDSLEITG--KIKGGHVNSFNDHRIVMAACLASTFAKEEIIIDGAQAV 393 
 
Query: 429 RKTFPDYFD 437 
            K++ ++F+ 
Sbjct: 394 EKSYKNFFE 402 
 
 
>ref|ZP_07320814.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia 
           magna BVS033A4] 
 gb|EFL54469.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia 
           magna BVS033A4] 
          Length = 398 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 116/425 (27%), Positives = 202/425 (47%), Gaps = 46/425 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ G V    SKS ++R L+LA++++  TT++ N   S D+   +  LR LG+ +E ++  
Sbjct: 7   KLQGKVDAISSKSFAHRFLILASVADTDTTIIINEF-SNDIMTTIDCLRNLGVEIEINEN 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                 V     F  +D  +   + + ++G   R L   V+           G  R+++R 
Sbjct: 66  E-----VTVHPSFFQKDVSD---INVNDSGSTFRFLLPLVSFLSQKTNIQCSG--RLQDR 115 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +LV  LK  G         +  P  V+G         +  G +SSQY+SA++M APL 
Sbjct: 116 PIKELVDQLKLAGLT----FSEEKLPFTVDG--TFHKIDFEFPGDVSSQYISAIMMIAPL 169 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            +G  EI++  KL S  Y+++T   ++ FG+ +E     D+  +K G   KSP    VEG 
Sbjct: 170 -IGGCEIKLSSKLESTGYIKITQECLKLFGIDSEIL--LDKVIVKPGA-LKSPGKIIVEG 225 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A++FL   A+ G  + VE     S+Q D K  E LE +     + E           
Sbjct: 226 DWSNAAFFLCANAL-GADIKVENLNVNSVQADRKIVEFLEKIENNEDYCE---------- 274 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                       +++++ PD+ + LAVV       + +++    R+KE++R+ +    L  
Sbjct: 275 ------------IDISQTPDLFVILAVVLSQKCEKSVLKNAKRLRLKESDRIQSTYDMLK 322 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
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             G   +   D  +I   E +    +++ DDHR+ MA ++A+     V I+D    +K++ 
Sbjct: 323 SFGVHCDIEGDNLVICKSE-MKPAVVNSCDDHRIVMAAAIASIITKEVEIKDWQAVKKSY 381 
 
Query: 433 PDYFD 437 
           P +FD 
Sbjct: 382 PSFFD 386 
 
 
>ref|ZP_05364937.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
 gb|EET78282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
          Length = 433 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 132/435 (30%), Positives = 203/435 (46%), Gaps = 27/435 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           Q    I+    +PGSKS++NR  +LAAL++G + +   L S D   M  AL ++G+  E  
Sbjct: 16  QAAGPITWAQHVPGSKSITNRAFILAALADGPSTLRAPLVSRDSQLMEKALESMGVRFEH 75 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +      + V  G   P++ A  +  L    AG  MR +      A G    ++DG  +  
Sbjct: 76  EG---EDIHVTPG---PLKGATVDCGL----AGTVMRFIPPVAALADG--AVLVDGDEQA 123 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+QLG +VD     D  P  V   G   GG+V +  S SSQ++S LL+A 
Sbjct: 124 YARPMSTTLDALRQLGVEVDG----DSLPFTVRSHGVPEGGEVTIDASGSSQFVSGLLLA 179 
 
Query: 190 -APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            A  A G         L S+P+VEMT+ ++ + GV+ +  +  + + +  G      +   
Sbjct: 180 GARFAKGITVTHEGGPLPSMPHVEMTVGMLRQAGVRVDSGE--NTWTVHPGPIAG--REW 235 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A+ FLA AA+TGG VT++     + Q       +L  MG  VT     VT   
Sbjct: 236 AIEPDLSNATPFLAAAAVTGGRVTIKRWPANTTQPGDAIRHILVDMGVMVTQEPGFVTAK 295 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G          L+ I+ NM  + ++  T+A +   AD P+ +  +A  R  ET+R+ A+  
Sbjct: 296 G-----AKDGALQGIERNMGDIGELTPTVAALCALADTPSTLTGIAHLRGHETDRLKALA 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
             +  LG  V E  D   I  P  L+      Y DHRMA A ++       V + D   T 
Sbjct: 351 DNINALGGKVTELADGLHID-PAPLHGGEWPCYADHRMATAGAIIGLRVPGVEVEDIATT 409 
 
Query: 429 RKTFPDYFDVLSTFV 443 
            KT P +  +  T V 
Sbjct: 410 AKTLPGFDRMWETMV 424 
 
 
>ref|YP_901025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelobacter 
           propionicus DSM 2379] 
 sp|A1ANP7.1|AROA_PELPD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK98967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelobacter 
           propionicus DSM 2379] 
          Length = 431 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 127/443 (28%), Positives = 211/443 (47%), Gaps = 27/443 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I + P   + G + +PG KS+S+R ++L A++ G T V   L  ED    + A R +G+  
Sbjct: 4   ISITPGSSLKGELVVPGDKSISHRSIMLGAIANGVTTVRGFLRGEDNMATMAAFRAMGVR 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           ++ D      + +   G   +E+  +   L  GN+G +MR LT  +  AG N   VL G  
Sbjct: 64  IDDDG---HLLSIHGRGLHGLEEPGD--VLDCGNSGTSMRLLTGLL--AGQNFFSVLSGD 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSA 185 
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             +R+RP+  +V  L ++GA +    G +  P+ ++G G L    +     +SS Q  SA 
Sbjct: 117 QYLRKRPMKRVVEPLSRMGARILGRAGGNLAPLAISG-GTL--NAIGYESPVSSAQIKSA 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +++A   A GD  +   +  +S  + E   R+   FG   E     +   +KGG +  +  
Sbjct: 174 IMLAGLYADGDTSVR--EPSLSRDHSE---RMFALFGASLE--TFHNGVTVKGGIELHA- 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +  +V GD SSA++F+  A IT    + +   G    +      +VL  MG  +   +   
Sbjct: 226 QEIHVPGDISSAAFFIVAALITPDSELLIRNVGVNPTR--TGIIDVLRSMGGSIELVDER 283 
 
Query: 305 VTVTGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                P  +   R   LK + +    +P   D    + V A  A+G T+IRD    RVKE 
Sbjct: 284 EVSAEPVADILVRSSRLKGVRIEGQTVPRAIDEFPAICVAAACAEGTTSIRDARELRVKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-P 419 
           T+R+ A+   L  LG +V+E  +   IT  E+L     +++ DHR+AM+ S+A        
Sbjct: 344 TDRISAMAVNLRTLGVTVDECDEGMDITGVERLGGGVAESFGDHRIAMSLSVAGLVSADA 403 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V + D  C   +FP++F +L  F 
Sbjct: 404 VRVNDIDCVSTSFPNFFSLLERF 426 
 
 
>ref|NP_378277.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus tokodaii 
           str. 7] 
 sp|Q96Y91.1|AROA_SULTO RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 dbj|BAB67386.1| 408aa long hypothetical 3-phosphoshikimate 
           1-carboxyvinyltransferase [Sulfolobus tokodaii str. 7] 
          Length = 408 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 120/429 (27%), Positives = 208/429 (48%), Gaps = 39/429 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +I G VK P SKS   R++L + L E    +DNL+ S+DV+  +  ++ LG+SVE      
Sbjct: 9   KIYGKVKAPQSKSFGIRLVLYSLLKESK--LDNLIPSDDVNVAINVVKQLGVSVEGTYFK 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +   +V    KF          L+ G +   +R     ++  G +   ++DG   +R+RP 
Sbjct: 67  REKELVTP--KF----------LYFGGSATTLRMSIPILSVLGVDT--IIDGDETLRKRP 112 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++   K L   V     +   P +++G   L    V++ G  SSQY+S  + A  L  
Sbjct: 113 LNAII---KALEGSVS--FSSSLLPTKISG--KLKENFVRIEGGESSQYISGFIYAFSL- 164 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
           +G  EIEII  + S  Y+ +T+ L+   G   +     ++ Y++ G  +K P    V GD 
Sbjct: 165 VGGGEIEIIPPISSKSYIYLTIELLNSLGGNIKMKG--NKIYVEKGD-FK-PYIGKVPGD 220 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTT-SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            + AS++ + + ++GG + +E      +  GD       +MMGA+    +    V    + 
Sbjct: 221 YALASFYASSSIVSGGEIVIEDVYELPNFDGDHSIVNFYKMMGAESYVKDNKWIVKSSEK 280 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  L  I+VN++  PD+A ++A +A F+  PT I+ +   + KE+ R+V I   L+ 
Sbjct: 281 -------LNGIEVNVDDYPDLAPSIASLAPFSSSPTIIKGIKRLKTKESNRVVTISETLS 333 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           K G  VE   D  +I P E +    +   +DHR+AM  S+ +      TI    C  K+  
Sbjct: 334 KFGVKVEYDEDKIVIYPSE-VKAGHVICPNDHRIAMLASVLSFKS-GGTIEKAECVNKSN 391 
 
Query: 433 PDYF-DVLS 440 
           P+++ D++S 
Sbjct: 392 PNFWKDLIS 400 
 
 
>sp|Q8FRI2.1|AROA_COREF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC17589.1| 5-enolpyruvylshikimate-3-phosphate synthase [Corynebacterium 
           efficiens YS-314] 
          Length = 408 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 128/420 (30%), Positives = 208/420 (49%), Gaps = 31/420 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PGSKS++NR L+LAAL+ G + +  +L S D   M  ALR++G+++  +   +  V    
Sbjct: 6   IPGSKSITNRALILAALAAGPSTIHGVLRSRDTDLMADALRSMGVTITEEAPDRYHV--- 62 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
              + P E +   +    G AG  MR +      A G   +  DG  + R RP+  ++   
Sbjct: 63  ---EPPAELSSGSID--CGLAGTVMRFVPPVAAFADGPVHF--DGDEQARIRPMTSILDA 115 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L+ LG  V+     +  P  V   G   GG V++  S SSQ++S LL++AP  +  V +  
Sbjct: 116 LRTLGVRVE----NNRLPFTVTSDGIPEGGVVEIDASASSQFVSGLLLSAPRFVNGVTVR 171 
 
Query: 201 II-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            I  +L S+P++EMT+ ++   G++ + +   +++ +  G+         +E D S+A+  
Sbjct: 172 HIGGRLPSMPHIEMTVAMLREVGIRVDVTP--NQWTVHPGEIRG--HTWRIEPDLSNATP 227 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT----VTGPPREPF 315 
           FLA AA+T GTVTV      + Q       +LE MG  V +     T    VTGP      
Sbjct: 228 FLAAAAVTRGTVTVRNWPRDTTQPGDSIRSILEDMGCTVEFISNGATFDLEVTGP----- 282 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
               LK I ++M+ + ++  T+A +A  A   + +  +A  R  ET R+ A+  E+ +LG 
Sbjct: 283 --AELKGIHLDMSDIGELTPTVAALAALATTESRLTGIAHLRGHETNRLEALTAEINRLG 340 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            +  E  D   IT P  L+     +Y DHRMA A ++       V + D   T KTFP + 
Sbjct: 341 GNCTELDDGLHIT-PAPLHGGVWHSYADHRMATAGAIIGLVIKDVGVEDIQTTSKTFPGF 399 
 
 
>ref|ZP_07726162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus downei 
           F0415] 
 gb|EFQ56568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus downei 
           F0415] 
          Length = 427 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 118/441 (26%), Positives = 219/441 (49%), Gaps = 29/441 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++++ G +++PG KS+S+R ++  +L++G T++ ++L  EDV   + A R +G+++E D  
Sbjct: 7   VQQLQGNLRVPGDKSISHRSIMFGSLAQGQTLIRDILRGEDVLSTMQAFRDMGVNIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              R   VG  G  P +       L +GN+G ++R ++  +  AG + +  + G   + + 
Sbjct: 67  DVIRIEGVGFQGLRPPQKP-----LNIGNSGTSIRLISGVL--AGQDFSVQMYGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+ ++G   L      L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRISIPLRQMGVEIAGRSEKDLPPLNIHGSRSLKPIHYHLPIA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++E+FG   E   S    +++GGQ   + +   V  
Sbjct: 179 QANG--ESIIIEKEKTRNHTE---DMIEQFGGHLEI--SGKEIHVQGGQIL-TGQEVVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    + +E  G    +      +V++ MG K++ ++      S  
Sbjct: 231 GDISSAAFWLVAGLIMPDSKIILENVGINETR--TGILDVIKAMGGKISLSQIDEGAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           T+T    E  G +    I   + ++ D    +A++A  A G T I D    +VKET+R+  
Sbjct: 289 TITVESSELHGTRIAGDI---IPRLIDELPIIALLATQAQGQTVIADAEELKVKETDRIQ 345 
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Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIR 423 
            +   L  +GA +E   D  II     L+   ++T  DHR+ M  ++AA    E  V +  
Sbjct: 346 VVADALNSMGADIEPTADGMIIQGKTALHGAKVNTLGDHRIGMMVAIAALLVKEGEVDLE 405 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
                  ++P +F+ +   +  
Sbjct: 406 RAEAINTSYPSFFEDMKGLIN 426 
 
 
>ref|ZP_07466969.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus bovis 
           ATCC 700338] 
 gb|EFM27179.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus bovis 
           ATCC 700338] 
          Length = 461 
 
 Score =  142 bits (358), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 125/449 (27%), Positives = 225/449 (50%), Gaps = 37/449 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L  + ++ GT+++PG KS+S+R ++  +L++GTT V ++L  EDV   +   R LG+ + 
Sbjct: 37  LLTNVSQLKGTLRVPGDKSISHRSIMFGSLAKGTTTVHDILRGEDVLSTMQVFRDLGVDI 96 
 
Query: 68  EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           + D        VG  G K P      + +L +GN+G ++R ++  +  AG + T  + G  
Sbjct: 97  QDDGNIVTITGVGFDGLKAP------KNKLDMGNSGTSIRLISGVL--AGQDFTVEMFGD 148 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+  + + L+Q+G +V      D PP+ + G   L     +L  + S+Q  SAL 
Sbjct: 149 DSLSKRPMDRVTIPLRQMGVEVSGQTDRDLPPLTMRGSKALKPIHYQLPMA-SAQVKSAL 207 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA  A  D E  II+K  +  + E    ++ +FG   + +    R  IKGGQ++ + + 
Sbjct: 208 IFAALQA--DGESVIIEKEKTRNHTE---DMIVQFGGAIDVNGKEIR--IKGGQEF-TGQ 259 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-- 303 
           +  V GD SSA+++L AG  +    VT+E  G    +  +   +V++ MG K+T       
Sbjct: 260 DVVVPGDISSAAFWLVAGLIVPNAKVTLENVGINETRTGI--IDVIKEMGGKMTILNVDE 317 
 
Query: 304 ---SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWR 357 
              S T+T    E      L  +++    +P +   L ++AL    A+G T IRD    + 
Sbjct: 318 IAKSATITVETSE------LHGVEIGGEIIPRLIDELPIIALLATQANGTTIIRDAEELK 371 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           VKET+R+  +   L  +GA +    D  I+     L+ + + T+ DHR+ M  ++AA    
Sbjct: 372 VKETDRIQVVVDALNAMGADITPTDDGMIVKGKTPLHGSKVSTFGDHRIGMMTAVAALLV 431 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++  V +        ++P +F+ L    + 
Sbjct: 432 SDGDVELERAEAINTSYPSFFNDLEVLSR 460 
 
 
>ref|YP_004203174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus scotoductus 
           SA-01] 
 gb|ADW22625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus scotoductus 
           SA-01] 
          Length = 441 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 144/451 (31%), Positives = 214/451 (47%), Gaps = 38/451 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   + G +++PG KS+++R L+L ALSEG   +   L + D       LR LG  +  
Sbjct: 8   LGPCVPLRGVLRVPGDKSVTHRGLMLLALSEGEGRLFYPLKAGDTLSTARVLRALGAEIL 67 
 
Query: 69  ADKAAKRAVVVGC-GGKFPVEDA-----KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            +K  + A +    G  F V        + E  L  GNAG  +R L   + A       V 
Sbjct: 68  EEKGPEGARLAREEGPHFRVRGQGLRLKEPEDVLDCGNAGTLIR-LILGILAGQEGLFAV 126 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +R RP+G +V  L+ +GA +D   G    P+ V G G L G    L    S+Q  
Sbjct: 127 LTGDASLRRRPMGRVVEPLRAMGASIDGREGGKRAPLAVRGRG-LKGVSYTLP-VPSAQV 184 
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Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            SALL+A   A      ++ + +  +P  + T RL   FG+  E      R      + + 
Sbjct: 185 KSALLLAGLFA-----EDVTEVVEPVPTRDHTERLFRHFGLPLETEGP--RIRTHRAEPF 237 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            + ++  V GD SSA++FL  A +T G+ VTVEG G    +      +VL+ MGA + W  
Sbjct: 238 PA-RDLTVPGDFSSAAFFLVAALLTPGSEVTVEGVGLNPTR--TGLLKVLQAMGADLEWQ 294 
 
Query: 302 ETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
                V G   EP G        LK + V+   +P   D    LA  A +A+G T I  + 
Sbjct: 295 ----VVEGESGEPVGWIRARYSPLKGVSVDPGLIPLMVDEVPVLAAAAAWAEGETYIPGL 350 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           +  RVKE++R+ AI   L  LG  VEEGPD+  I     +    ++ + DHR+AMAF++A 
Sbjct: 351 SELRVKESDRVAAIAHNLRALGVGVEEGPDWLRIQ-GGGVKPGEVEPFHDHRIAMAFAVA 409 
 
Query: 414 ACAEVPVTIR--DPGCTRKTFPDYFDVLSTF 442 
           A   +PV +R  +P     ++P +F  L    
Sbjct: 410 A---LPVGVRVWEPHWAEISYPGFFQDLKRL 437 
 
 
>ref|YP_002750296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           03BB102] 
 sp|C1EYX7.1|AROA_BACC3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACO27272.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           03BB102] 
          Length = 429 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAILDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETTSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQRLTK 429 
 
 
>emb|CBW27913.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Bacteriovorax marinus SJ] 
          Length = 410 
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 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 121/435 (27%), Positives = 208/435 (47%), Gaps = 49/435 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K     V +P SKS +NR ++LAALS+    ++NL  S DV  +L  LR +GL +      
Sbjct: 13  KSFDAEVNVPSSKSYANRAIILAALSKDAITIENLPLSHDVTNLLNVLREVGLRI---VE 69 
 
Query: 73  AKRAVVVGCGGKFPVED--AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +++     FP  +  + E+++++ G+ G   R L   +  A G  +Y ++   RMR 
Sbjct: 70  VENGIII--ENSFPECERPSSEKIKIYPGDGGTTTRFLIPFL--AMGKNSYQIEPEGRMR 125 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPP-VRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           ERP+ DL+  L +LGA ++      C   + + G       K+K   S ++Q+ +AL +  
Sbjct: 126 ERPVADLLEVLAELGASIN-----QCDTWLTIRGPLSFQTNKLKADASKTTQHATALALC 180 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             LA  ++E++ +D   S  Y +MT+ L++ F               KG +K+      Y 
Sbjct: 181 --LAFQNIEVQPVDMKYSKSYWDMTMSLIQDFK--------------KGQKKF------Y 218 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V  D SS SY LA  A   G V V+ C    + Q D  F EVL+ MG  VT ++  + V  
Sbjct: 219 VPVDFSSMSYVLALGA-DRGKVLVKNCVDIDTFQSDSIFVEVLKNMGYSVTLSDKGLEVK 277 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
              +E      +  I+++ +  PD+  TLA      DG + + +++  + KE++R++ ++ 
Sbjct: 278 SSEKE------ITPINLDCSNCPDLVPTLAFTCSRIDGESKLSNLSVLKYKESDRLLEVQ 331 
 
Query: 369 T--ELTKLGASVEEGPDYCIITPPEKLNVTAIDTY--DDHRMAMAFSLAACAEVPVTIRD 424 
              +L  +  +  E  D   I   +K    A + Y  DDHR+ M   L   A     +   
Sbjct: 332 KLLDLYSIENTYNEKEDVLHIKGSKKRIDKAKEIYPPDDHRIVMVSYLFLRAHGGGVLNS 391 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                K+F ++F+V+ 
Sbjct: 392 IHSVSKSFGNFFEVV 406 
 
 
>ref|ZP_07713645.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
 gb|EFQ80953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
          Length = 433 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 132/435 (30%), Positives = 203/435 (46%), Gaps = 27/435 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           Q    I+    +PGSKS++NR  +LAAL++G + +   L S D   M  AL ++G+  E  
Sbjct: 16  QAAGPITWAQHVPGSKSITNRAFILAALADGPSTLRAPLVSRDSQLMEKALESMGVRFEH 75 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +      + V  G   P++ A  +  L    AG  MR +      A G    ++DG  +  
Sbjct: 76  EG---EDIHVAPG---PLKGATVDCGL----AGTVMRFIPPVAALADG--AVLVDGDEQA 123 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+QLG +VD     D  P  V   G   GG+V +  S SSQ++S LL+A 
Sbjct: 124 YARPMSTTLDALRQLGVEVDG----DSLPFTVRSHGVPEGGEVTIDASGSSQFVSGLLLA 179 
 
Query: 190 -APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            A  A G         L S+P+VEMT+ ++ + GV+ +  +  + + +  G      +   
Sbjct: 180 GARFAKGITVTHEGGPLPSMPHVEMTVGMLRQAGVRVDSGE--NTWTVHPGPIAG--REW 235 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +E D S+A+ FLA AA+TGG VT++     + Q       +L  MG  VT     VT   
Sbjct: 236 AIEPDLSNATPFLAAAAVTGGRVTIKRWPANTTQPGDAIRHILVDMGVMVTQEPGFVTAK 295 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G          L+ I+ NM  + ++  T+A +   AD P+ +  +A  R  ET+R+ A+  
Sbjct: 296 G-----TKGGALQGIERNMGDIGELTPTVAALCALADTPSILTGIAHLRGHETDRLKALA 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
             +  LG  V E  D   I  P  L+      Y DHRMA A ++       V + D   T 
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Sbjct: 351 DNINALGGKVAELADGLHID-PAPLHGGEWPCYADHRMATAGAIIGLRVPGVEVEDISTT 409 
 
Query: 429 RKTFPDYFDVLSTFV 443 
            KT P +  +  T V 
Sbjct: 410 AKTLPGFDRMWETMV 424 
 
 
>emb|CBZ48633.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           gallolyticus subsp. gallolyticus ATCC BAA-2069] 
          Length = 427 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 125/449 (27%), Positives = 224/449 (49%), Gaps = 37/449 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +L  + ++ GT+++PG KS+S+R ++  +L++GTT V ++L  EDV   +   R LG+ + 
Sbjct: 3   LLTNVSQLKGTLRVPGDKSISHRSIMFGSLAKGTTTVHDILRGEDVLSTMQVFRDLGVDI 62 
 
Query: 68  EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           + D        VG  G K P      + +L +GN+G ++R ++  +  AG + T  + G  
Sbjct: 63  QDDGNIVTITGVGFDGLKAP------KNKLDMGNSGTSIRLISGVL--AGQDFTVEMFGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+  + + L+Q+G +V      D PP+ + G   L     +L  + S+Q  SAL 
Sbjct: 115 DSLSKRPMDRVTIPLRQMGVEVSGQTDRDLPPLTMRGSKALKPIHYQLPVA-SAQVKSAL 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA  A  D E  II+K  +  + E    ++ +FG   + +    R  IKGGQ++ + + 
Sbjct: 174 IFAALQA--DGESVIIEKEKTRNHTE---DMIVQFGGAIDVNGKEIR--IKGGQEF-TGQ 225 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-- 303 
           +  V GD SSA+++L AG  +    VT+E  G    +      +V++ MG K+T +     
Sbjct: 226 DVVVPGDISSAAFWLVAGLIVPNAKVTLENVGINETR--TGIIDVIKEMGGKMTISNVDE 283 
 
Query: 304 ---SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWR 357 
              S T+T    E      L  +++    +P +   L ++AL    A+G T IRD    + 
Sbjct: 284 IAKSATITVETSE------LHGVEIGGEIIPRLIDELPIIALLATQANGTTIIRDAEELK 337 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           VKET+R+  +   L  +G  +    D  II     L+   ++T+ DHR+ M  ++AA    
Sbjct: 338 VKETDRIQVVADALNAMGTDITPTDDGMIIKGKTPLHGAKVNTFGDHRIGMMTAIAALLV 397 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++  V +        ++P +F+ L    + 
Sbjct: 398 SDGDVELGRAEAINTSYPSFFNDLEVLSR 426 
 
 
>ref|ZP_04570784.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           2_1_31] 
 gb|EEO37367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           2_1_31] 
          Length = 418 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 108/435 (24%), Positives = 206/435 (47%), Gaps = 52/435 (11%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +  P SKS+ +R ++ ++L++GT+ ++N+  SED+   + A++ LG  +E     K+  
Sbjct: 11  GELSPPPSKSVLHRYIIASSLAKGTSKIENISFSEDIIATIEAMKKLGAKIE-----KKD 65 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             +   G    ++  E +++    +G  +R L            +   G  ++ +RP+   
Sbjct: 66  NYLLIDGSDTFKNLNENIEIDCNESGSTLRFLFPLSIVKENKVLF--KGRGKLFKRPMTP 123 
 
Query: 137 LVVG-----LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
                    +K L  D +  L            G L  G  ++ G+ISSQ+++ LL + P 
Sbjct: 124 YFQNFEKYKIKHLYIDENAILLE----------GKLKAGIYEIEGNISSQFITGLLFSLP 173 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L  G+ +I I  KL S  Y++++L  + +FG+K   ++S+  F I+G Q Y++  N   E 
Sbjct: 174 LLDGESKIIINGKLESSNYIDISLDCLNKFGIKI-INNSYQEFIIEGNQSYRAG-NYRTE 231 
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Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D S A++FL   AI G  + +      SLQGD K   +++ +     W      V     
Sbjct: 232 ADYSQAAFFLVANAI-GSKIKINDLSEDSLQGDKK---IIDYISEIDNWNSKDTLV---- 283 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                        ++ ++ PD+   L++ A  +     I ++   R+KE++R+ A   EL 
Sbjct: 284 -------------LDGSETPDIIPILSLKAAVSGKKIEIVNIERLRIKESDRLKATVEEL 330 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVT------AIDTYDDHRMAMAFSLAA-CAEVPVTIRD 424 
           +KL   + E  D  +I   E   V       ++  + DHR+AM  ++AA C +  + + + 
Sbjct: 331 SKLNFDLIEKKDSILINSRENFEVNKNEKVVSLSAHSDHRIAMMIAIAATCYDGEILLDN 390 
 
Query: 425 PGCTRKTFPDYFDVL 439 
             C +K++P++++V  
Sbjct: 391 LDCVKKSYPNFWEVF 405 
 
 
>gb|ADY22175.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar finitimus YBT-020] 
          Length = 429 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 128/453 (28%), Positives = 218/453 (48%), Gaps = 38/453 (8%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D        P+ + G G L    ++ +  ++S 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG-GDLKA--IQYTSPVAS 168 
 
Query: 181 -QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK 237 
            Q  SA+L+A   A G   +       + PY+  + T R++E FGVK        +  +  
Sbjct: 169 AQVKSAILLAGLRAEGVTAV-------TEPYISRDHTERMLEAFGVKVTREGKTVK--LA 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA 
Sbjct: 220 GGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEKMGA 276 
 
Query: 297 KVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRD 352 
             T    +   + P          LK I++  + +P +   + V+AL A   +G T I+D 
Sbjct: 277 TFTVEPINEEASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKD 336 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  ++ 
Sbjct: 337 AHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAI 396 
 
Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A C A    TI D      ++P +F+ L    K 
Sbjct: 397 AGCLAGGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_04063025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           salivarius SK126] 
 gb|EEK09366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           salivarius SK126] 
          Length = 427 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 121/434 (27%), Positives = 218/434 (50%), Gaps = 37/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D     
Sbjct: 10  LHGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDGDVV 69 
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Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   + +RP 
Sbjct: 70  RIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFDVEMFGDDSLSKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA  A 
Sbjct: 122 MDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIHYQLPVA-SAQVKSALIFAALQA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  II+K  +  + E    ++++FG + +      R  I GGQ + + +   V GD 
Sbjct: 181 --DGESVIIEKEKTRNHTE---DMIQQFGGQLQVDGKEIR--ISGGQSF-TAQEVVVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++L AG  +    + +E  G    +      +V++ MG K+T ++      S T+ 
Sbjct: 233 ISSAAFWLVAGLVVPNSKIVLENVGINETR--TGIIDVIKDMGGKITLSDIDQVAKSATI 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T    E      LK  ++  + +P +   L ++ L A    G T IRD    +VKET+R+ 
Sbjct: 291 TVETSE------LKGTEIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  IIT    L+   ++T+ DHR+ M  ++AA    +  V + 
Sbjct: 345 QVVADALNAMGADIVPTEDGMIITGKTALHGAEVNTFGDHRIGMMTAIAALLVQDGEVDL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P +F 
Sbjct: 405 QCAEAINTSYPSFF 418 
 
 
>ref|NP_737389.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           efficiens YS-314] 
 ref|ZP_05749429.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           efficiens YS-314] 
 gb|EEW50501.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           efficiens YS-314] 
          Length = 431 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 128/420 (30%), Positives = 208/420 (49%), Gaps = 31/420 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PGSKS++NR L+LAAL+ G + +  +L S D   M  ALR++G+++  +   +  V    
Sbjct: 29  IPGSKSITNRALILAALAAGPSTIHGVLRSRDTDLMADALRSMGVTITEEAPDRYHV--- 85 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
              + P E +   +    G AG  MR +      A G   +  DG  + R RP+  ++   
Sbjct: 86  ---EPPAELSSGSID--CGLAGTVMRFVPPVAAFADGPVHF--DGDEQARIRPMTSILDA 138 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L+ LG  V+     +  P  V   G   GG V++  S SSQ++S LL++AP  +  V +  
Sbjct: 139 LRTLGVRVE----NNRLPFTVTSDGIPEGGVVEIDASASSQFVSGLLLSAPRFVNGVTVR 194 
 
Query: 201 II-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
            I  +L S+P++EMT+ ++   G++ + +   +++ +  G+         +E D S+A+  
Sbjct: 195 HIGGRLPSMPHIEMTVAMLREVGIRVDVTP--NQWTVHPGEIRG--HTWRIEPDLSNATP 250 
 
Query: 260 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT----VTGPPREPF 315 
           FLA AA+T GTVTV      + Q       +LE MG  V +     T    VTGP      
Sbjct: 251 FLAAAAVTRGTVTVRNWPRDTTQPGDSIRSILEDMGCTVEFISNGATFDLEVTGP----- 305 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
               LK I ++M+ + ++  T+A +A  A   + +  +A  R  ET R+ A+  E+ +LG 
Sbjct: 306 --AELKGIHLDMSDIGELTPTVAALAALATTESRLTGIAHLRGHETNRLEALTAEINRLG 363 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            +  E  D   IT P  L+     +Y DHRMA A ++       V + D   T KTFP + 
Sbjct: 364 GNCTELDDGLHIT-PAPLHGGVWHSYADHRMATAGAIIGLVIKDVGVEDIQTTSKTFPGF 422 
 
 
>ref|ZP_07051859.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lysinibacillus 
           fusiformis ZC1] 
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 gb|EFI66755.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lysinibacillus 
           fusiformis ZC1] 
          Length = 428 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 132/440 (30%), Positives = 209/440 (47%), Gaps = 28/440 (6%) 
 
Query: 6   EIVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E VLQ  K  + G++ +PG KS+S+R ++  A++ GTT V+  L  ED    +   + LG 
Sbjct: 3   EKVLQYNKPSLQGSLTVPGDKSVSHRSVMFGAIASGTTTVEGFLLGEDCLSTIDCFQKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E +         G GG + P E       L+ GN+G   R +   +  AG     V+ 
Sbjct: 63  VQIEVEGTNVTIHSPGMGGWQEPTE------VLYTGNSGTTTRLMLGIL--AGSTVHSVM 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   + +RP+  ++  L+Q+GA +         P+ + G   L     K+  + S+Q   
Sbjct: 115 TGDASIGKRPMRRVIDPLRQMGAQITGRADGQYTPLAIQGTK-LQAIDYKMPVA-SAQVK 172 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+L+A   A G   +  +D  +S  + E   R++ +FG + E  +      I+GGQ    
Sbjct: 173 SAILLAGLRAEGTTIVREMD--VSRDHTE---RMLRQFGAQVEVDNGV--VSIEGGQALN 225 
 
Query: 244 SPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              +  V GD SSA++FL AGA      +T+   G    +  +   EVL+ MGA +T T  
Sbjct: 226 G-THVSVPGDISSAAFFLVAGAICKNSQLTLNNVGINPTRDGI--IEVLQKMGATMTVTP 282 
 
Query: 303 TSVTVTGPPRE-PFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                  P          L    +  + +P   D    LA++A  A G T I+D    +V 
Sbjct: 283 NDDNQAEPTATIQIATSSLTGTIIEGDIIPRLIDEIPILALLATQAHGQTIIKDAEELKV 342 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KET+R+ A+ TEL KLGA +E   D  II  P  L    + TY DHR+ M  ++AA   + 
Sbjct: 343 KETDRITAVVTELKKLGAQIEATDDGMIIEGPTPLKGANLQTYGDHRIGMMGAVAALLTD 402 
 
Query: 418 VPVTIRDPGCTRKTFPDYFD 437 
             VT+ D  C   ++P +F+ 
Sbjct: 403 GAVTLDDAQCIAVSYPSFFE 422 
 
 
>ref|NP_681133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermosynechococcus 
           elongatus BP-1] 
 sp|Q8DLY3.1|AROA_THEEB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC07895.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermosynechococcus 
           elongatus BP-1] 
          Length = 440 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 140/440 (31%), Positives = 209/440 (47%), Gaps = 33/440 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R L+L A++EGTT +  LL  ED        R LG  +    A   
Sbjct: 21  LRGTLQVPGDKSISHRALMLGAMAEGTTQITGLLVGEDTCSTASCFRALGAEISPLNAT- 79 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            AV V   G   +++  + +    GN+G  MR L   + A  G   + L G   +R RP+ 
Sbjct: 80  -AVTVQGLGMGRLQEPGDVMNA--GNSGTTMRLLLGVLAAQTGR-FFTLTGDASLRSRPM 135 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLA 193 
             +V  L Q+GA +         P+    I G P   +     I+S Q  SALL+AA    
Sbjct: 136 ARVVTPLLQMGAQIWGRQHHSRAPL---AILGQPLEPITYYSPIASAQVKSALLLAALHT 192 
 
Query: 194 LGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G         LI  P+   + + R+++ FG +    ++     ++G    K  K   V  
Sbjct: 193 EGTT-------LIREPHRSRDHSERMLQAFGARLSVDEATCTVSLEGPAVLKGQK-VIVP 244 
 
Query: 252 GDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           GD SSA+++L  A+I   +   +T  G   T         +VL  MGA++T  E    VT 
Sbjct: 245 GDISSAAFWLVAASIIPDSELLLTNVGVNPTR----TGILDVLWAMGAEITL-ENERLVT 299 
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Query: 309 GPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      +   LK+  +    +P   D    LAV A FA+G T IRD A  RVKE++R 
Sbjct: 300 GEPVADLRVRSARLKSTRIGGELIPRLIDEIPILAVAAAFAEGVTEIRDAAELRVKESDR 359 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+ TEL K+GA V E  D   I     L  T ++TY DHRMAM+ ++AA  A+    I 
Sbjct: 360 LKAVATELQKMGAKVTELSDGLDIQGGGPLQGTHLETYGDHRMAMSLAIAALNAKGTSEI 419 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
            +      ++P++  VL    
Sbjct: 420 HNASAAAVSYPEFVTVLQQI 439 
 
 
>ref|YP_003665177.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis BMB171] 
 gb|ADH07457.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis BMB171] 
          Length = 429 
 
 Score =  142 bits (357), Expect = 1e-31,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K    +S  
Sbjct: 112 SCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYISP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLSGGQKL-TATDIQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTIIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_07268112.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia 
           magna ACS-171-V-Col3] 
 gb|EFK94530.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia 
           magna ACS-171-V-Col3] 
          Length = 398 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 117/425 (27%), Positives = 201/425 (47%), Gaps = 46/425 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ G V    SKS ++R L+LA++++  TT++ N   S D+   +  LR LG+ +E ++  
Sbjct: 7   KLQGKVDAISSKSFAHRFLILASVADTDTTIIINEF-SNDIMTTIDCLRNLGVEIEINEN 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                 V     F  +D  +   + + ++G   R L   V+           G  R+++R 
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Sbjct: 66  E-----VTVHPSFFQKDVSD---INVNDSGSTFRFLLPLVSFLSQKTNIQCSG--RLQDR 115 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +LV  LK  G         +  P  V+G         +  G +SSQY+SA++M APL 
Sbjct: 116 PIKELVDQLKLSGLT----FSEEKLPFTVDG--TFHKIDFEFPGDVSSQYISAIMMIAPL 169 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            +G  EI++  KL S  Y+++T   ++ FGV +E     D+  +K G   KSP    VEG 
Sbjct: 170 -IGGCEIKLSSKLESTGYIKITQECLKLFGVDSEIL--LDKVIVKPGA-LKSPGKIIVEG 225 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A++FL   A+ G  + VE     S+Q D K  E LE +     + E           
Sbjct: 226 DWSNAAFFLCANAL-GADIKVENLNVNSVQADRKIVEFLEKIENNEDYCE---------- 274 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                       +++++ PD+ + LAVV       + +++    R+KE++R+ +    L  
Sbjct: 275 ------------IDISQTPDLFVILAVVLSQKCEKSVLKNAKRLRLKESDRIQSTYDMLK 322 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
             G + E   D  +I   E +    +++ DDHR+ M  ++A+     V I+D     K++ 
Sbjct: 323 SFGINCEIEGDNLVICKSE-MKPAVVNSCDDHRIVMTAAIASIVTKEVEIKDWQAVSKSY 381 
 
Query: 433 PDYFD 437 
           P +FD 
Sbjct: 382 PSFFD 386 
 
 
>ref|YP_002997062.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           dysgalactiae subsp. equisimilis GGS_124] 
 dbj|BAH81848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           dysgalactiae subsp. equisimilis GGS_124] 
          Length = 430 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 126/440 (28%), Positives = 214/440 (48%), Gaps = 25/440 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + GT+ +PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  + 
Sbjct: 10  VGRLQGTICVPGDKSISHRAVILGAIAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--E 67 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              + V+ G G  F    A  +  L +GN+G +MR +   +  AG +    + G   + + 
Sbjct: 68  KDDQLVIEGQG--FEGLTAPHQT-LDMGNSGTSMRLIAGLL--AGQSFDVTMSGDDSLSK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +V+ L+Q+GAD+        PP+++ G   L      L  + S+Q  SA+L+AA  
Sbjct: 123 RPMDRIVLPLRQMGADITGEGSRHLPPLKLKGSRELNPITYALPVA-SAQVKSAILLAAL 181 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E+  I+K I+  + E    ++++FG   +      + ++ G Q     +   V  
Sbjct: 182 QANGTTEV--IEKEITRNHTE---DMIQQFG--GQLRVDGKKIWLTGPQTLIG-QEVTVP 233 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  + G  + +E  G    +  +   EV+E MG +VT+ E     T   
Sbjct: 234 GDISSAAFWLVAGLIVPGSAILLENVGINPTRTGI--LEVIEQMGGQVTY-EAVNPQTQS 290 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK   ++   +P +   L ++AL A    G T I+D    RVKET+R+  + 
Sbjct: 291 ANLGVAYSQLKGTTISGQLIPRLIDELPIIALLATQAQGVTHIKDAQELRVKETDRIQVV 350 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA++E   D  II  P  L+     T+ DHR+ M  ++AA    +  V +    
Sbjct: 351 TDILKSMGATIEATADGMIIEGPTALHAAQTSTFGDHRIGMMTAIAALLVKQGEVHLDRE 410 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
                ++P +F  L     + 
Sbjct: 411 EAIMTSYPTFFKDLERLCHD 430 
 
 
>ref|YP_002950111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           WCH70] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 982



 

 

 gb|ACS24845.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           WCH70] 
          Length = 428 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 132/452 (29%), Positives = 217/452 (48%), Gaps = 41/452 (9%) 
 
Query: 9   LQPIK----EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +QP++     + GT+ +PG KS+S+R ++L A++ GTT + N L  ED    +   R LG 
Sbjct: 1   MQPLRTNISSLRGTINVPGDKSISHRAVMLGAIANGTTTIANFLQGEDCLSTIDCFRKLG 60 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S+E +      VV G G K   E +     L +GN+G   R L   +  AG      L  
Sbjct: 61  VSIEQN--GSDVVVEGKGLKGLKEPSD---ILNVGNSGTTARLLLGIL--AGCPFHSCLI 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYL 183 
           G   + +RP+G +   LK +GA +D     +  P+ + G    P   +    S+ S+Q   
Sbjct: 114 GDESIAKRPMGRVTKPLKMMGAHIDGREHGNYTPLSIRGGELQP---IHYESSVASAQVK 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+L+A      +    + +   S  + E  +RL   FG      D      I G Q+   
Sbjct: 171 SAILLAG--LTTNGTTTVTEPHRSRDHTERMIRL---FGGSVTVDDLT--VSITGPQQLI 223 
 
Query: 244 SPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              N YV GD SSA++FL AGA +    +T++  G    +  +   +VL+ MGA++T    
Sbjct: 224 G-ANIYVPGDISSAAFFLVAGAIVPNSEITLKNVGLNPTRTGI--IDVLQKMGAEMTIEN 280 
 
Query: 303 TSVTVTGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVA 354 
               +     EP G       +L A +++   +P +   + ++AL    A+G T I+D + 
Sbjct: 281 ----IRNEQTEPLGDITIRTSNLTATEISGALIPRLIDEIPIIALLATQAEGTTVIKDAS 336 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSL 412 
             +VKET R+  + TEL KLGA ++   D  +I     L      +D+Y DHR+ M  ++ 
Sbjct: 337 ELKVKETNRIDTVVTELRKLGADIKATADGMVIHGKSALKAKDVVVDSYGDHRIGMMLAI 396 
 
Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           AAC  +  V ++ P     ++P +FD L + + 
Sbjct: 397 AACITQGTVCLKRPEAVAVSYPSFFDHLHSLM 428 
 
 
>ref|YP_001277962.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseiflexus sp. RS-1] 
 sp|A5UZF9.1|AROA_ROSS1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ92012.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseiflexus sp. RS-1] 
          Length = 433 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 209/445 (46%), Gaps = 35/445 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   + G + LPG KS+S+R +LL A++ G+  + N L   D    +  ++ LG+ +E 
Sbjct: 6   ITPPHRLRGIIDLPGDKSISHRAILLNAVAAGSAEITNFLTGADCLSTIACVQALGVHIE 65 
 
Query: 69  ADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY-VLDGV 126 
                 R    G  G + PV+       L  GN+G  +R L   +  AG    + VL G  
Sbjct: 66  RQGTTVRVDGAGLRGLREPVD------VLDCGNSGTTLRLLAGMI--AGQEGMFAVLTGD 117 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R RP   +V  L+ LGA +D     +C P+ V G   L GG  +L  + S+Q  SAL 
Sbjct: 118 SSLRSRPQQRIVAPLRALGASLDGRQQGNCAPLAVRG-AHLHGGAYELPIA-SAQVKSAL 175 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+AA    GD  + +  +     + E   R++   GV+   +    R           P  
Sbjct: 176 LLAA--LFGDAPLTLTGRTDGRDHTE---RMLAAMGVEITVNTPVIRLTPPAHSDALRPL 230 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +    GD SSA+++   AAI     +T  G C   +  G +   + L  MGA++  T    
Sbjct: 231 SLRAPGDPSSAAFWWVAAAIHPDAELTTTGVCLNPTRTGAL---DALRAMGAQIEVTNQR 287 
 
Query: 305 VTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
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           +  +    EP G        L+ I +    +P   D    LA+ A  A+G T IRD     
Sbjct: 288 IEGS----EPVGDVTVRSSQLRGITIEGALIPRLIDELPVLALAAACAEGETIIRDAQEL 343 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           RVKET+R+    + LT LGA+VE   D  +I+   +L   ++D++ DHR+AM +++A    
Sbjct: 344 RVKETDRIATAASGLTALGATVEPTSDGMVISGGARLRGASLDSHGDHRLAMTWAIAGLV 403 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A    T+R  G    ++P+++ VL+ 
Sbjct: 404 ASGETTLRGAGAVDVSYPEFWGVLA 428 
 
 
>emb|CAN73015.1| hypothetical protein VITISV_004387 [Vitis vinifera] 
          Length = 74 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 62/72 (86%), Positives = 69/72 (95%) 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LGA+VEEGPDYC+ITPPEKLNVT+IDTYDDHRMAMAFSLAACA+VPVTI+DPGCTRKTFP 
Sbjct: 3   LGATVEEGPDYCVITPPEKLNVTSIDTYDDHRMAMAFSLAACADVPVTIKDPGCTRKTFP 62 
 
Query: 434 DYFDVLSTFVKN 445 
           DYF+VL  F K+ 
Sbjct: 63  DYFEVLQRFTKH 74 
 
 
>gb|ABX11283.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured bacterium] 
          Length = 454 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 136/456 (29%), Positives = 232/456 (50%), Gaps = 44/456 (9%) 
 
Query: 6   EIVLQP-IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+  QP  K + G +++PG KS+S+R ++  +++ GTT + N L S+D  + L A R+LG 
Sbjct: 27  EVKFQPCTKGLLGEMEVPGDKSISHRAIMFGSMATGTTKITNFLQSDDCLHTLEAFRSLG 86 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E  +++    + G G    ++  KE  V ++ GN+G A R +   +  A      V+ 
Sbjct: 87  VEIEHKESS--ITIYGKG----IDAFKEPTVPVYFGNSGTAARLMLGLL--ASLPFYTVI 138 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI----S 179 
            G P +  RP+  ++V LK++GA +D        P+      G+ G ++K    I    S 
Sbjct: 139 HGDPHLTIRPMDRVIVPLKEMGASIDGRGEGSLLPL------GIRGKQLKGIDYILPVKS 192 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           +Q  SA+L+A  LA G  ++  ID        + T R++  FG +  H +  +   I+G  
Sbjct: 193 AQVKSAILIAGLLADGVTKVTEIDT-----SRDHTERMLTAFGAEV-HVEGLE-ISIQGK 245 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           QK  +  N +V GD SSA++F+  AAI    T+T++  G    +  +   +VL+ MG  + 
Sbjct: 246 QKL-TGTNVHVPGDISSAAFFIVAAAIVPNSTLTIKNVGLNETRTGI--IDVLQQMGGNI 302 
 
Query: 299 TWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAI 350 
           T +   + + G   E FG       HL+ I++N   +P +   + ++AL A   DG T I 
Sbjct: 303 TISNEQM-IGG---EHFGDVTVKHSHLRGIEINGKIIPRLIDEIPIIALLATQADGKTVI 358 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
            D    RVKET+R+ A    LT LGA +E   D  II     L+   + +Y DHR+AM   
Sbjct: 359 TDAEELRVKETDRIDATVDVLTTLGAKIEPLEDGMIIHGNTNLSGGKVKSYSDHRIAMMG 418 
 
Query: 411 SLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           ++A+  A+  V + D      ++P++ + L    ++ 
Sbjct: 419 AIASLIAKDEVILDDDSSISVSYPNFLEDLHQLTQS 454 
 
 
>ref|NP_897098.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           8102] 
 sp|Q7U7H8.1|AROA_SYNPX RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 emb|CAE07520.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Synechococcus sp. WH 8102] 
          Length = 441 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 129/450 (28%), Positives = 202/450 (44%), Gaps = 51/450 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG VK+PG KS+S+R LL  A++EGTT +D LL +ED       LR +G+ +   +AA  
Sbjct: 19  LSGHVKVPGDKSISHRSLLFGAIAEGTTTIDGLLPAEDPISTAACLRAMGVLISPIEAAG 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    ++  +E  ++   GN+G  MR +   +    G   +VLDG   +R RP 
Sbjct: 79  LVTVEGVG----LDGLQEPAEILDCGNSGTTMRLMLGLLAGRAGR-HFVLDGDASLRRRP 133 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L  +GADV    G +  P+ V G                 Q L   ++  P+A 
Sbjct: 134 MRRVGQPLASMGADVRGRDGGNLAPLAVQG-----------------QSLRGTVIGTPVA 176 
 
Query: 194 LGDVE-------------IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGG 239 
              V+               +I+   S  + E   R++  FG   +      R   ++ G 
Sbjct: 177 SAQVKSALLLAALTADGTTTVIEPAQSRDHSE---RMLRAFGADLQVGGEMGRHITVRPG 233 
 
Query: 240 QKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
              K  +   V GD SSA+++L AGA + G  +T+E  G    +      EVLE M A++ 
Sbjct: 234 NTLKG-QQVVVPGDISSAAFWLVAGALVPGADLTIENVGLNPTR--TGILEVLEQMNAQI 290 
 
Query: 299 TWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
                   V G P       H  L+   +    MP   D    L+V A F DG + I    
Sbjct: 291 EVLNRR-DVAGEPVGDLRITHGPLQPFSIGEEIMPRLVDEVPILSVAACFCDGESRISGA 349 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           +  RVKET+R+  +  +L  +GA +EE  D   I     L   A+D+  DHR+AM+ ++A 
Sbjct: 350 SELRVKETDRLAVMARQLKAMGAEIEEHEDGMTIHGGRPLKGAALDSETDHRVAMSLAVA 409 
 
Query: 414 A-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +  A    T++       ++P ++D L    
Sbjct: 410 SLLASGDSTLQRSDAAAVSYPSFWDDLDRL 439 
 
 
>ref|YP_001550922.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9211] 
 gb|ABX08968.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9211] 
          Length = 445 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 127/447 (28%), Positives = 221/447 (49%), Gaps = 32/447 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P  ++ G +K+PG KS+S+R LL  +++EG T++  LL +ED       LR +G+ +  
Sbjct: 16  VKPGGKLIGKLKVPGDKSISHRALLFGSIAEGETIIKGLLPAEDPISTANCLRAMGVKIS 75 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           + ++ K   + G G    ++  KE  + L  GN+G  MR L   +    G   +VL+G   
Sbjct: 76  SIESDKVVSIQGVG----LDGLKEPSEVLNCGNSGTTMRLLLGLLVGRKGRH-FVLNGDK 130 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+  +   LK +GA+++     D  P+ +  +G    G V  +   S+Q  SA+L 
Sbjct: 131 SLNKRPMQRVRQPLKLMGAEINGRSDGDLAPLSI--VGRNLHGAVIGTPVASAQVKSAIL 188 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPK 246 
           +AA  A G  ++  I+   S  + E   R+++ FG   E S    R   +  G K    + 
Sbjct: 189 LAALTAEGSTKV--IEPTSSRDHSE---RMLKAFGANLEVSGERGRHISVWPGSKLLG-Q 242 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V GD SSA+++L AG  I    +T+E  G    +  +   +V+E M A +      + 
Sbjct: 243 SIVVPGDISSAAFWLIAGTIIPNSELTIENVGLNPTRTGI--LKVMEQMEANIEL----I 296 
 
Query: 306 TVTGPPREPFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
            +     EP G         LK   ++ + +P   D    L+V A F DG T I   +   
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Sbjct: 297 NIRDVAGEPVGDIKVIHNDQLKPFKIDSSLVPSLVDEIPILSVAACFCDGTTKITGASEL 356 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           RVKET+R+  +  +L ++GA++EE PD   I   + L    +D+  DHR+AM+ ++A+   
Sbjct: 357 RVKETDRLKVMTRQLLRMGANIEEHPDGLTIHGVDHLKGNHLDSETDHRVAMSLAIASIV 416 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A+   TI        ++P++++ L    
Sbjct: 417 AKGTSTIERSNAAAVSYPEFWNDLERL 443 
 
 
>ref|ZP_00604575.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           DO] 
 ref|ZP_05662518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,502] 
 ref|ZP_05669009.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,410] 
 ref|ZP_05674021.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,408] 
 ref|ZP_05713805.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           DO] 
 ref|ZP_05832212.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           C68] 
 ref|ZP_06446330.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           D344SRF] 
 ref|ZP_06676490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1162] 
 ref|ZP_06700249.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           U0317] 
 ref|ZP_07845126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133a04] 
 ref|ZP_07848525.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133C] 
 ref|ZP_07852261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0082] 
 ref|ZP_07854057.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133A] 
 ref|ZP_07858387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133B] 
 ref|ZP_07861481.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133a01] 
 gb|EAN09098.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           DO] 
 gb|EEV45851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,502] 
 gb|EEV52342.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,410] 
 gb|EEV57354.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,231,408] 
 gb|EEW62193.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           C68] 
 gb|EFD10208.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           D344SRF] 
 gb|EFF30396.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           U0317] 
 gb|EFF35496.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1162] 
 gb|EFR68265.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133a01] 
 gb|EFR71359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133B] 
 gb|EFR75690.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133A] 
 gb|EFR78379.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133C] 
 gb|EFS07420.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0133a04] 
 gb|EFS09262.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TX0082] 
          Length = 431 
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 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 132/441 (29%), Positives = 214/441 (48%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +  + G G    V+  +    + +GN+G  +R L   +  AG   T  L G   
Sbjct: 63  EEEEEVIK--IHGRGSHSFVQPTES---IDMGNSGTTIRLLMGIL--AGQPFTTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+         P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGEENDQYLPITVTGTRSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK  + +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IIVTGPQKL-TGQQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNEQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|YP_002744816.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equi 
           subsp. zooepidemicus] 
 sp|C0MCK4.1|AROA_STRS7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAW99831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equi 
           subsp. zooepidemicus] 
          Length = 427 
 
 Score =  141 bits (356), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 127/438 (28%), Positives = 220/438 (50%), Gaps = 29/438 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G +++PG KS+S+R ++  A++EG TV+  LL  +DV   + A R LG+++   +A 
Sbjct: 8   KALRGRLRVPGDKSISHRAVIFGAIAEGQTVIHGLLRGQDVLATIQAFRDLGVTIY--EA 65 
 
Query: 73  AKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           A   ++ G G  G  P +       L +GN+G +MR L A + AA   +  +L G   +  
Sbjct: 66  ADSLIIEGRGFKGLKPAQKP-----LDMGNSGTSMR-LLAGLLAAQDFSVQLL-GDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  + + L  +GA++      + PP+ V G   L     +L  + S+Q  SA+L+AA 
Sbjct: 119 RRPMDRITIPLSLMGAELSGQGEKELPPLIVKGCQELRPIHYQLPVA-SAQVKSAILLAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G  E  I++K ++  + E    ++E+FG K   S +  +  IKG Q+ +  +   + 
Sbjct: 178 LQTQG--ETVILEKELTRNHTE---EMIEQFGGKL--SIAGKQISIKGPQRLQG-QILQI 229 
 
Query: 251 EGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++LA G  + G  + +E  G    +      EV+E MG ++++      +   
Sbjct: 230 PGDISSAAFWLAAGLIVPGSDLVLENVGINPTR--TGLLEVIEKMGGQLSYQAVDKDIQS 287 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVA 366 
                     LK ++++ + +P +   L V+AL A    G T IR+    RVKET+R+ A 
Sbjct: 288 ASLR-VSYSSLKGVEISGDLIPRLIDELPVIALLATQAQGTTYIRNAQELRVKETDRIQA 346 
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Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +   L ++GA ++   D  +I     L+  A+ T  DHR+ M  ++AA    E  VT+   
Sbjct: 347 VTDVLGQMGADIQATEDGMVIRGKTPLHGAAVSTCGDHRIGMMTAIAALLVEEGQVTLER 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 ++PD+F  L    
Sbjct: 407 AEAILTSYPDFFKDLERL 424 
 
 
>ref|ZP_06808915.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus 
           thermoglucosidasius C56-YS93] 
 gb|EFG53995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus 
           thermoglucosidasius C56-YS93] 
          Length = 428 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 131/447 (29%), Positives = 215/447 (48%), Gaps = 41/447 (9%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + GT+ +PG KS+S+R ++L A++ GTT + N L  ED    +   R + +S+E +  
Sbjct: 8   VSALQGTLNVPGDKSISHRAVMLGAIANGTTTIANFLPGEDCLSTIDCFRKMRVSIEQN- 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                VV G G    +   KE    L +GN+G   R L   +  AG      L G   +  
Sbjct: 67  -GSDVVVEGKG----LNGLKEPTDILHVGNSGTTARLLLGIL--AGCPFHSCLIGDESIA 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+G +   LK +GA +D     +  P+ + G G L     + S   S+Q  SA+L+A  
Sbjct: 120 KRPMGRVTKPLKMMGAHIDGREQGNYTPLSIRG-GELQPIHYE-SPVASAQVKSAILLAG 177 
 
Query: 191 PLALGDVEIEIIDKLISIPY--VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G          ++ P+   + T R++  FG   + +       + G Q+  +  N  
Sbjct: 178 LATEGTTA-------VTEPHRSRDHTERMIRLFG--GDVTVDGRTVSVTGPQQL-TGTNI 227 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           YV GD SSA++FL AGA +    +T++  G    +  +   +VL+ MGA +T       V 
Sbjct: 228 YVPGDISSAAFFLVAGAIVPNSEITLKNVGLNPTRTGI--IDVLQQMGADITIEN----V 281 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVK 359 
                EPFG       +L A+++    +P +   + V+AL    A+G T I+D    +VK 
Sbjct: 282 RNEQTEPFGDITVRTSNLTAVEIGGALIPRLIDEIPVIALLATQAEGTTVIKDAGELKVK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAAC-A 416 
           ET R+  + TEL KLGA++E   D  II     L      +D++ DHR+ M  ++AAC   
Sbjct: 342 ETNRIDTVVTELRKLGANIEATGDGMIIHGKAALTAKEAVVDSHGDHRIGMMLAIAACIT 401 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           +  V ++ P     ++P +FD L + + 
Sbjct: 402 QGTVHLKRPEAVAVSYPSFFDHLHSLM 428 
 
 
>ref|YP_003108586.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri SMDSEM] 
 gb|ACU52913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Sulcia 
           muelleri SMDSEM] 
          Length = 413 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 115/424 (27%), Positives = 199/424 (46%), Gaps = 40/424 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + GSKS SNR+L+L AL      + N+ NS+D +++  AL T           K 
Sbjct: 13  LKGKINITGSKSESNRLLILKALYPNIINIKNISNSDDTYFLKKALFT----------TK 62 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + + +                    ++G AMR LTA  +    N   +L G  RM+ERPI 
Sbjct: 63  KVININ-------------------HSGTAMRFLTAFFSIKK-NKEIILTGSYRMQERPI 102 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  LK+LG  +        PP+R+ G   L GG + +  ++SSQY+SA+++ A     
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Sbjct: 103 SILVETLKKLGGKIFYEKKKGYPPLRIIG-SNLLGGTISIDANLSSQYISAIMLIASQFK 161 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             ++I +  K+ S+ Y++MT  ++++ G+      +               K   +E D  
Sbjct: 162 NGLKIFLSKKITSLSYIKMTFNILKKIGINVYWKKNLII---INKNNIFKNKKILIESDW 218 
 
Query: 255 SSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSASY+ +  A+     + ++     S+QGD     +        T+ +    +       
Sbjct: 219 SSASYYYSLVALCKKANLNLKFFTKKSIQGDKVITNIYNSFFNVKTFFKKKKLILKKKII 278 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              +K+   I +++N  PD+A T+ V          +  + + ++KET+R+ A++ EL K 
Sbjct: 279 KRKKKY---IFLDLNSTPDIAQTIVVTCAGLKIKCFLTGLETLKIKETDRLKALKIELFK 335 
 
Query: 374 LG-ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
           LG  S++      +     K     I TYDDHRMAM+FS  +    P++I DP    K++ 
Sbjct: 336 LGIKSIKTNNSLLLNNFNFKKKNMYIYTYDDHRMAMSFSTLSII-YPISILDPYVVSKSY 394 
 
Query: 433 PDYF 436 
           P+++ 
Sbjct: 395 PNFW 398 
 
 
>gb|ADX24900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           dysgalactiae subsp. equisimilis ATCC 12394] 
          Length = 427 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 126/440 (28%), Positives = 214/440 (48%), Gaps = 25/440 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + GT+ +PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  + 
Sbjct: 7   VGRLQGTICVPGDKSISHRAVILGAIAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--E 64 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              + V+ G G  F    A  +  L +GN+G +MR +   +  AG +    + G   + + 
Sbjct: 65  KDDQLVIEGQG--FEGLTAPHQT-LDMGNSGTSMRLIAGLL--AGQSFDVTMSGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +V+ L+Q+GAD+        PP+++ G   L      L  + S+Q  SA+L+AA  
Sbjct: 120 RPMDRIVLPLRQMGADITGEGSRHLPPLKLKGSRELNPITYALPVA-SAQVKSAILLAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E+  I+K I+  + E    ++++FG   +      + ++ G Q     +   V  
Sbjct: 179 QANGTTEV--IEKEITRNHTE---DMIQQFG--GQLRVDGKKIWLTGPQTLIG-QEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  + G  + +E  G    +  +   EV+E MG +VT+ E     T   
Sbjct: 231 GDISSAAFWLVAGLIVPGSAILLENVGINPTRTGI--LEVIEQMGGQVTY-EAVNPQTQS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK   ++   +P +   L ++AL A    G T I+D    RVKET+R+  + 
Sbjct: 288 ANLGVAYSQLKGTTISGQLIPRLIDELPIIALLATQAQGVTHIKDAQELRVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA++E   D  II  P  L+     T+ DHR+ M  ++AA    +  V +    
Sbjct: 348 TDILKSMGATIEATADGMIIEGPTALHAAQTSTFGDHRIGMMTAIAALLVKQGEVHLDRE 407 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
                ++P +F  L     + 
Sbjct: 408 EAIMTSYPTFFKDLERLCHD 427 
 
 
>ref|ZP_04151690.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           pseudomycoides DSM 12442] 
 gb|EEM16578.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           pseudomycoides DSM 12442] 
          Length = 434 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 125/451 (27%), Positives = 219/451 (48%), Gaps = 38/451 (8%) 
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Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++GT+ +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGTITIPGDKSISHRAVMFGAIAEGRTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +      +V+G G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIMQN--GDEVIVIGKG----IEGLQEPKAVLDVGNSGTTIRLISGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   + +RP+  +   LKQ+GA++D        P+ + G G L    ++ +  ++S 
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREDGTYTPLTIRG-GALKA--IQYTSPVAS 168 
 
Query: 181 -QYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK 237 
            Q  SA+L+A   A G   +       + P++  + T R++E FGV    +       +  
Sbjct: 169 AQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TREGKTVKLA 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GGQK  +  +  V GD SSA++FL AGA +    + ++  G    +  +   +VLE MGA 
Sbjct: 220 GGQKL-TGIDVQVPGDVSSAAFFLVAGAILPNSKIQLQNVGMNPTRTGI--IDVLERMGA 276 
 
Query: 297 KVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRD 352 
             T    +   + P          LK I++  + +P +   + ++AL A   +G T I+D 
Sbjct: 277 TFTIEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPIIALAATQAEGITVIKD 336 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               +VKET R+  +  ELTKLGA +E   D  II     L    + +Y DHR+ M  ++ 
Sbjct: 337 ARELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSTLKGNTVHSYGDHRIGMMLAI 396 
 
Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A C AE   TI+D      ++P +F  LS   
Sbjct: 397 AGCIAEGKTTIQDAEAVGVSYPTFFQELSKL 427 
 
 
>ref|YP_001017896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9303] 
 sp|A2CAX1.1|AROA_PROM3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM78631.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9303] 
          Length = 441 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 141/446 (31%), Positives = 214/446 (47%), Gaps = 39/446 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R LL  A++EG T ++ LL +ED       LR +G ++    A + 
Sbjct: 19  LSGTVRVPGDKSISHRALLFGAIAEGITTIEGLLPAEDPMSTAACLRAMGATISPIHAGQ 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G      D  +E Q  L  GN+G  +R +   + A+ G   +VL G   +R R 
Sbjct: 79  IVRVEGVG-----LDGLQEPQDVLDCGNSGTTIRLMLGLLAASKGR-HFVLSGDSSLRRR 132 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMA 189 
           P+  +   L  +GA +      D  P+ V+G    GG+ G  V      S+Q  SALL+A 
Sbjct: 133 PMNRVGQPLTMMGAKIKGRSNGDFAPLAVSGQKLRGGVIGTPVA-----SAQVKSALLLA 187 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNA 248 
           A  A  D    +I+   S  + E   R++  FG   E      R   +  GQK    +N  
Sbjct: 188 ALTA--DGATTVIEPAHSRDHSE---RMLRAFGADLEVGGEMGRHIRVSPGQKLYG-QNI 241 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA+++L AG  + G  + VE  G    +      EVL+ M A++        V 
Sbjct: 242 VVPGDISSAAFWLVAGVLVPGAELVVENVGLNPTR--TGILEVLQQMEARIEVLNRH-EV 298 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   EP G     +  LK   +N + +P   D    LAV A F DG + I D +  RVK 
Sbjct: 299 AG---EPVGDLRVRQGPLKPFSINGDIIPRLVDEVPILAVAACFCDGESKITDASELRVK 355 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
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           ET+R+  +  +LT +GA ++E  D   I     L  T +D+  DHR+AM+ ++AA  AE  
Sbjct: 356 ETDRLAVMTRQLTAMGADIDEHADGLTIRGGRTLRGTELDSETDHRVAMSLAVAALLAEG 415 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              +        ++P+++D L    + 
Sbjct: 416 NSRLTGSEAAAVSYPNFWDDLERLHR 441 
 
 
>ref|ZP_04262650.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST196] 
 gb|EEL05540.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST196] 
          Length = 429 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 125/442 (28%), Positives = 215/442 (48%), Gaps = 37/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++  A++EG T +   L   D    +   + +G+ +  ++    
Sbjct: 13  LNGTITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVEITQNR--D 70 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATY--VLDGVPRMRE 131 
              V+G G    +E  +E +  L +GN+G  +R ++  +     N  +   + G   + + 
Sbjct: 71  EVTVIGTG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAA 190 
           RP+  +   LKQ+GA +D        P+ + G G L    ++ +  ++S Q  SA+L+A  
Sbjct: 123 RPMQRVTNPLKQMGAKIDGRKEGTFTPLTIRG-GNLKA--IEYTSPVASAQVKSAILLAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G   +       + P++  + T R++E FGV    +       + GGQK  +  +  
Sbjct: 180 LRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TRVGKTVKLAGGQKL-TATDV 229 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA  T  + +    
Sbjct: 230 QVPGDVSSAAFFLVAGAIIPNSKLLLQNVGMNPTRTGI--IDVLEKMGATFTVEQINEGA 287 
 
Query: 308 TGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           + P          LK I++  + +P +   + V+AL A   +G T I+D    +VKET R 
Sbjct: 288 SEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDAHELKVKETNR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           +  +  ELTKLGA +E   D  II    KL    + ++ DHR+ M  ++A C AE   TI 
Sbjct: 348 IDTVVAELTKLGARIEATDDGMIIYGKCKLKGNTVHSHGDHRIGMMLAIAGCIAEGETTI 407 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            D      ++P +F+ L T  K 
Sbjct: 408 EDAEAVGVSYPTFFEELQTLAK 429 
 
 
>ref|YP_001849633.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Mycobacterium 
           marinum M] 
 sp|B2HES1.1|AROA_MYCMM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACC39778.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Mycobacterium 
           marinum M] 
          Length = 431 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 137/442 (30%), Positives = 221/442 (50%), Gaps = 42/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG----TTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL+      ++ +   L S D   M+ AL+TLGL V+   
Sbjct: 16  VHATVTVPGSKSQTNRTLVLAALAAAQGQGSSTITGALRSRDTDLMIEALQTLGLRVD-- 73 
 
Query: 71  KAAKRAVVVGCGGKFPVED---AKEEVQLFLGNAGIAMRSLT--AAVTAAGGNATYVLDG 125 
                    G G +  V        E ++  G AG  +R +   AA++AA        DG 
Sbjct: 74  ---------GTGSELTVSGRIRPGPEARVDCGLAGTVLRFVPPLAALSAA----PITFDG 120 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
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             + R RPI  L+  L+ LG  VD   G   P  RV G G + GG V +  S SSQ++S  
Sbjct: 121 DEQARARPIAPLLDALRGLGVPVD---GAGLP-FRVQGTGSVAGGTVAIDASASSQFVSG 176 
 
Query: 186 LLMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LL++ A    G        +L S P++ MT++++ + GV  + S   +R+ ++ G      
Sbjct: 177 LLLSGASFTDGLTVQHTGSELPSAPHIAMTVQMLRQAGVDVDDSIP-NRWLVRPGALR-- 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P++  VE D ++A  FLA A +TGGTVT+ G    S+Q      ++L+ + + V   ++  
Sbjct: 234 PRHWDVEPDLTNAVAFLAAAVVTGGTVTITGWPADSVQPAKNILDILQTLNSTVRHIDSC 293 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETE 362 
           + V GP       +  +  DV++  + ++  ++A +A  A   +  R   +A  R  ET+ 
Sbjct: 294 LQVQGP-------QTYRGFDVDLRDVGELTPSVAALAALASPGSVSRLAGIAHLRGHETD 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+ TE+ +LG + E+  D  +IT    L   +   Y DHRMAMA ++       V + 
Sbjct: 347 RLAALSTEINRLGGNCEQTSDGLVIT-ATPLRPGSWRAYADHRMAMAGAIVGLRVAGVEV 405 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            D G T KT P++  + +  V+ 
Sbjct: 406 DDIGATSKTLPEFPQLWTEMVE 427 
 
 
>ref|YP_001692549.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia magna ATCC 
           29328] 
 dbj|BAG08659.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia magna ATCC 
           29328] 
          Length = 401 
 
 Score =  141 bits (355), Expect = 2e-31,   Method: Compositional matrix adjust. 
 Identities = 117/425 (27%), Positives = 202/425 (47%), Gaps = 46/425 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ G V    SKS ++R L+LA++++  TT++ N   S D+   +  LR LG+ +E ++  
Sbjct: 10  KLQGKVDAISSKSFAHRFLILASVADTDTTIIINEF-SNDIMTTIDCLRNLGVEIEINEN 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                 V     F  +D  +   + + ++G   R L   V+           G  R+++R 
Sbjct: 69  E-----VTVHPSFFQKDVSD---INVNDSGSTFRFLLPLVSFLSQKTNIQCSG--RLQDR 118 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +LV  LK  G         +  P  V+G         +  G +SSQY+SA++M APL 
Sbjct: 119 PIKELVDQLKLSGLT----FSEEKLPFTVDG--TFHKIDFEFPGDVSSQYISAIMMIAPL 172 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            +G  EI++  KL S  Y+++T   ++ FGV +E     D+  +K G   KSP    VEG 
Sbjct: 173 -IGGCEIKLSSKLESTGYIKITQECLKLFGVDSEIL--IDKVIVKPGA-LKSPGKIIVEG 228 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A++F    A+ G  + VE     S+Q D K  E LE +     + E           
Sbjct: 229 DWSNAAFFWCANAL-GADIKVENLKKDSVQADRKIVEFLEKIENNEVYCE---------- 277 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                       +++++ PD+ + LAVV       + +++    R+KE++R+ +    L  
Sbjct: 278 ------------IDISQTPDLFVILAVVLSQKCDKSVLKNAKRLRLKESDRIKSTYDMLK 325 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
             G + E   D  +I   E +    +++ DDHR+ MA ++A+     V I+D    +K++ 
Sbjct: 326 SFGVNCEIEGDNLVIYKSE-MKPAVVNSCDDHRIVMAATIASIITKEVEIKDWQAVKKSY 384 
 
Query: 433 PDYFD 437 
           P +FD 
Sbjct: 385 PSFFD 389 
 
 
>ref|ZP_04186657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1271] 
 gb|EEL81637.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1271] 
          Length = 429 
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 Score =  141 bits (355), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 128/456 (28%), Positives = 216/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GNLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK        +  
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKVTREGKIVK- 217 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL  AAI     + ++  G    +  +   +VLE  
Sbjct: 218 -LAGGQKL-TATDVQVPGDVSSAAFFLVAAAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSPLKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|YP_001230236.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           uraniireducens Rf4] 
 sp|A5GE08.1|AROA_GEOUR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ25663.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           uraniireducens Rf4] 
          Length = 428 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 131/446 (29%), Positives = 208/446 (46%), Gaps = 36/446 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P + + G + +PG KS+S+R ++L +++ GTT V   L  ED    L A R +G+ V  
Sbjct: 6   IKPAQSVRGEIAVPGDKSISHRSIMLGSIARGTTTVCGFLRGEDNMATLNAFRAMGVDVR 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D    R    G  G     D      L  GN+G +MR +T  +  AG     VL G    
Sbjct: 66  DDGETLRIEGKGLAGLSEPTDV-----LDCGNSGTSMRLMTGLL--AGQRFFSVLTGDQY 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALL 187 
           +R RP+  ++  L ++GA +    G D  P+ V G  GL G  V  +  +SS Q  SA+L 
Sbjct: 119 LRNRPMKRVLEPLSRMGATIFGRAGGDKAPLAVVG-RGLTG--VTYASPVSSAQVKSAIL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK---- 243 
           +A   A  D E E+ +  +S  + E   R++  FG   E           GG K +     
Sbjct: 176 LAGLYA--DGETEVTEPHLSRDHSE---RMLRYFGADIE--------TFAGGVKVRGREL 222 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + ++  V GD SSA++F+  A I  G  + ++G G    +  +   ++L  MG  +     
Sbjct: 223 TGRDITVPGDISSAAFFIVAALIVPGSELLIKGVGVNPTRTGI--IDILTAMGGSIELLN 280 
 
Query: 303 TSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                  P  +   R   LK I++  + +P   D    + V A  A+G T IRD    RV 
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Sbjct: 281 CREISGEPVADLLVRASELKGIEIGGDLVPRAIDEFPVICVAASCAEGRTVIRDARELRV 340 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KET+R+ A+   L K G  V E  +   +   E+L     +++ DHR+AM+  +A   A  
Sbjct: 341 KETDRIAAMAVNLRKAGVDVVETENGMELIGVERLEGCTAESFGDHRIAMSMLIAGLAAR 400 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             +T+ D  C   +FP++  +L   V 
Sbjct: 401 GEITVNDTECIATSFPNFIALLEKVV 426 
 
 
>ref|ZP_05347009.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bryantella 
           formatexigens DSM 14469] 
 gb|EET60243.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bryantella 
           formatexigens DSM 14469] 
          Length = 425 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 128/442 (28%), Positives = 206/442 (46%), Gaps = 39/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  AL+EGTT + N L   D    +   R LG+ +E     + 
Sbjct: 9   LRGEITVPGDKSISHRAVMFGALAEGTTEITNFLQGADCLSTIHCFRMLGIDIE--NTPE 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R ++ G G       A     L  GN+G   R ++  +  AG   +  L+G   ++ RP+ 
Sbjct: 67  RILIHGKGLHGLSAPAD---TLDTGNSGTTTRLISGIL--AGQPFSCTLNGDASIQSRPM 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLA 193 
             ++  L Q+GAD+       C P+R+ G   L G  +  S  ++S Q  S +L+A   A 
Sbjct: 122 KRIMEPLSQMGADIVSLKDNGCAPLRICG-SHLHG--IHYSSPVASAQVKSCILLAGLYA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPKNAYV 250 
             D    + +  +S  + E+   ++  FG   +   +        +  G K   P      
Sbjct: 179 --DAPTSVTEPQLSRNHTEL---MLAGFGADVQSHGTTATILPEPVLSGMKITVP----- 228 
 
Query: 251 EGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+YF+A G  I G  + +   G    +  +    V+  MG  VT     V+  G 
Sbjct: 229 -GDISSAAYFIAAGLMIPGSEILIRNVGINPTRDGI--LRVVRDMGGDVTVLNEKVS-GG 284 
 
Query: 310 PPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      KH  L   D+    +P   D    +AV+A  A+G T IRD    +VKE++R+ 
Sbjct: 285 EPVADLLVKHSALHGTDIGGGIIPTLIDELPVIAVLACMAEGTTVIRDAQELKVKESDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA---EVPVT 421 
             +   LT +GA V    D  II     L+   ID++ DHR+AM+F++AA A   E  +T 
Sbjct: 345 AVMTENLTAMGAHVTATDDGMIIEGGHPLHGAVIDSHLDHRIAMSFAVAALAADGETEIT 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFV 443 
             D  C R ++PD+++ L   + 
Sbjct: 405 GAD--CVRISYPDFYETLKALM 424 
 
 
>ref|ZP_03497830.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus aquaticus 
           Y51MC23] 
 gb|EED08984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus aquaticus 
           Y51MC23] 
          Length = 429 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 143/440 (32%), Positives = 214/440 (48%), Gaps = 40/440 (9%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   + G +++PG KS+++R L+L AL+EG   + + L + D       LR LG  +E 
Sbjct: 8   LGPCGPLRGALRVPGDKSVTHRGLMLLALAEGEGRLYHPLKAGDTLSTARVLRALGAEIE 67 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +    R    G   K P ED      L  GNAG  MR L   + A       VL G    
Sbjct: 68  EEGPHFRVRGRGLRLKEP-EDV-----LDCGNAGTLMR-LVLGILAGQEGLFAVLTGDAS 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
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           +R RP+  +   L+ +GA +D   G    P+ V G G L G +  L    S+Q  SALL+ 
Sbjct: 121 LRRRPMARVAEPLRAMGARIDGREGGGKAPLAVRG-GPLRGIRYTLP-VPSAQVKSALLL 178 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP-KN 247 
           A   A G+ E+E       +P  + T RL   FG+    + +     ++  +    P K+ 
Sbjct: 179 AGLFAEGETEVEE-----PVPTRDHTERLFRHFGLPLWVAGN----RVRTAKTGPFPAKD 229 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FL  A I+ G+ V VEG G    +      +VL+ MGA+V W       
Sbjct: 230 LTVPGDFSSAAFFLVAALISPGSEVVVEGVGLNPTR--TGLLQVLKAMGAEVEWR----V 283 
 
Query: 307 VTGPPREPFGR---KH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
           + G   EP G    +H  LK + V+   +P   D    LA  A +A+G T I  ++  RV 
Sbjct: 284 LEGEAGEPVGYVRARHSPLKGVAVDEGLIPLMVDEVPILAAAAAWAEGETFIPGLSELRV 343 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           KE++R+ AI   L  LG  VEEGPD+ +      +    ++ + DHR+AMAF++A    + 
Sbjct: 344 KESDRVAAIAQNLRALGVEVEEGPDW-LRIRGGGVRRGEVEPFHDHRIAMAFAVAG---L 399 
 
Query: 419 PVTIR--DPGCTRKTFPDYF 436 
           PV +R  +P     ++P +F 
Sbjct: 400 PVGVRVWEPEWAEISYPGFF 419 
 
 
>ref|YP_003121639.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chitinophaga pinensis 
           DSM 2588] 
 gb|ACU59438.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chitinophaga pinensis 
           DSM 2588] 
          Length = 426 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 128/426 (30%), Positives = 204/426 (47%), Gaps = 27/426 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISGTV    SKS   R +  A LS GT+++ N   S D    L     LG  +   K  + 
Sbjct: 10  ISGTVTANPSKSAMQRAVAAALLSNGTSIIRNPGLSNDCLAALDVAGKLGAEI---KRNE 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             + +   G  PV +     ++  G +G+ +R  T    AA       ++G   +  RP+ 
Sbjct: 67  DHIEITSKGIHPVSE-----EINCGESGLGIRMFTP--IAALSEKAITINGHGSLTVRPM 119 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                 L QL  DV C       P+ + G   L    + + GS+SSQ+L+ LLMA   A  
Sbjct: 120 DFFQEVLPQL--DVKCSTREGRLPLNIQG--PLQPKNITIDGSLSSQFLTGLLMAYGAAA 175 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            DV I + D L S PY+ +TL+LM++FGV+ +  + +++F+    Q YK+ +   VEGD  
Sbjct: 176 EDVTITVKD-LKSKPYIALTLQLMQQFGVQVK-EEQYEQFHFGKRQSYKAGEYT-VEGDW 232 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A++ L  AA+ G    V    T S Q D    E LE  GA +     +V V        
Sbjct: 233 SGAAFLLVAAAVAG-KAEVHHLNTQSAQSDKAILEALEKAGAGLLPGVFTVVVE------ 285 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
             ++ L+A D +    PD+   L  +A    G T I  V     KE++R   ++ E  K+ 
Sbjct: 286 --KQQLQAFDFDATDCPDLFPPLVALAANCQGTTKIIGVNRLAHKESDRGKTLQEEFGKM 343 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFP 433 
           G +++   D  ++     +    + +++DHR+AMA ++AA  A+ PV + D     K++P 
Sbjct: 344 GIAIDLHGDEMLVHGGTGIKGAVVSSHNDHRIAMACAVAALTADAPVIVEDAEAINKSYP 403 
 
Query: 434 DYFDVL 439 
           +++D L 
Sbjct: 404 EFYDHL 409 
 
 
>ref|ZP_02410091.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia 
           pseudomallei 14] 
          Length = 434 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
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 Identities = 116/437 (26%), Positives = 202/437 (46%), Gaps = 43/437 (9%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +++P SK  + R ++ A+L+ GT++V N L   +   M  A R LG ++  D+ A +  + 
Sbjct: 1   MRVPASKPETQRAIVAASLAHGTSIVRNDLRCIETETMKAACRKLGATI--DETADQLTI 58 
 
Query: 79  VGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            G GG+F  +    DAK         +G+  R++ A  +  G     +L G   +R R + 
Sbjct: 59  TGTGGRFSTDVHVIDAK--------GSGLVFRTMMALSSMRG--IPTILTGDATLRRRVM 108 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L   L  LGA+   +LG D     +N    L G    L+G ISSQ+++ALLMAAPL   
Sbjct: 109 KPLFDALHALGANF-SYLGDDGKAPVINWGKALDGSHCTLAGDISSQFVTALLMAAPLGQ 167 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             V+I +   ++S  Y++ TL  M R G+  + S  +  +    G+ Y++  + ++  D  
Sbjct: 168 RSVDIRLTPPVLSQSYIDQTLEFMRRAGIDVQASPDYTAYRASPGE-YQA-FDTHINADF 225 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           +S SY L   A+  GT  + G    +LQG+  F +V+E +G ++ +    V          
Sbjct: 226 TSLSYLLMACALFPGTYRIAGIQERTLQGEKLFVDVVEALGVRLRYAPGHVLEVDSSNAG 285 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                    + +++  P++  TL  ++LF  G   +R  +  R  ++ R+ ++  E+ KL 
Sbjct: 286 LDGN----FEFDVSSGPNIIPTLVALSLFVKGKLTVRGGSVTRFHKSSRIESMVGEVRKL 341 
 
Query: 375 GASVE--EGPD-----YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           GA++E    PD     +             + +  DHR  M+  +AA         D  C 
Sbjct: 342 GANIEIIRHPDGHTDGFVTRGRDRYAGGVTLSSNGDHRNFMSLFVAALRF------DNAC 395 
 
Query: 428 TRK-------TFPDYFD 437 
           +         +FPD+ D 
Sbjct: 396 SLDGYADVSCSFPDFID 412 
 
 
>ref|ZP_05965183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           gallicum DSM 20093] 
 gb|EFA23522.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bifidobacterium 
           gallicum DSM 20093] 
          Length = 476 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 139/460 (30%), Positives = 204/460 (44%), Gaps = 42/460 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +   V +PGSKSLSNR L+LAAL      +  +L S D   ML ALR LG+S   D   
Sbjct: 29  EPLEAEVTIPGSKSLSNRYLILAALGTSPVSLVGMLRSRDTRLMLDALRALGVSCIEDPF 88 
 
Query: 73  AKRAVVVG--CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               V V     G+F        V +F G AG  MR +      A G   +  DG  +   
Sbjct: 89  EGTTVQVNPPVDGRF-----HGVVDVFCGLAGTVMRFVPGLALFADGPVRF--DGDAQAY 141 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-------TDCPPVRVNGI-GGLPGGKVKLSGSISSQY 182 
            RP+  L+ GL QLGA V  F G       T  PP  + G  G  P   V +  S SSQ+ 
Sbjct: 142 ARPMEPLLDGLVQLGAQV-SFDGQPGRLPFTVTPPAELAGSDGARP--VVSIDASSSSQF 198 
 
Query: 183 LSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGG 239 
           +S LL+        +E+  + + L S+P++ MT+  + + G  V       W    +    
Sbjct: 199 VSGLLLIGSKLPSGLELRHVGESLPSMPHIRMTMEDIRQAGGSVSMPEPGVW----VVEP 254 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
                P    VE D S+A+ FL  A I GG+V+V      + Q       +L  MGA VT 
Sbjct: 255 HALAMPLEVVVEPDLSNAAPFLGAALIAGGSVSVPNWPAHTTQPGGLLPFMLANMGATVT 314 
 
Query: 300 WTETSVTVT-----------GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
             +     T           G      G + L     +M+   ++A ++A +A  A     
Sbjct: 315 LDDRPFNSTEDMALFPNGYSGLLTVSAGERLLGLGSFDMSAAGEIAPSIAALATLASSDM 374 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRM 406 
           A+  +   R  ET+R+ A+ TE+ ++G   EE  D   I   P   L+   +DTY DHRM 
Sbjct: 375 ALHGIGHLRGHETDRLAALVTEIRRVGGIAEELEDGIAIHAVPASALHGAVMDTYADHRM 434 
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Query: 407 AMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A  F+      +P + ++D   TRKT PD+  + +  ++  
Sbjct: 435 A-TFAAMLGLRIPGIQVKDVLTTRKTIPDFVGLWTRMLEQ 473 
 
 
>gb|ABO69382.1| 5-enolpyruvylshikimate 3-phosphate synthase [uncultured soil 
           bacterium] 
          Length = 429 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 210/441 (47%), Gaps = 39/441 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + G + +PG KS+S+R ++  A++EG T +++ L  ED    +     +G+S++  + 
Sbjct: 10  LSSLQGEISIPGDKSISHRAVMFGAMAEGKTTINHFLAGEDCLSTISCFEKMGVSIK--R 67 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +   V G G    +E   E   +  +GN+G   R +   +  AG      L G   +  
Sbjct: 68  EGEYVEVEGKG----IEGLSEPTSILDVGNSGTTTRLMLGIL--AGVPFHTSLIGDESIA 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + V L+ +GA +D        P+   G G L       S   S+Q  SA+L+A  
Sbjct: 122 KRPMSRVTVPLRSMGAKIDGREHGQYTPLSTRG-GALKAIHYH-SPVASAQVKSAILLAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G  ++       + P+   + T R++  FGV  E   +     I+GGQ  +   +  
Sbjct: 180 LHAEGTTKV-------TEPFTSRDHTERMLRAFGVDVEVDGTT--VSIEGGQSLRG-TDV 229 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           YV GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGA++T +   +   
Sbjct: 230 YVPGDISSAAFFLVAGAIVPNSRIVLKNVGLNPTRTGI--IDVLQQMGARLTISNERIQ- 286 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVK 359 
                EP G        LK I++  + +P +   + V+AL A    G T I+D    +VK 
Sbjct: 287 ---NGEPIGDLTIETSQLKGIEIGGDLIPRLIDEIPVIALLATQATGKTVIKDAEELKVK 343 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET R+  + TEL+KLGASV    D  II     L    +D+Y DHR+ M  ++AA  A   
Sbjct: 344 ETNRIDTVATELSKLGASVTPTADGLIIEGKTALRSGEVDSYGDHRIGMMLAVAAAIATG 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
            VT+        ++P +F+ L 
Sbjct: 404 EVTLNRSDAIHVSYPTFFEDL 424 
 
 
>ref|NP_979297.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           10987] 
 sp|Q736A7.1|AROA_BACC1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAS41905.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           10987] 
          Length = 429 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 128/456 (28%), Positives = 217/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 997



 

 

             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C A+   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCIAKGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|YP_003830415.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Butyrivibrio 
           proteoclasticus B316] 
 gb|ADL33833.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Butyrivibrio 
           proteoclasticus B316] 
          Length = 442 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 127/453 (28%), Positives = 212/453 (46%), Gaps = 49/453 (10%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL---- 65 
           +P   + G V +PG KS+S+R ++  AL+EGTT +   L S D    +   + LG+     
Sbjct: 6   KPSHPLKGDVFVPGDKSISHRSIMFGALAEGTTEITGFLESADCLSTIDCFKKLGIIIDH 65 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +V+      +  V G G    +   K     L+ GN+G   R ++  + A   ++   +  
Sbjct: 66  TVKPTNGVPKITVHGRG----LHGLKASASTLYTGNSGTTTRLMSGILVAQPFDSN--IT 119 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------I 178 
           G   + +RP+  ++  L Q+GAD+   +G DC P+ +       GG  KL G         
Sbjct: 120 GDSSIEKRPMSRIIKPLSQMGADISSVMGNDCAPLHI-------GGGCKLRGINYRNPIA 172 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFY 235 
           S+Q  SA+L+A   A  D E  + +  +S  + E+   ++  FG    +  + D       
Sbjct: 173 SAQVKSAILLAGLYA--DGETVVYEPALSRNHSEI---MLASFGADVHNEIARDGSAAAI 227 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           +  G      K   V GD SSA+YF+A A  + G  + +   G    +  +    VL+ M 
Sbjct: 228 LHPGMPLHGIK-INVPGDISSAAYFIAAALMVPGSELLIRNVGVNKTRSGI--LTVLKQM 284 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK----------MPDVAMTLAVVALFA 344 
           GA +T    ++  +G PR     K+ +      NK          M D    +AV+A  A 
Sbjct: 285 GADITLL--NMNESGEPRADILVKYSELHGNQNNKFEIGGKDIPTMIDELPMVAVLAATA 342 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           +  T I+D A  +VKE++R+  +   LT +GA +E   D  II   + L+   I+T++DH 
Sbjct: 343 NCDTIIKDAAELKVKESDRIATVVENLTAMGADIEATDDGMIIHGGKPLHGADINTHNDH 402 
 
Query: 405 RMAMAFSLAACAEVPVT-IRDPGCTRKTFPDYF 436 
           R+AM F++AA +   +T I D  C   ++P +F 
Sbjct: 403 RLAMCFAIAALSADGITRILDDACVGISYPTFF 435 
 
 
>ref|ZP_02207983.1| hypothetical protein COPEUT_02810 [Coprococcus eutactus ATCC 27759] 
 gb|EDP24872.1| hypothetical protein COPEUT_02810 [Coprococcus eutactus ATCC 27759] 
          Length = 425 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 128/445 (28%), Positives = 218/445 (48%), Gaps = 39/445 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +  +K ++G + +PG KS+S+R ++  ++++G T V   LN  D    +   R +G+ ++ 
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Sbjct: 3   INRVKSLNGEITIPGDKSISHRSIMFGSIADGITEVHGFLNGADCISSMNCFRQMGIDID 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D +     +V   GK     +K E  L +GN+G   R L + + AA   A+ ++ G    
Sbjct: 63  YDGS-----IVTVYGKGLNGLSKPEGTLDVGNSGTTTR-LISGILAAQPFASRLI-GDAS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  ++  L  +GAD+   LG DC P+ +NG   L G     S   S+Q  S +L+ 
Sbjct: 116 ICKRPMKRIMTPLSMMGADITSELGNDCAPLLING-KELHGIHYN-SPVASAQVKSCVLL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSW----DRFYIKGGQKY 242 
           A   A  D E  + +  +S  + E+   ++E FG  +K E + +     D+     GQK  
Sbjct: 174 AGLYA--DGETSVTEPYVSRNHTEL---MLESFGGNIKTEGTTATVKPVDKLV---GQKI 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             P      GD SSA+YFL    IT    +T++  G    +  +   EV++ M   + ++ 
Sbjct: 226 IVP------GDISSAAYFLVAGLITPNSCITIKNVGINPTRDGI--LEVIKAMCGDMEYS 277 
 
Query: 302 ETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
              V+  G P      K   LK   +  + +P   D    +AV+A FADG T IRD     
Sbjct: 278 NV-VSGCGEPTADITVKTSSLKGCVIEGSIIPKLIDEIPAIAVLACFADGETIIRDAQEL 336 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           +VKE+ R+  +   L+ +GA +    D  II   + L+   ID++ DHR+AM+F++A    
Sbjct: 337 KVKESNRIDVMVNALSAMGADITATDDGMIIRGGKPLHGAVIDSHLDHRIAMSFAIAGLN 396 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A+    I    C   ++P ++D L+ 
Sbjct: 397 ADGDTEITGAECVNISYPGFYDDLA 421 
 
 
>gb|EFV82379.1| 5-enolpyruvylshikimate-3-phosphate synthase [Achromobacter 
           xylosoxidans C54] 
          Length = 447 
 
 Score =  140 bits (354), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 119/444 (26%), Positives = 210/444 (47%), Gaps = 38/444 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++PIKE+   + +P SK  + R +L A L++GT+++ N L   +   M  A   LG  +E 
Sbjct: 5   VEPIKELGTRMNVPASKPETQRAILAATLADGTSIIRNDLRCTETETMKIACAQLGAKIE 64 
 
Query: 69  ADKAAKRAVVVGCGGKFP----VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +AA    V G GG+F     V DAK         +G+  R++ A   +   +   +L  
Sbjct: 65  --EAADVLFVTGTGGRFASGIEVIDAK--------GSGLVFRTMMA--LSCMKSTPTILT 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R R +  L+ GL+ LGA+   +LG +     +N    L G   +L+G ISSQ+++ 
Sbjct: 113 GDATLRRRVMQPLLDGLRHLGANF-AYLGDEGKAPVINWGASLTGRHCRLAGDISSQFIT 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+LMAAPL    + +E+   ++S  Y+  T+  + + G+ A+ +  + R+++  G      
Sbjct: 172 AILMAAPLTRQGISLEVTPPVLSQSYLAQTVETLRQCGIDAQVNPEYTRYHVAPG--VYQ 229 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P    +  D +S SY L   A+  G   + G    +LQG+  FA++++ +GA++ +   + 
Sbjct: 230 PFETRINADYTSLSYLLMACALFPGRYRIGGIEQETLQGEKLFADIVQALGAQLRYEAGA 289 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           + V        G       D      P+V  TL  ++LF  G   +   +  R  ++ R+ 
Sbjct: 290 LHVDSTSARLEGNYTFDVRD-----GPNVIPTLVALSLFVRGTFTVTGGSVTRFHKSSRV 344 
 
Query: 365 VAIRTELTKLGASVE-----EGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
            ++  E+ KLGA ++     +G     +T   P       + +  DHR  M+  +A+  C 
Sbjct: 345 ESMIGEVRKLGADIDMIRNIDGHIDGFVTRGRPRYAGGVTLSSRGDHRNFMSLFVASLRC 404 
 
Query: 416 AEVPVT--IRDPGCTRKTFPDYFD 437 
            E        D  C   +FPD+ D 
Sbjct: 405 EEACHLDGYADVIC---SFPDFID 425 
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>ref|YP_003564759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           QM B1551] 
 gb|ADE71325.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           QM B1551] 
          Length = 429 
 
 Score =  140 bits (353), Expect = 3e-31,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 211/441 (47%), Gaps = 39/441 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + G + +PG KS+S+R ++  A++EG T +++ L  ED    +     +G+S++  + 
Sbjct: 10  LSSLQGEISIPGDKSISHRAVMFGAMAEGKTTINHFLAGEDCLSTISCFEKMGVSIK--R 67 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +   V G G    +E   E   +  +GN+G   R +   +  AG      L G   +  
Sbjct: 68  EGEYVEVEGKG----IEGLSEPTSILDVGNSGTTTRLMLGIL--AGVPFHTSLIGDESIA 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + V L+ +GA +D        P+   G G L       S   S+Q  SA+L+A  
Sbjct: 122 KRPMSRVTVPLRSMGAKIDGREHGQYTPLSTRG-GALKAIHYH-SPVASAQVKSAILLAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G  ++       + P+   + T R++  FGV  E   +     I+GGQ  +   +  
Sbjct: 180 LHAEGTTKV-------TEPFTSRDHTERMLRAFGVDVEVDGTT--VSIEGGQSLRG-TDV 229 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           YV GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGA++T +   +   
Sbjct: 230 YVPGDISSAAFFLVAGAIVPDSRIVLKNVGLNPTRTGI--IDVLQQMGARLTISNERIQ- 286 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
                EP G        LK I++  + +P +   + V+AL A   +G T I+D    +VK 
Sbjct: 287 ---NGEPIGDLTIETSQLKGIEIRGDLIPRLIDEIPVIALLATQANGKTVIKDAEELKVK 343 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET R+  + TEL+KLGASV    D  II     L    +D+Y DHR+ M  ++AA  A   
Sbjct: 344 ETNRIDTVATELSKLGASVTPTADGLIIEGKTALQSGEVDSYGDHRIGMMLAVAAAIATG 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
            VT+        ++P +F+ L 
Sbjct: 404 EVTLMRSEAIHVSYPTFFEDL 424 
 
 
>ref|YP_004151127.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermovibrio 
           ammonificans HB-1] 
 gb|ADU96486.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermovibrio 
           ammonificans HB-1] 
          Length = 430 
 
 Score =  140 bits (353), Expect = 4e-31,   Method: Compositional matrix adjust. 
 Identities = 135/444 (30%), Positives = 214/444 (48%), Gaps = 36/444 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ G +++P  KS+S+R ++L +L+ G  VV + L SED    L A   LG  V      
Sbjct: 9   KKLKGELRVPSDKSISHRCIMLGSLNRGEVVVKHFLRSEDCLNTLKAFVELGADVT--DT 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATY-VLDGVPRMR 130 
               ++ G G +      KE   +  LGN+G ++R L A + A  G   Y VL G   +R 
Sbjct: 67  GTELIIKGKGKR----SLKEPFNVIDLGNSGTSIR-LMAGILA--GQPFYSVLTGDRYLR 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  + V L+ +GA +    G   PP+ + G   L G   K S   S+Q  S++L+A  
Sbjct: 120 RRPMDRVAVPLRMMGAQIYGREGGKYPPLTIIGKEKLRGISYK-SPKASAQVKSSILLAG 178 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                D  +E+ +   S  + E   R++  FGV  E +    R  +   ++  +     V 
Sbjct: 179 LFT--DETVEVTEPAKSRDHTE---RMLRAFGVDVEENGLTVR--LGKNRELAADLEIDV 231 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++F+ GA IT G+ V ++       +  +   +V   MGA +T      +V+G 
Sbjct: 232 PADISSAAFFIVGALITPGSEVLLKSVILNPTRTGI--LDVASRMGADITVLNRR-SVSG 288 
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Query: 310 PPREPFG------RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
              E  G        HLKA  +   ++P +   L V+AL A   +G T IRD A  RVKE 
Sbjct: 289 ---EEVGDLLVRFTPHLKATVIEGEEIPRLIDELPVIALLATQAEGETVIRDAAELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           ++R+ +    L  +GA VEE PD  +I     L    + ++ DHR+AM  ++A+   E P 
Sbjct: 346 SDRIKSTVENLNAIGACVEELPDGMVIRGKTPLKGGTVSSFGDHRIAMTLAVASLITEEP 405 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V I +      ++P +FD LS  + 
Sbjct: 406 VVIDEVDSVSTSYPSFFDDLSRLL 429 
 
 
>emb|CBL06985.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Megamonas hypermegale 
           ART12/1] 
          Length = 447 
 
 Score =  140 bits (353), Expect = 4e-31,   Method: Compositional matrix adjust. 
 Identities = 119/449 (26%), Positives = 216/449 (48%), Gaps = 38/449 (8%) 
 
Query: 9   LQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +QPIK  + G + +PG KS+S+R ++ A L +    + N L++ D    +  +R LG+ V 
Sbjct: 21  IQPIKTGLKGEILIPGDKSVSHRSVMFAGLCDSEVKITNFLHAADCMSTVNCMRALGVKV 80 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +  +  +  ++V   G   +++ +  +    GN+G  +R +   +  AG        G   
Sbjct: 81  K--ELDENTLIVKGNGFHGLQEPQSIIDA--GNSGTTLRLMMGIL--AGQKFLTTFTGDA 134 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG------SISSQ 181 
            +  RP+G ++  L Q+GA++         P+ V     +P  K  L G        S+Q 
Sbjct: 135 SLSRRPMGRVINPLSQMGANIVGRKENKLLPITV-----IPA-KESLQGIDYQMPMASAQ 188 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
             SA+L+A   A G   +       + PY   + T R++E FGVK E S +     I    
Sbjct: 189 VKSAILLAGMNAEGRTTV-------TEPYTSRDHTERMLEGFGVKLEKSGT--SITISKV 239 
 
Query: 240 QKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           +K  +PK  +V GD SSA+++L AG+ I    + ++  G    +  +   +VL+ MGA + 
Sbjct: 240 EKMTAPKEIHVPGDISSAAFWLVAGSIIEDSDIILKDVGINETRTGI--IDVLKAMGANI 297 
 
Query: 299 TWTET--SVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
                   V      R  + + H  +   + M ++ D    + V ++FA+G T I      
Sbjct: 298 ELLNVRDEVEPIADIRVRYAKLHGTSFGADIMPRLIDEIPIITVASMFAEGETIITGAGE 357 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI--DTYDDHRMAMAFSLA 413 
            RVKET+R+  I  E  K+   ++   D  IIT  ++ N+  +  +++DDHR+AMA ++  
Sbjct: 358 LRVKETDRLQVITDEFNKVCPCIKGTQDGLIITGSQRNNLQKVVCNSHDDHRIAMALAIL 417 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             + V + I +  C   ++P ++++L+ F 
Sbjct: 418 GASGVGIEIENSECVNISYPTFYEILTRF 446 
 
 
>ref|YP_003318133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermanaerovibrio 
           acidaminovorans DSM 6589] 
 gb|ACZ19851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermanaerovibrio 
           acidaminovorans DSM 6589] 
          Length = 436 
 
 Score =  140 bits (353), Expect = 4e-31,   Method: Compositional matrix adjust. 
 Identities = 138/452 (30%), Positives = 207/452 (45%), Gaps = 48/452 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G +++PG KS+S+R   L ALS+    VDN  + ED    L  L  LG SV    
Sbjct: 15  PCSGLKGELRVPGDKSISHRAAFLGALSDEGIRVDNFSSGEDCASTLRCLEALGFSV-VR 73 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              + +V  G G   P E       L+ GN+G   R L   ++A  G    V+ G   +R 
Sbjct: 74  SGGRVSVSRGSGPSDPAE------PLYAGNSGTTARLLCGLMSAVPG-LFGVITGDGSLR 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
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            RP+G +V  L+ LGA +D   G    P+ + G   L GG+++L    S+Q  +AL++A  
Sbjct: 127 GRPMGRVVEPLRSLGARIDGRDGGRLLPLSIRG-ARLSGGRLELR-VPSAQVKTALILAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY- 249 
            L  GDV + + +  +S  + E+   ++E  GV    +      Y       + P  A+  
Sbjct: 185 -LMGGDV-LTVAEPHLSRDHTEV---MLEHLGVPVRRNGLSVTVY----PVDRVPGGAWE 235 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA+++L AGA +    + V G      +G     + L  MG  V           
Sbjct: 236 VPGDMSSAAFWLVAGAVVPRSDLVVRGVCLN--RGRTGLLDALRAMGCHVEVH------- 286 
 
Query: 309 GPPREPFG----------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
             PR P G            +L+ I V  +++P   D    LAV A  A G T IR     
Sbjct: 287 --PRSPQGGEAVGDVRVRHSNLRGIKVQPHQVPSMVDELPVLAVAASLAQGQTEIRGAGE 344 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLA 413 
            R KE +R+ A+   L+ +G  + E  D  +I       L+   +D+Y DHR+AMA ++  
Sbjct: 345 LRHKECDRIGAMAQGLSAMGVRIREVEDGWVIQGNGGAPLSPARVDSYGDHRIAMALAVG 404 
 
Query: 414 A-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A  A  PV IR   C   ++P++FD L   V  
Sbjct: 405 ALAASGPVEIRGASCVSISYPEFFDHLKGLVS 436 
 
 
>ref|NP_906026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Porphyromonas 
           gingivalis W83] 
 gb|AAQ66925.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Porphyromonas 
           gingivalis W83] 
          Length = 419 
 
 Score =  140 bits (353), Expect = 4e-31,   Method: Compositional matrix adjust. 
 Identities = 142/440 (32%), Positives = 209/440 (47%), Gaps = 68/440 (15%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALS-------EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +++LP SKS   R+LLL A+S       EG    D   +   VH +L +            
Sbjct: 18  SLRLPPSKSEWIRLLLLRAMSGEVLAPLEG----DAPTDVRTVHRILTS----------- 62 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                             D  +EV +   +AG AMR LTA + A   +    L G  RM  
Sbjct: 63  ------------------DISDEVNV--RDAGTAMRFLTAYM-ARFASRPVRLYGTERMC 101 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  LV  L+ LGADV      D PP+ +     + GG V +   +SSQ++SALL+ A 
Sbjct: 102 ARPIRPLVEALRSLGADVIYERVEDFPPLLIRP-AAMRGGTVCVDAGVSSQFVSALLLIA 160 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           P   G + I++ ++ +S PY +MT RL+  FG++ E S+  D   + G + + +P   Y  
Sbjct: 161 PTLRGGLSIKLENREVSAPYTDMTCRLLTAFGIEVERSE--DSITV-GERPFVAPTEWYP 217 
 
Query: 251 EGDASSASYFLAGAAI--TGGTVTVEGC--GTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             D S+A Y     A+    G+V++ G      S+Q D + A +   +G     T++ +T 
Sbjct: 218 SADWSAAGYIYNMVAVGELSGSVSLPGLLPPEESMQADSRAATLFGRLGVVTEKTDSGIT 277 
 
Query: 307 VTGPP---REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           ++  P    + FG +       ++   PD+  TLAV  L    P  +  V   R+KE +R 
Sbjct: 278 LSYSPVRCTDDFGTE-------DVRDCPDLVPTLAVCCLLKRVPFCLTGVGHLRLKECDR 330 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           + AI TE  KLG  V    D  +       PE+L V  I  YDDHRMAMAF+ AA  ++  
Sbjct: 331 LAAICTEARKLGYVVRSDKDALLWDGERCTPEELPV--IRVYDDHRMAMAFAAAAVLSKK 388 
 
Query: 419 PVTIRDPGCTRKTFPDYFDV 438 
            V I D G   K+FP +F V 
Sbjct: 389 GVMIEDAGVVGKSFPGFFSV 408 
 
 
>ref|ZP_04323863.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           m1293] 
 gb|EEK44434.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           m1293] 
          Length = 429 
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 Score =  140 bits (353), Expect = 4e-31,   Method: Compositional matrix adjust. 
 Identities = 128/456 (28%), Positives = 216/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       V G G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVAGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATEDGMIIYGKSVLKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQRLTK 429 
 
 
>ref|YP_003897787.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halomonas elongata 
           DSM 2581] 
 emb|CBV42602.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halomonas elongata 
           DSM 2581] 
          Length = 756 
 
 Score =  140 bits (353), Expect = 4e-31,   Method: Compositional matrix adjust. 
 Identities = 137/455 (30%), Positives = 215/455 (47%), Gaps = 58/455 (12%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P  E+ G +++PG KS+S+R ++L AL+EG T V   L  ED    L A R +G+++E   
Sbjct: 318 PGGEVRGRIRVPGDKSVSHRAIMLGALAEGITEVSGFLEGEDSLATLQAFREMGVAIEGP 377 
 
Query: 71  KAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              +  +  VG  G K P         L++GNAG AMR     +  AG      L G    
Sbjct: 378 HQGRVTIHGVGLHGLKAPAG------PLYVGNAGTAMRLFAGLL--AGQAFDTELTGDVS 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+G +   L+++GA ++   G   PP+++ G   L G    +  + S+Q  S LL+ 
Sbjct: 430 LTKRPMGRVADPLREMGAVIETAEGGR-PPLKLRGGQALKGITYDMPMA-SAQVKSCLLL 487 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY-KSPKN 247 
           A   A G+  +         P  + T R++  FG + E     D  +++GG K   +P + 
Sbjct: 488 AGLYAEGETRVR-----EPAPTRDHTERMLGGFGYRVER--EGDTCWLEGGGKLTAAPID 540 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  AAIT G  + +E  G    +  +    +L++MGA +   E     
Sbjct: 541 --VPSDISSATFFLVAAAITPGADLVLEHVGVNPTR--IGVINILKLMGADLRL-ENERE 595 
 
Query: 307 VTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +H  LK ID+ ++++P   D    L V A  A+G T +RD A  RVKE+ 
Sbjct: 596 VGGEPVADLHIRHAPLKGIDIPVDQVPLAIDEFPALFVAAANAEGVTRLRDAAELRVKES 655 
 
Query: 362 ERMVAIRTELTKLG-----------------ASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1003



 

 

           +R+ A+      LG                    +EGP Y             +D+  DH 
Sbjct: 656 DRLQAMADGFAVLGIEHRLYEDGIDIVGRHEGQSDEGPSY---------GGGRVDSLGDH 706 
 
Query: 405 RMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDV 438 
           R+AMAF++AA  A   V + D      +FP + ++ 
Sbjct: 707 RIAMAFAVAALRASEAVVVDDCANVATSFPGFIEL 741 
 
 
>ref|YP_002746075.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equi 
           subsp. equi 4047] 
 sp|C0MA42.1|AROA_STRE4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAW93107.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus equi 
           subsp. equi 4047] 
          Length = 427 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 127/438 (28%), Positives = 219/438 (50%), Gaps = 29/438 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G +++PG KS+S+R ++  A++EG TV+  LL  +DV   + A R LG+++   ++ 
Sbjct: 8   KALRGRLRVPGDKSISHRAVIFGAIAEGQTVIHGLLRGQDVLATIQAFRDLGVTIY--ES 65 
 
Query: 73  AKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           A   ++ G G  G  P +       L +GN+G +MR L A + AA   +  +L G   +  
Sbjct: 66  ADSLIIEGRGFKGLKPAQKP-----LDMGNSGTSMR-LLAGLLAAQDFSVQLL-GDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  + + L  +GA++      + PP+ V G   L     +L  + S+Q  SA+L+AA 
Sbjct: 119 RRPMDRITIPLSLMGAELSGQGEKELPPLIVKGCQELRPIHYQLPVA-SAQVKSAILLAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G  E  I++K ++  + E    ++E+FG K   S +  +  IKG Q+ +  +   + 
Sbjct: 178 LQTQG--ETVILEKELTRNHTE---EMIEQFGGKL--SVAGKQISIKGPQRLQG-QTLQI 229 
 
Query: 251 EGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++LA G  + G  + +E  G    +      EV+E MG ++++          
Sbjct: 230 PGDLSSAAFWLAAGLIVPGSDLVLENVGINPTR--TGLLEVIEKMGGRISYQAVDKDRQA 287 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVA 366 
              +      LK I+++ + +P +   L V+AL A    G T IRD    RVKET+R+ A 
Sbjct: 288 ATLK-VSYSTLKGIEISGDLIPRLIDELPVIALLATQAQGTTYIRDAQELRVKETDRIQA 346 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +   L ++GA ++   D  +      L+  A+ T  DHR+ M  ++AA    E  VT+   
Sbjct: 347 VTDVLGQMGADIQATEDGMVTRGKTPLHGAAVSTCGDHRIGMMTAIAALLVEEGQVTLER 406 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 ++PD+F  L    
Sbjct: 407 AEAILTSYPDFFKDLERL 424 
 
 
>ref|ZP_04301143.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus MM3] 
 gb|EEK67261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus MM3] 
          Length = 429 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 216/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  ++P+   + G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIEPVNNGLKGIITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  G--VEIVQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
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Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGSSEPAANITIETSTLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|YP_003718208.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           ATCC 43063] 
 gb|ADI66714.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus curtisii 
           ATCC 43063] 
          Length = 463 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 139/454 (30%), Positives = 216/454 (47%), Gaps = 50/454 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-----A 69 
           + G V+LPGSKSLS R LLL+A+ +    +  +L + D   M+ ALR+LG  +        
Sbjct: 15  VFGAVRLPGSKSLSARELLLSAIGDAEANLTGVLFARDTDLMVQALRSLGAVIAPWPPVV 74 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAK------EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           D+  +   +       P +DA         + +  G AG  MR + A   A G    +V  
Sbjct: 75  DQPVQIKPLPQLWTGAPAQDASGGPSGGAPITVDCGLAGTVMRFIPALAVALGRAVRFVA 134 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGA-------DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           D   +   RP+  L+  L QLGA       D D F  T  PP          G +V +   
Sbjct: 135 DS--QANARPMRPLLDALVQLGARIEYESPDGDVFPYTIYPPAERL------GAEVTVDA 186 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEH--SDSWDR 233 
           + SSQ++SALL+AAPL      I      L S+P++EMT++ + + G+  E   SD     
Sbjct: 187 TASSQFISALLLAAPLLPDGCTIRSKTVALPSLPHIEMTMQCLSQHGITVEQGLSDDGKP 246 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
           F+    +     ++ ++E D S+A  FLA   I GG ++V      ++Q    + ++L + 
Sbjct: 247 FWNVVSEPVFG-QDVFIEPDLSNAGPFLALVGIAGGRISVPAWPAKTMQAGAAWLQILPL 305 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           MG +V W    +TV+ P         L+ +D +++ + ++   +A +A FA+G + +R + 
Sbjct: 306 MGLRVEWNCGVLTVSRP-------GPLQPLDADLSAVGELVPAVAALAAFAEGTSHLRGL 358 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGP-DYCIIT----PPEKLNVTAID-------TY 401 
              R  ET+R+ A+R ELT +G S E  P D  +IT     P   +   ID       +Y 
Sbjct: 359 HHLRGHETDRLEALRAELTAIGISCEITPEDDLVITGKPVTPSWRDTPTIDAEPLLLHSY 418 
 
Query: 402 DDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+A  F        PV I D G T KT PD+ 
Sbjct: 419 QDHRLA-TFGALLGLYYPVQIDDIGATTKTLPDF 451 
 
 
>gb|EGD36849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK150] 
          Length = 427 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 121/439 (27%), Positives = 219/439 (49%), Gaps = 35/439 (7%) 
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Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++ + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VRGLKGRIRVPGDKSISHRSIIFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVKIHGVGFEGLQAPKN-----RLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVEIAGRTERDLPPLKMKGSRELQPIHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K I+  + E    ++ +FG + E      R  I+GGQ++ + +   V  
Sbjct: 179 QAQG--ESVIIEKEITRNHTE---DMIAQFGGQIEVKGKEIR--IQGGQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    + +E  G    +  +   EV+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LEVIEAMGGRMTLSDVDQVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA+++   D  II     L+   ++T  DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAIKPTEDGMIIEGKTPLHGARVNTLGDHRIGMMTAIAALLAQSGQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            +      + ++P +F  L 
Sbjct: 403 ELERSEAIKTSYPSFFSDL 421 
 
 
>ref|NP_301607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium leprae 
           TN] 
 ref|YP_002503238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium leprae 
           Br4923] 
 sp|Q9CCI3.1|AROA_MYCLE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAC30301.1| putative 3-phosphoshikimate 1-carboxyvinyl transferase 
           [Mycobacterium leprae] 
 emb|CAR70886.1| putative 3-phosphoshikimate 1-carboxyvinyl transferase 
           [Mycobacterium leprae Br4923] 
          Length = 430 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 137/437 (31%), Positives = 216/437 (49%), Gaps = 32/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +   V +PGSKS +NR L+LAAL+    +GT+ +   L S D   M+ ALRTLGL V  D 
Sbjct: 15  VQANVTIPGSKSQTNRALMLAALAAAQGQGTSTIGGALRSRDTELMISALRTLGLHV--D 72 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +A   +V+   G   P EDA    Q+  G AG  +R +      +    T+  DG  + R 
Sbjct: 73  EAG--SVLTVNGRITPGEDA----QVDCGLAGTVLRFVPPLAALSANPVTF--DGDEQAR 124 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  L+  L+ LG  VD        P +V G G + GG V +  S SSQ++S LL+ A 
Sbjct: 125 ARPITPLLDALRGLGVPVDGV----GLPFQVQGSGSVAGGTVAIDASASSQFVSGLLLCA 180 
 
Query: 191 PLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
                 V ++     + S P++ MT+ ++ + GV+ + S   +R+ ++ G    + ++   
Sbjct: 181 ASFTQGVTVQHTGSPVPSAPHIAMTVMMLRQAGVQVDDSVG-NRWQVRPG--TVAARHWV 237 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           VE D ++A  FLA AA++GGTV + G   TS+Q       +L  +   V  T++ + V   
Sbjct: 238 VEPDLTNAVAFLAAAAVSGGTVRITGWPKTSVQPADNILNILFRLNVVVNQTDSFLEVQ- 296 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD--GPTAIRDVASWRVKETERMVAI 367 
                 G       DV++  + ++  ++A +A  A     + +  +A  R  ET+R+ A+ 
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Sbjct: 297 ------GSTVYDGFDVDLRDVGELTPSVAALAALATPGSVSQLHGIAHLRGHETDRLAAL 350 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TE+ +LG   +E  D  IIT    L       Y DHRMAMA ++       V + D G  
Sbjct: 351 STEINRLGGDCQETSDGLIIT-ATPLRPGVWRAYADHRMAMAGAIVGLRVSGVEVDDIGA 409 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
           T KT P +  + +  +K 
Sbjct: 410 THKTLPQFPQLWANMLK 426 
 
 
>ref|NP_875440.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus subsp. marinus str. CCMP1375] 
 gb|AAQ00093.1| 5-enolpyruvylshikimate-3-phosphate synthase [Prochlorococcus 
           marinus subsp. marinus str. CCMP1375] 
          Length = 444 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 133/445 (29%), Positives = 212/445 (47%), Gaps = 34/445 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   + G VK+PG KS+S+R LL +A++EG T ++ LL +ED       L+ +G+ +  
Sbjct: 15  ITPGGSLIGNVKVPGDKSISHRSLLFSAVAEGETTIEGLLPAEDPISTANCLKAMGVKIS 74 
 
Query: 69  ADKAAKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                +   V G G  G    +D      L  GN+G  MR L   +    G   +VL G  
Sbjct: 75  PISKGEIVKVQGVGLDGLNEPDDV-----LDCGNSGTTMRLLLGLIVGREGRH-FVLTGD 128 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             ++ RP+  +   LK +GA V+     D  P+ +  +G    G V  +   S+Q  SA+ 
Sbjct: 129 NSLKSRPMKRVGHPLKMMGAHVNGRAKGDFAPISI--VGKQLHGAVIGTPVASAQIKSAI 186 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSP 245 
           L+AA  A G   +  I+   S  + E   R+++ FG   E S    R   +K G K K   
Sbjct: 187 LLAALTAEGSTTV--IEPANSRDHTE---RMLKAFGANLEISGEMGRHITLKPGVKLKGT 241 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA+++L AG+ I    +T+E  G    +  +   EVL+ MGA +       
Sbjct: 242 Q-IVVPGDISSAAFWLIAGSIIPKSDITIENIGLNPTRTGI--LEVLDNMGANIQLLNKR 298 
 
Query: 305 VTVTGPPREPFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
             V G   EP G       + LK+  ++   MP   D    L V A F DG + I   +  
Sbjct: 299 -EVAG---EPVGDIRVTYSEQLKSFTLDNEIMPRLIDEVPILIVAACFCDGISQITGASE 354 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            R+KET+R+  +  +L K+GA +EE  D   I   + L+   +D+  DHR+AM+  +A+  
Sbjct: 355 LRIKETDRLQVMTRQLKKMGAKIEEKADGLTINGSQSLHGANLDSESDHRIAMSLGIASL 414 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVL 439 
            A+   +I        ++P+++  L 
Sbjct: 415 LADSNSSIFRSDAASVSYPEFWSDL 439 
 
 
>ref|YP_383831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           metallireducens GS-15] 
 sp|Q39XB8.1|AROA_GEOMG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB31106.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           metallireducens GS-15] 
          Length = 429 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 206/437 (47%), Gaps = 25/437 (5%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P K I G + +PG KS+S+R ++L +++ G T V   L  ED    L A R +G+ ++ 
Sbjct: 6   VRPAKGIRGEITVPGDKSISHRSIMLGSIARGETTVRGFLRGEDNIATLNAFRAMGVVID 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D    R    G  G     D      L  GN+G +MR LT  +  A      VL G    
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Sbjct: 66  DDGETLRIAGKGLRGLAEPTDV-----LDCGNSGTSMRLLTGLL--APQRFYSVLSGDQY 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+  +V  L ++GA +    G +  P+ +  +G    G    S   S+Q  SAL++ 
Sbjct: 119 LRRRPMRRVVEPLSRMGACIHGREGGEKAPLAI--VGRDLKGISYTSSVASAQVKSALML 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G  E  + +  +S  + E   R+   FG   E+  +     ++GG++ +  ++  
Sbjct: 177 AGLYAEG--ETRVTEPHLSRDHSE---RMFRHFGADIENGPAG--VVVRGGRELEG-RDI 228 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++F+  A I  G  + + G G    +      ++L  MG  +   +      
Sbjct: 229 IVPGDISSAAFFMVAALIVPGSELLIRGVGVNPTR--TGIIDILTAMGGSLELLDQREVS 286 
 
Query: 308 TGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +   R   LK I++    +P   D    + V A  A+G T +R+    RVKET+R 
Sbjct: 287 GEPVADILVRSSRLKGIEIAGEVVPRAIDEFPVICVAAAVAEGRTVVREARELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+ T L  +G +V E  D   I   E++    ++++ DHR+AM+  +A   A   +T+ 
Sbjct: 347 IAAMATNLRAVGVTVTESEDGMDIEGAEQIAAGTVESFGDHRIAMSMLIAGLTAGGDITV 406 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            D  C   +FP +F +L 
Sbjct: 407 TDTECIGTSFPTFFPLL 423 
 
 
>ref|YP_003988776.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           Y4.1MC1] 
 gb|ADP74165.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           Y4.1MC1] 
          Length = 428 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 128/447 (28%), Positives = 215/447 (48%), Gaps = 41/447 (9%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + GT+ +PG KS+S+R ++L A++ GTT + N L  ED    +   R + +S+E +  
Sbjct: 8   VSALQGTLNVPGDKSISHRAVMLGAIANGTTTIANFLPGEDCLSTIDCFRKMRVSIEQN- 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                VV G G    +   KE    L +GN+G   R L   +     ++  + D    +  
Sbjct: 67  -GSDVVVEGKG----LNGLKEPTDILHVGNSGTTARLLLGILACCPFHSCLIGD--ESIA 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+G +   LK +GA +D     +  P+ + G G L     + S   S+Q  SA+L+A  
Sbjct: 120 KRPMGRVTKPLKMMGAHIDGREQGNYTPLSIRG-GELQPIHYE-SPVASAQVKSAILLAG 177 
 
Query: 191 PLALGDVEIEIIDKLISIPY--VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G          ++ P+   + T R++  FG   + +       + G Q+  +  N  
Sbjct: 178 LATEGTTA-------VTEPHRSRDHTERMIRLFG--GDVTVDGRTVSVTGPQQL-TGTNI 227 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           YV GD SSA++FL AGA +    +T++  G    +  +   +VL+ MGA +T       V 
Sbjct: 228 YVPGDISSAAFFLVAGAIVPNSEITLKNVGLNPTRTGI--IDVLQQMGADITIEN----V 281 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVK 359 
                EPFG       +L A+++    +P +   + V+AL    A+G T I+D    +VK 
Sbjct: 282 RNEQTEPFGDITVRTSNLTAVEIGGALIPRLIDEIPVIALLATQAEGTTVIKDAGELKVK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAAC-A 416 
           ET R+  + TEL KLGA++E   D  II     L      +D++ DHR+ M  ++AAC   
Sbjct: 342 ETNRIDTVVTELQKLGANIEATGDGMIIHGKAALTAKEAVVDSHGDHRIGMMLAIAACIT 401 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           +  V ++ P     ++P +FD L + + 
Sbjct: 402 QGTVHLKRPEAVAVSYPSFFDHLHSLM 428 
 
 
>ref|ZP_02420864.1| hypothetical protein ANACAC_03511 [Anaerostipes caccae DSM 14662] 
 gb|EDR95836.1| hypothetical protein ANACAC_03511 [Anaerostipes caccae DSM 14662] 
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          Length = 426 
 
 Score =  140 bits (352), Expect = 5e-31,   Method: Compositional matrix adjust. 
 Identities = 120/440 (27%), Positives = 208/440 (47%), Gaps = 29/440 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+ ++ + GT+ +PG KS+S+R ++  +L++GTT + N L+  D    +   R +G+ +E 
Sbjct: 3   LKKVEGLKGTISIPGDKSISHRAVMFGSLAKGTTHITNFLSGADCLATIDCFRAMGVRIE 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                +   VV   G       K E QL +GN+G   R ++  ++  G +    L G    
Sbjct: 63  -----QEGTVVTVHGNGLRGLKKPEKQLDVGNSGTTTRLISGILS--GQDFEVTLSGDAS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALL 187 
           + +RP+G ++  L  +GA+++   G  C P+++ G    P   V+    ++S Q  SA+L 
Sbjct: 116 LNKRPMGRIMKPLSMMGAEIESVNGDGCAPLKITG---KPLKAVRYESPVASAQVKSAVL 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A  D    + +  +S  + E+ L+    FGV+     +          K  +  + 
Sbjct: 173 LAGLYA--DGRTSVTEPALSRNHTELMLK---SFGVQVLSEGTTASVM---PPKEMTATD 224 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++F+A   +T    +T++  G    +  +   +V E MGA +T +      
Sbjct: 225 IAVPGDISSAAFFIAAGLVTPDSCITLKQVGINPTRNGI--IKVCEAMGADLTMSNVKDD 282 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKET 361 
             G P      K   LK  ++    +P +   + V+AL   FA+G T I++ A  +VKE+ 
Sbjct: 283 -NGEPTADITVKTSRLKGTEIGGELIPTLIDEIPVIALMAAFAEGETVIKNAAELKVKES 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
            R+      L K+GA  E   D  II     L    I    DHR+AM FS+A   A+    
Sbjct: 342 NRIDLTVDNLVKMGADAEATDDGMIIRGGNPLRGATIHCKYDHRIAMTFSVAGINAQGTT 401 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            I D  C   ++P++++ L  
Sbjct: 402 VIEDAECVDVSYPNFYEQLQ 421 
 
 
>ref|ZP_04169387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides DSM 
           2048] 
 gb|EEL98899.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides DSM 
           2048] 
          Length = 429 
 
 Score =  140 bits (352), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 125/445 (28%), Positives = 212/445 (47%), Gaps = 43/445 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + +G+ +  ++    
Sbjct: 13  LNGKITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVEITQNR--D 70 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATY--VLDGVPRMRE 131 
              V+G G    +E  +E +  L +GN+G  +R ++  +     N  +   + G   + + 
Sbjct: 71  EVTVIGTG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALL 187 
           RP+  +   LKQ+GA +D        P+ + G      G +K     S   S+Q  SA+L 
Sbjct: 123 RPMQRVTNPLKQMGAKIDGRKDGTFTPLTIRG------GNLKAIEYTSPVASAQVKSAIL 176 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G   +       + P++  + T R++E FGV    +       + GGQK  +  
Sbjct: 177 LAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TRVGKTVKLAGGQKL-TA 226 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA  T  + + 
Sbjct: 227 TDVQVPGDVSSAAFFLVAGAIIPNSKLLLQNVGMNPTRTGI--IDVLEKMGATFTVEQIN 284 
 
Query: 305 VTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
              + P          LK I++  + +P +   + ++AL A   DG T I+D    +VKE 
Sbjct: 285 EGASEPAANITIETSPLKGIEIGGDIIPRLIDEIPIIALAATQADGITVIKDAHELKVKE 344 
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Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           T R+  +  ELTKLGA +E   D  II    KL    + ++ DHR+ M  ++A C AE   
Sbjct: 345 TNRIDTVVAELTKLGARIEATDDGMIIYGKCKLKGNTVHSHGDHRIGMMLAIAGCIAEGE 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
            TI D      ++P +F+ L T  K 
Sbjct: 405 TTIEDAEAVGVSYPTFFEELQTLAK 429 
 
 
>ref|YP_357296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelobacter 
           carbinolicus DSM 2380] 
 sp|Q3A3D1.1|AROA_PELCD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABA89126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelobacter 
           carbinolicus DSM 2380] 
          Length = 431 
 
 Score =  140 bits (352), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 127/449 (28%), Positives = 214/449 (47%), Gaps = 34/449 (7%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  V++P   + G V++PG KS+S+R ++L AL EG TVV  LL  ED    L A R++ 
Sbjct: 2   SENQVIKPGGRLVGEVQVPGDKSISHRAIMLGALGEGETVVRGLLRGEDNLATLEAFRSM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G++   D     A+ +   G   +++ ++ +    GN+G  MR +T  +  AG     V+ 
Sbjct: 62  GVAFCED--GDGALRIAGRGLHGLQEPQDVIDC--GNSGTTMRLMTGLL--AGQQFFSVM 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +R+RP+  +V  L  +GA +    G +  P+ + G      G    S   S+Q   
Sbjct: 116 TGDRFLRKRPMKRVVGPLTAMGAHILGRAGGEYAPLALQG--KTLQGITHHSAVASAQVK 173 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY----IKGG 239 
           SALL+    A G   +    +       + + R++  FG      +     +    +KGG 
Sbjct: 174 SALLLGGLYAEGPTTVHEPHR-----SRDHSERMLTWFGADVRPFEGGVTLHPGSCLKGG 228 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           +         V GD SSA++F+  A I  G+ + +   G    +  V   ++L  MG  + 
Sbjct: 229 E-------VIVPGDISSAAFFMVAALIVPGSELLIRQVGVNPTRSGV--IDILRQMGGNI 279 
 
Query: 299 TWTETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
                    +G P      K   LK +++    +P   D    ++V A FA+G T IRD  
Sbjct: 280 ELLNER-DCSGEPVADILVKASDLKGVEIGGAVIPRAIDEFPVISVAAAFAEGRTVIRDA 338 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              RVKET+R+ ++ +++  LGA VE   D  +IT    L    + +  DHR+ M+ ++A 
Sbjct: 339 RELRVKETDRIASMCSQMGALGALVEPREDGMVITGGPSLGAAKVSSLGDHRIGMSMAVA 398 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLST 441 
           A  A  PVT+ D  CT  +FP ++++ ++ 
Sbjct: 399 ALRASAPVTVTDTECTATSFPGFWELFNS 427 
 
 
>ref|ZP_04284624.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           4342] 
 gb|EEK83665.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus ATCC 
           4342] 
          Length = 429 
 
 Score =  140 bits (352), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 128/456 (28%), Positives = 216/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
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Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGV    +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGAMFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQKLAK 429 
 
 
>ref|ZP_07445888.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu007] 
 ref|ZP_07495102.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu012] 
 gb|EFP33393.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu007] 
 gb|EFP53310.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu012] 
 gb|EGB27278.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis CDC1551A] 
          Length = 434 
 
 Score =  140 bits (352), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 134/435 (30%), Positives = 209/435 (48%), Gaps = 38/435 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + +PGSKS +NR L+LAAL      G + +   L S D   ML AL+TLGL V+       
Sbjct: 1   MTVPGSKSQTNRALVLAALAAAQGRGASTISGALRSRDTELMLDALQTLGLRVD------ 54 
 
Query: 75  RAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                G G +  V    E     ++  G AG  +R +     AA G+     DG  + R  
Sbjct: 55  -----GVGSELTVSGRIEPGPGARVDCGLAGTVLRFVPP--LAALGSVPVTFDGDQQARG 107 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI  L+  L++LG  VD   GT  P  RV G G L GG V +  S SSQ++S LL++A  
Sbjct: 108 RPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDASASSQFVSGLLLSAA 163 
 
Query: 192 LALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                + ++     L S P++ MT  ++ + GV  + S   +R+ ++ G    + +   + 
Sbjct: 164 SFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQVRPGPV--AARRWDI 220 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           E D ++A  FL+ A ++GGTV + G    S+Q       +L  + A V   ++S+ V GP 
Sbjct: 221 EPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLNAVVIHADSSLEVRGP 280 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMVAIR 368 
                        DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ A+  
Sbjct: 281 -------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGIAHLRGHETDRLAALS 333 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++       V + D   T 
Sbjct: 334 TEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAGAIIGLRVAGVEVDDIAAT 392 
 
Query: 429 RKTFPDYFDVLSTFV 443 
            KT P++  + +  V 
Sbjct: 393 TKTLPEFPRLWAEMV 407 
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>ref|ZP_01739541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinobacter sp. 
           ELB17] 
 gb|EAZ97562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinobacter sp. 
           ELB17] 
          Length = 444 
 
 Score =  140 bits (352), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 126/437 (28%), Positives = 209/437 (47%), Gaps = 28/437 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   I G +++PG KS+S+R ++L AL+EG T V+  L  ED    + A R LG+++E  
Sbjct: 14  QPAGPIVGDIRVPGDKSMSHRSIMLGALAEGITEVNGFLEGEDSLATVQAFRDLGVTIEG 73 
 
Query: 70  -DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            D    R   VG  G            ++LGN+G  MR  +  + A   ++  V D     
Sbjct: 74  PDNGFVRIHGVGMNGL-----QAPRGPIYLGNSGTGMRLFSGLLAAQAFDSELVGDA--S 126 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+G +   L+ +GA +D   G   PP+++ G   L G    +  + S+Q  S LL+ 
Sbjct: 127 LTKRPMGRVADPLRAMGAVIDTAEGGR-PPLKIRGSQPLTGIHYDMPVA-SAQVKSCLLL 184 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G     +       P  + T R++E FG     +D+     + GG K  +  N  
Sbjct: 185 AGLYADG-----VTSVTEPAPTRDHTERMLEGFGYHVYRADATSS--VSGGGKLVA-CNI 236 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++FL AG+   G  +T+   G    +  V    +L +MGA +  +     + 
Sbjct: 237 DVPADISSAAFFLVAGSIAPGSDLTLRHVGMNPTR--VGVINILRLMGANIDVSNER-AI 293 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P      ++  LK ID+   ++P   D    L + A FA+G T +R     RVKE++ 
Sbjct: 294 GGEPVADVRVRYAPLKGIDIPEREVPLAIDEFPVLFIAATFAEGRTTLRGAEELRVKESD 353 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
           R+  +   L  +G      PD  II   + +    ++++ DHR+AM+F++A+  A+  +  
Sbjct: 354 RIQVMADGLAAVGVKTTVTPDGIIIDGGQAMTGGIVNSHGDHRIAMSFAVASLRAKGEIV 413 
 
Query: 422 IRDPGCTRKTFPDYFDV 438 
           I D      +FP + ++ 
Sbjct: 414 INDCANVATSFPGFVEL 430 
 
 
>ref|ZP_01628336.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nodularia spumigena 
           CCY9414] 
 gb|EAW46915.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nodularia spumigena 
           CCY9414] 
          Length = 450 
 
 Score =  139 bits (351), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 126/439 (28%), Positives = 209/439 (47%), Gaps = 25/439 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R L+L A+++G T +  LL  ED        + +G  + ++   + 
Sbjct: 29  LQGRIRVPGDKSISHRALMLGAIAQGETQIQGLLLGEDPRSTASCFQAMGAQI-SELNTE 87 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    +   +E V  L  GN+G  +R L   + A+     + + G   +R RP 
Sbjct: 88  LVTVQGIG----LGQLQEPVDVLNAGNSGTTLR-LMLGLLASHPGRFFTVTGDSSLRSRP 142 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+Q+GA++    G    P+ + G    P      S   S+Q  S +L+A  L  
Sbjct: 143 MSRVVKPLQQMGAEIWGRKGNSLAPLAIQGQALKP--THYHSPIASAQVKSCILLAGLLT 200 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  +  + +  +S  + E   R++  FG +       +   + G  + +  K   V GD 
Sbjct: 201 AG--KTTVTEPALSRDHSE---RMLRAFGAELTIDPETNSVTVIGPAQLRGQK-VIVPGD 254 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L AGA + G  + VE  G    +  +   E LE+MGA +   E    V G P  
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Sbjct: 255 ISSAAFWLVAGAIVPGSELVVENVGVNPTRTGI--LEALELMGADIQL-ENQREVAGEPV 311 
 
Query: 313 EPFGRK--HLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                +   LK+  +    + +M D    LAV A+FA+G T IRD    RVKE++R+  + 
Sbjct: 312 ADIRVRSSRLKSCTIAGDIIPRMIDEIPILAVAAVFAEGTTIIRDAEELRVKESDRITVM 371 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV-TIRDPG 426 
             +L K+GA V E PD   IT    L  T +D+Y DHR+AM+ ++A+     + TI     
Sbjct: 372 AQQLNKMGAKVSELPDGMEITGGTPLVGTDVDSYTDHRIAMSLAIASLVSTGITTIHRAE 431 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
               ++PD+   L   +   
Sbjct: 432 AAAISYPDFTATLQKVLNT 450 
 
 
>ref|NP_894231.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9313] 
 sp|Q7V8F4.1|AROA_PROMM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE20573.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9313] 
          Length = 441 
 
 Score =  139 bits (351), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 141/446 (31%), Positives = 213/446 (47%), Gaps = 39/446 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R LL  A++EG T ++ LL +ED       LR +G ++      + 
Sbjct: 19  LSGTVRVPGDKSISHRALLFGAIAEGVTTIEGLLPAEDPMSTAACLRAMGATIGPIHVGQ 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G      D  +E Q  L  GN+G  +R +   + A  G   +VL G   +R R 
Sbjct: 79  IVRVEGVG-----LDGLQEPQDVLDCGNSGTTIRLMLGLLAARKGR-HFVLSGDASLRRR 132 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMA 189 
           P+  +   L  +GA +      D  P+ V+G    GG+ G  V      S+Q  SALL+A 
Sbjct: 133 PMNRVGQPLTMMGAKIKGRSNGDFAPLAVSGQKLRGGVIGTPVA-----SAQVKSALLLA 187 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNA 248 
           A  A  D    +I+   S  + E   R++  FG   E      R   +  GQK    +N  
Sbjct: 188 ALTA--DGATTVIEPAHSRDHSE---RMLRAFGADLEVGGEMGRHIRVSPGQKLYG-QNI 241 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA+++L AGA + G  + VE  G    +      EVL+ M A++        V 
Sbjct: 242 VVPGDISSAAFWLVAGALVPGAELVVENVGLNPTR--TGILEVLQQMEARIEVLNRH-EV 298 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   EP G     +  LK   +N + +P   D    LAV A F DG + I D +  RVK 
Sbjct: 299 AG---EPVGDLRVRQGSLKPFSINGDIIPRLVDEVPILAVAACFCDGESKITDASELRVK 355 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET+R+  +  +LT +GA ++E  D   I     L  T +D+  DHR+AM+ ++AA  AE  
Sbjct: 356 ETDRLAVMTRQLTAMGADIDEHADGLTIRGGRTLRGTDLDSETDHRVAMSLAVAALLAEG 415 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              +        ++P+++D L    + 
Sbjct: 416 NSRLTGSEAAAVSYPNFWDDLERLHR 441 
 
 
>ref|ZP_08070009.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           vestibularis ATCC 49124] 
 gb|EFX95786.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           vestibularis ATCC 49124] 
          Length = 427 
 
 Score =  139 bits (351), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 119/434 (27%), Positives = 215/434 (49%), Gaps = 37/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D     
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Sbjct: 10  LHGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDGDVV 69 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   + +RP 
Sbjct: 70  RIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFDVEMFGDDSLSKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA  A 
Sbjct: 122 MDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIHYQLPVA-SAQVKSALIFAALQA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  II+K  +  + E    ++++FG   +     +   I GGQ   + +   V GD 
Sbjct: 181 --DGESVIIEKEKTRNHTE---DMIQQFG--GQLQVDGNEIRISGGQTL-TAQEVVVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++L AG  +    + +E  G    +      +V++ MG K++ ++      S T+ 
Sbjct: 233 ISSAAFWLVAGLVMPNSKIVLENVGINETR--TGIIDVIKDMGGKISLSDIDQVAKSATI 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T    E      LK   +  + +P +   L ++ L A    G T IRD    +VKET+R+ 
Sbjct: 291 TVETSE------LKGTKIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  IIT    L+   ++T+ DHR+ M  ++AA    +  V + 
Sbjct: 345 QVVADALNAMGADIVPTEDGMIITGKTALHGAEVNTFGDHRIGMMTAIAALLVQDGEVNL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P +F 
Sbjct: 405 QRAEAINTSYPSFF 418 
 
 
>ref|ZP_05550675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_36A2] 
 gb|EEU32331.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_36A2] 
          Length = 421 
 
 Score =  139 bits (351), Expect = 6e-31,   Method: Compositional matrix adjust. 
 Identities = 106/436 (24%), Positives = 207/436 (47%), Gaps = 48/436 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V  P SKS+ +R ++ ++L++G + ++N+  S+D+   + A+  LG  +E       
Sbjct: 11  LTGEVTPPPSKSILHRYIIASSLAKGISKIENISYSDDIIATIEAMEKLGAKIEK---KD 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +++     F  +      ++    +G  +R L           ++   G  ++ +RP+ 
Sbjct: 68  NYLLIDGSKTFDKKYLSNNAEIDCNESGSTLRFLFPLSIVKKNKISF--KGKGKLFKRPL 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLMAAP 191 
                   +               +  N I   G L  G+ ++ G+ISSQ+++ LL + P 
Sbjct: 126 NPYFENFDKYKIKY--------SYINENEILLDGELKSGEYEIDGNISSQFITGLLFSLP 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L   + +I I  KL S  Y+++T+  + +FG+K   ++S+  F I+G Q YKS  +  VE 
Sbjct: 178 LLNENSKIIIRGKLESSSYIDITVDCLNKFGIKI-INNSYQEFIIEGNQNYKSG-DYEVE 235 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTGP 310 
            D S  ++FL   +I G  + + G  T SLQGD K   +++ +     W  E  + + G  
Sbjct: 236 ADYSQVAFFLVANSI-GSNIKINGLNTNSLQGDKK---IIDFISQIDNWNKEEKLILDGS 291 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                             + PD+   L++ A  +     I ++A  R+KE++R+ A   E 
Sbjct: 292 ------------------ETPDIIPILSLKACTSKKEIEIVNIARLRIKESDRLKATVKE 333 
 
Query: 371 LTKLGASVEEGPDYCIITPPE---KLN---VTAIDTYDDHRMAMAFSLA-ACAEVPVTIR 423 
           L+KLG  + E  D  +I   +   K+N   +  + ++ DHR+AM  ++A  C    + +  
Sbjct: 334 LSKLGFDLLEKEDSILINSRKDFYKINNNSLVYLSSHSDHRIAMTIAIALTCYNGEIILD 393 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           +  C +K++P++++V  
Sbjct: 394 NLDCVKKSYPNFWEVF 409 
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>ref|YP_003599482.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           DSM 319] 
 gb|ADF41132.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus megaterium 
           DSM 319] 
          Length = 429 
 
 Score =  139 bits (351), Expect = 7e-31,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 210/441 (47%), Gaps = 39/441 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + G + +PG KS+S+R ++  A++EG T + + L  ED    +     +G+S++  + 
Sbjct: 10  LSSLQGEISIPGDKSISHRAVMFGAMAEGKTTISHFLAGEDCLSTISCFEKMGVSIK--R 67 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +   V G G    +E   E   +  +GN+G   R +   +  AG      L G   +  
Sbjct: 68  EDEYVEVEGKG----IEGLSEPASILDVGNSGTTTRLMLGIL--AGVPFHTSLIGDESIA 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + V L+ +GA +D        P+   G G L       S   S+Q  SA+L+A  
Sbjct: 122 KRPMSRVTVPLRSMGAKIDGREHGQYTPLSTRG-GALKAIHYH-SPVASAQVKSAILLAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G  ++       + P+   + T R++  FGV  E   +     I+GGQ  +   +  
Sbjct: 180 LHAEGTTKV-------TEPFTSRDHTERMLRAFGVDVEVDGTT--VSIEGGQSLRG-TDV 229 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           YV GD SSA++FL AGA +    + ++  G    +  +   +VL+ MGA++T +   +   
Sbjct: 230 YVPGDISSAAFFLVAGAVVPNSRIVLKSVGLNPTRTGI--IDVLQQMGARLTISNERIQ- 286 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
                EP G        LK I++  + +P +   + V+AL A   +G T I+D    +VK 
Sbjct: 287 ---NGEPIGDLTIETSQLKGIEIGGDLIPRLIDEIPVIALLATQANGKTVIKDAEELKVK 343 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           ET R+  + TEL+KLGASV    D  II     L    +D+Y DHR+ M  ++AA  A   
Sbjct: 344 ETNRIDTVATELSKLGASVTPTADGLIIEGKTALKSGEVDSYGDHRIGMMLAVAAAIATG 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
            VT+        ++P +F+ L 
Sbjct: 404 EVTLMRSEAIHVSYPTFFEDL 424 
 
 
>ref|ZP_04295406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH621] 
 gb|EEK72883.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH621] 
          Length = 429 
 
 Score =  139 bits (351), Expect = 7e-31,   Method: Compositional matrix adjust. 
 Identities = 125/445 (28%), Positives = 212/445 (47%), Gaps = 43/445 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + +G+ +  ++    
Sbjct: 13  LNGKITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVEITQNR--D 70 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATY--VLDGVPRMRE 131 
              V+G G    +E  +E +  L +GN+G  +R ++  +     N  +   + G   + + 
Sbjct: 71  EVTVIGTG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALL 187 
           RP+  +   LKQ+GA +D        P+ + G      G +K     S   S+Q  SA+L 
Sbjct: 123 RPMQRVTNPLKQMGAKIDGRKEGTFTPLTIRG------GNLKAIEYTSPVASAQVKSAIL 176 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G   +       + P++  + T R++E FGV    +       + GGQK  +  
Sbjct: 177 LAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVTV--TRVGKTVKLAGGQKL-TA 226 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE MGA  T  + + 
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Sbjct: 227 TDVQVPGDVSSAAFFLVAGAIIPNSKLLLQNVGMNPTRTGI--IDVLEKMGATFTVEQIN 284 
 
Query: 305 VTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
              + P          LK I++  + +P +   + ++AL A   DG T I+D    +VKE 
Sbjct: 285 EGASEPAANITIETSPLKGIEIGGDIIPRLIDEIPIIALAATQADGITVIKDAHELKVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           T R+  +  ELTKLGA +E   D  II    KL    + ++ DHR+ M  ++A C AE   
Sbjct: 345 TNRIDTVVAELTKLGARIEATDDGMIIYGKCKLKGNTVHSHGDHRIGMMLAIAGCIAEGE 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
            TI D      ++P +F+ L T  K 
Sbjct: 405 TTIEDAEAVGVSYPTFFEELQTLAK 429 
 
 
>ref|YP_002338950.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH187] 
 ref|ZP_04268155.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST26] 
 sp|B7HVH9.1|AROA_BACC7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACJ77163.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH187] 
 gb|EEL00392.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST26] 
          Length = 429 
 
 Score =  139 bits (351), Expect = 7e-31,   Method: Compositional matrix adjust. 
 Identities = 128/456 (28%), Positives = 216/456 (47%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A   A G   +       + P++  + T R++E FGVK   +       
Sbjct: 166 VASAQVKSAILLAGLRAEGVTAV-------TEPHISRDHTERMLEAFGVKV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           M A  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MDATFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE   TI D      ++P +F+ L    K 
Sbjct: 394 LAIAGCLAEGKTTIEDAEAVGVSYPTFFEELQRLTK 429 
 
 
>ref|ZP_07109493.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oscillatoria sp. PCC 
           6506] 
 emb|CBN54641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oscillatoria sp. PCC 
           6506] 
          Length = 452 
 
 Score =  139 bits (351), Expect = 8e-31,   Method: Compositional matrix adjust. 
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 Identities = 126/439 (28%), Positives = 206/439 (46%), Gaps = 24/439 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R L+L A++ G T ++ LL  ED         ++G   E  K    
Sbjct: 27  LQGRIRIPGDKSISHRALMLGAIASGETTIEGLLLGEDPRSTAKCFASMG--AEISKLNA 84 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V V   G   + + K+   L  GN+G  MR L   + A+     + + G   MR RP+ 
Sbjct: 85  ELVRVKGFGLGELREPKD--ILDTGNSGTTMR-LMMGILASHPGRFFTVTGDSSMRSRPM 141 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLA 193 
             +V  L+Q+GA +         P+ V G    P   +     I+S Q  S +L+A  +A 
Sbjct: 142 SRVVKPLQQMGAQIWGRESHSLAPLAVLGQRLKP---IHYHSPIASAQVKSCILLAGLMA 198 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  E  + +  +S  + E   R+++ FG K           + G  K +  +   V GD 
Sbjct: 199 EG--ETTVTEPALSRDHSE---RMLQAFGAKVSVDPDTCSVTVTGPAKLQG-QAVIVPGD 252 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L AGA +    +T+E  G    +  +   E L MMGA +      +    P   
Sbjct: 253 ISSAAFWLVAGAIVPDSELTIENVGVNPTRTGI--LEALAMMGANIELQNQRLVAGEPVA 310 
 
Query: 313 EPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           +   R    LK   ++ + +P   D    LAV A+FA+G T IRD A  RVKE++R+  + 
Sbjct: 311 DIVVRNSGKLKGCTISGDLIPRLIDEIPILAVAAIFAEGTTTIRDAAELRVKESDRLAVM 370 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRDPG 426 
            ++L ++GA + E PD   I     L  T +D++ DHR+AM+ ++AA     +T I     
Sbjct: 371 ASQLNRMGAQITELPDGLEIAGGTALTGTDLDSHTDHRIAMSLAIAALNASGITAIHRAE 430 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
               ++PD+   L     + 
Sbjct: 431 AASISYPDFTATLKQLTDS 449 
 
 
>ref|ZP_08086958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis VMC66] 
 gb|EFX94237.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis VMC66] 
          Length = 427 
 
 Score =  139 bits (351), Expect = 8e-31,   Method: Compositional matrix adjust. 
 Identities = 121/442 (27%), Positives = 217/442 (49%), Gaps = 35/442 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VKGLKGRIRVPGDKSISHRSIIFGSLAQGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVEIHGVGFEGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVEIAGRTERDLPPLKMKGSKELQPIHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A GD  I  I+K I+  + E    ++ +FG + E      R  I+GGQ++ + +   V  
Sbjct: 179 QAQGDSVI--IEKEITRNHTE---DMIAQFGGQIEVKGKEIR--IQGGQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    + +E  G    +  +   +V+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LDVIEAMGGRMTLSDVDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     L+   ++T  DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAITPTEDGMIIDGKTPLHGAQVNTLGDHRIGMMTAIAALLAQSGQV 402 
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Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            +      + ++P +F  L    
Sbjct: 403 ELERSEAIKTSYPSFFSDLEVL 424 
 
 
>ref|ZP_02433359.1| hypothetical protein CLOSCI_03637 [Clostridium scindens ATCC 35704] 
 gb|EDS05028.1| hypothetical protein CLOSCI_03637 [Clostridium scindens ATCC 35704] 
          Length = 435 
 
 Score =  139 bits (350), Expect = 8e-31,   Method: Compositional matrix adjust. 
 Identities = 121/439 (27%), Positives = 214/439 (48%), Gaps = 32/439 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ G + +PG KS+S+R ++L A+++GTT + N L   D    +   R +G+ ++   + 
Sbjct: 10  KKLKGEITVPGDKSISHRSIMLGAIAQGTTEITNFLTGADCLATIKCFRKMGIDIDCRPS 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   ++V   G + +  A + + L +GN+G   R ++  +  AG + + VL+G   + +R 
Sbjct: 70  S---ILVHGKGLYGLT-APDGI-LDVGNSGTTTRLMSGIL--AGQDFSCVLNGDDSLNQR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG---GKVKLSGSISSQYLSALLMA 189 
           P+  ++  L  +GA +       C P+++      PG     V  S   S+Q  SA+L+A 
Sbjct: 123 PMARIMKPLNSMGAHITSIKDNGCAPLKIE-----PGHLHSIVYQSPVASAQVKSAILLA 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPK 246 
                GD E  + +  +S  + E+   +++ FG     A H D     Y+    +    + 
Sbjct: 178 G--LYGDGETSVTEPALSRNHTEL---MLQSFGASVSAAMHPDGSATAYVHACDELYG-Q 231 
 
Query: 247 NAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETS 304 
             +V GD SSA+YF+A G  + G  + V+  GT   +    F +V + MGA +T   ET  
Sbjct: 232 QIFVPGDISSAAYFIAAGLLVPGSELLVKNVGTNFTR--AGFLDVCKAMGADITRVNETF 289 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +   G          LK   +  + +P   D    LAV+A  A+G T I+D A  +VKET 
Sbjct: 290 LGGEGRADILVRSSDLKGATIEGDIIPALIDEIPILAVMAAHAEGTTVIKDAAELKVKET 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
            R+  +   L  +G ++    D  II     L+   I ++ DHR+AMAF++A   A+    
Sbjct: 350 NRIATVTENLKAMGCNITPTADGMIIEGGSPLSGARIQSHMDHRIAMAFAIAGLTAKGET 409 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            I D      ++P++F+ + 
Sbjct: 410 VIEDSQYVDVSYPEFFEAV 428 
 
 
>gb|EFY02974.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           dysgalactiae subsp. dysgalactiae ATCC 27957] 
          Length = 427 
 
 Score =  139 bits (350), Expect = 8e-31,   Method: Compositional matrix adjust. 
 Identities = 123/437 (28%), Positives = 215/437 (49%), Gaps = 25/437 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 10  LQGTICVPGDKSISHRAVILGAIAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G  F    A  ++ L +GN+G +MR +   +  AG +    + G   + +RP+ 
Sbjct: 68  QLVIEGQG--FEGLTAPHQI-LDMGNSGTSMRLIAGLL--AGQSFEVTMSGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V+ L+Q+G D+         P+++ G  GL      L  + S+Q  SA+L+AA  A  
Sbjct: 123 DRIVLPLRQMGVDITGESSRHLSPLKLKGSRGLNPITYALPVA-SAQVKSAILLAALQAN 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  I+K I+  + E    ++++FG +        + ++ G Q     +   V GD  
Sbjct: 182 GTTKL--IEKEITRNHTE---DMIQQFGGRLRVDGK--KIWLTGPQTLIG-QEVTVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+++L AG  + G  + +E  G    +  +   EV+E MG +VT+ E   + T      
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Sbjct: 234 SSAAFWLVAGLIVPGSAILLENVGINPTRTGI--LEVIEQMGGQVTY-EAVNSQTQSANL 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK   ++   +P +   L ++AL A    G T I+D    RVKET+R+  +    
Sbjct: 291 GVAYSQLKGTTISGQLIPRLIDELPIIALLATQAQGVTYIKDAQELRVKETDRIQVVTDI 350 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCT 428 
           L  +GA+++   D  II  P  L+     T+ DHR+ M  ++AA    +  V +       
Sbjct: 351 LKSMGATIKATADGMIIEGPTALHAAKTSTFGDHRIGMMTAIAALLVKQGQVHLDREEAI 410 
 
Query: 429 RKTFPDYFDVLSTFVKN 445 
             ++P +F+ L     + 
Sbjct: 411 MTSYPTFFNDLERLCHD 427 
 
 
>ref|ZP_05403383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mitsuokella multacida 
           DSM 20544] 
 gb|EEX70182.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mitsuokella multacida 
           DSM 20544] 
          Length = 434 
 
 Score =  139 bits (350), Expect = 8e-31,   Method: Compositional matrix adjust. 
 Identities = 121/432 (28%), Positives = 207/432 (47%), Gaps = 21/432 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++ +AL      + N L+++D       ++ LG SVE +  ++ 
Sbjct: 14  LHGTIEIPGDKSISHRSVMFSALGSTPVHITNFLHAQDCLSTAACMKALGASVEFE--SE 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A+VV   G   +++A   +    GN+G  +R +   +       T+  D    + +RP+ 
Sbjct: 72  TALVVCGHGLHGLKEASTIIDA--GNSGTTLRLMMGILAPQPFLTTFTGDA--SLHKRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G ++  L  +GA +         P+ +        G V  S   S+Q  SA+L+A   A  
Sbjct: 128 GRVIKPLSAMGAKIYGRENNTKLPITIVPAESRLHGMVYESPVASAQVKSAILLAGMYA- 186 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D    +++   S  + E   R++E FGV+ +   +     I+    +++P+   V GD  
Sbjct: 187 -DGPTTVVEPFTSRDHTE---RMLEAFGVETKKEGTA--VTIEPVDSFRAPEAIEVPGDI 240 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT---VTGP 310 
           SSA+Y+L AG+ + G ++ ++  G    +  +   +VL+ MGA VT     V+        
Sbjct: 241 SSAAYWLVAGSVVPGSSLLLKNVGVNPTRTGI--LDVLKAMGASVTLENERVSGGEAAAD 298 
 
Query: 311 PREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
            R    + H  +     M ++ D    +AV ALFA+G T I      RVKET+R+ AI   
Sbjct: 299 IRVEAAKLHGTSFGAEIMPRLIDEIPVIAVAALFAEGDTVITGAGELRVKETDRLQAITD 358 
 
Query: 370 ELTKLG-ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           E  KL   SVE   D  +I    K+      +YDDHRMAM+ ++   A   V I  P C  
Sbjct: 359 EFNKLAPGSVEASEDGLVIHGGTKVQCANCFSYDDHRMAMSLAILGTAGEGVEIERPDCV 418 
 
Query: 429 RKTFPDYFDVLS 440 
             ++P ++  L+ 
Sbjct: 419 NISYPAFYGTLA 430 
 
 
>gb|EGC25868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK405] 
 gb|EGC26641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK678] 
          Length = 427 
 
 Score =  139 bits (350), Expect = 8e-31,   Method: Compositional matrix adjust. 
 Identities = 119/437 (27%), Positives = 216/437 (49%), Gaps = 37/437 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++ + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VRGLKGRIRVPGDKSISHRSIIFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
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              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVKIHGVGFKGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVEIAGRTERDLPPLKMKGSRELQPIHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVE-MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            A G  E  II+K I+  + E M  +   +  VK +         I+GGQ++ + +   V 
Sbjct: 179 QAQG--ESIIIEKEITRNHTEDMIAQFCGQIEVKGKE------IRIQGGQEF-TAQEVTV 229 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----S 304 
            GD SSA+++L AG  +    + +E  G    +  +   EV+E MG ++T ++      S 
Sbjct: 230 PGDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LEVIEAMGGRMTLSDVDPVAKS 287 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
            T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET 
Sbjct: 288 ATITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKET 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+  +   L  +GA++    D  II     L+   ++T+ DHR+ M  ++AA        
Sbjct: 342 DRIQVVADALNSMGAAITPTEDGMIIEGKTPLHGAQVNTFGDHRIGMMTAIAALLAQSGQ 401 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           V +      + ++P +F 
Sbjct: 402 VELERSEAIKTSYPSFF 418 
 
 
>ref|ZP_08060961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           infantis ATCC 700779] 
 gb|EFX37375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           infantis ATCC 700779] 
          Length = 431 
 
 Score =  139 bits (350), Expect = 8e-31,   Method: Compositional matrix adjust. 
 Identities = 122/444 (27%), Positives = 218/444 (49%), Gaps = 37/444 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K ++G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 11  VKHLNGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTIQVFRDLGVEIEDKD 70 
 
Query: 72  AAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  VG  G K P      +  L +GN+G ++R ++  +  AG +    + G   +  
Sbjct: 71  GVVTIQGVGMDGLKAP------QKALDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLS 122 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + + LK++G  +      D PP+ + G   L   + +L  + S+Q  SAL+ AA 
Sbjct: 123 KRPMDRVTLPLKKMGVSISGQAERDLPPLHLKGTKNLKPIQYELPIA-SAQVKSALIFAA 181 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G  +  II+K  +  + E    ++++FG   + S    +  ++G QK  S +   V 
Sbjct: 182 LQAQG--QSVIIEKKCTRNHTE---DMLQQFG--GDLSVDGKKITVQGPQKL-SGQTVVV 233 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TS 304 
            GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  T+      S 
Sbjct: 234 PGDISSAAFWLVAGLIVPNSRVVLKNVGINETRTGI--IDVIRAMGGKLEITDIDPIAKS 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
            T+T    E      L  I++    +P +   L ++AL A    G T I+D    +VKET 
Sbjct: 292 ATLTVETSE------LNGIEIGGALIPRLIDELPIIALLATQTQGQTVIKDAEELKVKET 345 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+  +   L  +GA++    D  II     L+   ++T+ DHR+ M  ++AA   A+   
Sbjct: 346 DRIQVVADALNSMGATITPTADGMIIKGKSALHGAKVNTFGDHRIGMMTAIAALLVADRE 405 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V +        ++P +FD L T + 
Sbjct: 406 VVLDRAEAINTSYPSFFDDLETLI 429 
 
 
>ref|ZP_06680425.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
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           E1071] 
 gb|EFF20006.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1071] 
          Length = 431 
 
 Score =  139 bits (350), Expect = 9e-31,   Method: Compositional matrix adjust. 
 Identities = 131/441 (29%), Positives = 213/441 (48%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +  + G G    V+  +    + +GN+G  +R L   +  AG      L G   
Sbjct: 63  EEEEEMIK--IHGRGSHSFVQPTES---IDMGNSGTTIRLLMGIL--AGQPFMTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+         P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGKENEQYLPITVTGTNSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +   S       + G QK  + +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRI--SVEGKTITVTGPQKL-TGQQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNEQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|YP_574215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chromohalobacter 
           salexigens DSM 3043] 
 gb|ABE59516.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chromohalobacter 
           salexigens DSM 3043] 
          Length = 750 
 
 Score =  139 bits (350), Expect = 9e-31,   Method: Compositional matrix adjust. 
 Identities = 135/447 (30%), Positives = 213/447 (47%), Gaps = 38/447 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   + G +++PG KS+S+R ++L AL++G T V   L  ED    L A R +G+++E 
Sbjct: 311 VSPGGAVRGQIRVPGDKSISHRSIMLGALADGVTEVHGFLEGEDSLATLQAFREMGVAIE 370 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                 R  + G G       A     L++GN+G AMR     +  AG      L G    
Sbjct: 371 GPHHG-RVTIHGVGLHGLTAPAGP---LYVGNSGTAMRLFAGLL--AGQAFDTELTGDVS 424 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+G +   L+++GA ++   G   PP+ + G   L G +  +  + S+Q  S LL+ 
Sbjct: 425 LNKRPMGRIADPLREMGAVIETAEGGR-PPLTIRGGQALSGIRYDMPMA-SAQVKSCLLL 482 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G+  +         P  + T R++  FG  V+ +  ++W      GG+   SP  
Sbjct: 483 AGLYAEGETRVR-----EPAPTRDHTERMLNGFGYPVQRDGDEAW---LQGGGRLAASPI 534 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  AAIT G+ + +E  G    +  +    +L+ MGA +T  E    
Sbjct: 535 D--VPSDISSATFFLVAAAITPGSDLLLEHVGINPTR--IGVINILQAMGADLTLQEPR- 589 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
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            V G P      ++  LK ID+  +++P   D    L V A  A+G T +R     RVKE 
Sbjct: 590 EVGGEPVADIRIRYAPLKGIDIPTDQVPLAIDEFPALFVAAANAEGVTRLRGAEELRVKE 649 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCII--------TPPEKLNVTAIDTYDDHRMAMAFSL 412 
           ++R+ A+   LT LG      PD   I        TP        +D+  DHR+AMAF++ 
Sbjct: 650 SDRIQAMADGLTTLGVDNTVYPDGIDIVGRASADETPAAHYRGGQVDSLGDHRIAMAFAV 709 
 
Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDV 438 
           AA  A   + I D      +FP + D+ 
Sbjct: 710 AALRASDEIVIDDCANVATSFPGFVDL 736 
 
 
>ref|YP_003676763.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           mathranii subsp. mathranii str. A3] 
 gb|ADH60752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           mathranii subsp. mathranii str. A3] 
          Length = 423 
 
 Score =  139 bits (350), Expect = 9e-31,   Method: Compositional matrix adjust. 
 Identities = 128/445 (28%), Positives = 214/445 (48%), Gaps = 34/445 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I ++  K + G + +PG KS+S+R +++ +++EG T + N L  ED    +  +R LG+ 
Sbjct: 2   DIEVKKKKFLKGVISVPGDKSISHRAVMIGSIAEGITEIGNFLLGEDCISTINCMRNLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE      +   V   GK    +  E++ L +GN+G  +R L   ++     AT  + G 
Sbjct: 62  DVEL-----KGTNVKVYGKGLYLNKSEKI-LDVGNSGTTIRLLMGILSGQKFEAT--VTG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              ++ RP+G ++  L  +GA ++   G +  P+ V G   L G   K+   I+S  + + 
Sbjct: 114 DESIKRRPMGRVITPLSMMGAKIEAREG-NFAPLTVFG-NKLKGIYYKMP--IASAQVKS 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPY--VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            +M A L   D  I      I  PY     T  +   FG K + + +    Y   G K + 
Sbjct: 170 SIMLASLYADDKTI------IEEPYPSRNHTELMFSSFGAKVDVNGTKITCY--PGYKLQ 221 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT- 301 
             K   V GD SSA+YF+  A +     VT++       +  +   +V+E MG  +  T  
Sbjct: 222 GQK-IVVPGDISSAAYFIVAATLVPNSEVTIKNVNVNPTRTGI--IDVIEKMGGDIVLTN 278 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
           E ++              LK I++  + +P   D    +AV A+FA+G T I+D    +V 
Sbjct: 279 ERTINNEKVADITVKTSRLKGIEIGGSLIPRLIDEIPVIAVAAVFAEGKTVIKDAEELKV 338 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE+ R+  I +EL KLGA + E  D  II     L    +++Y+DHR+AM+  +A   AE 
Sbjct: 339 KESNRINTITSELKKLGAKIFERDDGMIIEGTGFLRGNTVESYNDHRIAMSLWVAGLMAE 398 
 
Query: 418 VPVTIRDPGCTRKTFPDY---FDVL 439 
               I++  C   ++PD+   FD+L 
Sbjct: 399 GETKIKNAECVNISYPDFYKTFDIL 423 
 
 
>ref|NP_829586.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila caviae 
           GPIC] 
 sp|Q822G0.1|AROA_CHLCV RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAP05464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila caviae 
           GPIC] 
          Length = 446 
 
 Score =  139 bits (350), Expect = 9e-31,   Method: Compositional matrix adjust. 
 Identities = 125/434 (28%), Positives = 211/434 (48%), Gaps = 26/434 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISG+V +P SKS + R +  A+LS GT+ ++N L S D   M+ A + LG      K  K 
Sbjct: 11  ISGSVDVPPSKSHTLRAIFWASLSRGTSTINNPLESPDSEAMIQACKQLGA-----KIYK 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
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           ++  +   G  P     +++ +  G++GI  R  TA   AA  +    + G  +++ RPI 
Sbjct: 66  KSSSLEITGT-PHLRLPKDIAIDAGSSGIVFRFFTA--LAAIFSEKVTITGSSQLQRRPI 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+  GA           P  V  +G +  G  ++ G   SQY SAL MA  LA  
Sbjct: 123 APLIRALENFGATFSYQRDPYTLPFSV--LGPISSGYTEVLGE-DSQYASALAMACSLAE 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G     II+     P+ ++TL  +E+  +   +S S +  Y   G+      +  V GD  
Sbjct: 180 GPFSFTIINPK-ERPWFKLTLWWLEQLAIP--YSQSEENTYSFVGKSRPEGFSYTVGGDF 236 
 
Query: 255 SSASYFLAGAAI--TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SSA++    A +  +     +       +QGD +   +L+ +GA + + E  + +  P   
Sbjct: 237 SSAAFLAVAALLSQSPHPTYLRNLNMQDVQGDKELFVLLKKLGANIVF-ENDIVIIFP-- 293 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                  +   +++M+   D    LAV+  FA  P+ + +    + KE++R+VAI  EL  
Sbjct: 294 -----STISGGNIDMDPFIDALPILAVLCCFATSPSHLYNARGAKDKESDRIVAITEELQ 348 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           K+GA ++   D  +I  P  L   ++ +++DHR+AMA S+AA  A    +I D  C +KT 
Sbjct: 349 KMGACIQPCHDGLLIN-PSPLYGASMFSHNDHRIAMALSIAAMHASGDSSISDTECVKKT 407 
 
Query: 432 FPDYFDVLSTFVKN 445 
           FP++  +L++   N 
Sbjct: 408 FPNFIQILNSLHAN 421 
 
 
>gb|ACN18643.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  139 bits (350), Expect = 9e-31,   Method: Compositional matrix adjust. 
 Identities = 121/436 (27%), Positives = 218/436 (50%), Gaps = 27/436 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +      
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIEETEEEIIV 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
              G  G       + +  L +GN+G  +R +   +  AG +   V+ G   + +RP+   
Sbjct: 72  HGTGFDGL-----KQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMNR 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G+ 
Sbjct: 125 VMLPLQQMGAKMHGKDGSEFAPITINGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEGE 183 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
             I   +K       + T  ++ +FG + E  D   R  +KGGQK+ + +   V GD SS 
Sbjct: 184 TIIHEKEK-----TRDHTEHMIRQFGGEIEMDDLTIR--VKGGQKF-TGQEMTVPGDVSS 235 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG       
Sbjct: 236 AAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGTV 292 
 
Query: 316 GRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTE 370 
             K   LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TE 
Sbjct: 293 VVKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATE 352 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCT 428 
           L K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P    
Sbjct: 353 LNKMGADITPTEDGLIIHGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAV 412 
 
Query: 429 RKTFPDYFDVLSTFVK 444 
             ++P +F+ + + +K 
Sbjct: 413 SVSYPTFFEDIRSLLK 428 
 
 
>ref|ZP_07462927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           ATCC 6249] 
 gb|EFM31180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
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           ATCC 6249] 
          Length = 427 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 122/443 (27%), Positives = 215/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLHLKGTKNLKPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG   + S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GQLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSRVELKNVGINETRTGI--LDVIRAMGGKLEITEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  +++   +P +   L ++AL A   +G T I+D    +VKET+ 
Sbjct: 289 TLTVESSE------LKGTEISGALIPRLIDELPIIALLATQAEGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGAEITPTADGMIIKGKSSLHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L   + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLENLI 425 
 
 
>ref|ZP_06966618.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ktedonobacter 
           racemifer DSM 44963] 
 gb|EFH89729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ktedonobacter 
           racemifer DSM 44963] 
          Length = 450 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 132/447 (29%), Positives = 211/447 (47%), Gaps = 30/447 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I ++    I G  +LP SK  + R +L AAL++GT++V     S+D   +    R LG   
Sbjct: 16  IAIEEASRIQGKPELPSSKYFTLRYVLAAALAKGTSMVYYPAQSDDSEALFRGCRALGAQ 75 
 
Query: 67  ---VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V+A++   R   VG    +P   A + V L +GNAG  +R L   + A     T+V  
Sbjct: 76  LDWVDAEETILRVQGVG----YP--QAADAVTLNVGNAGAVLR-LLLGLGACLSEITFVT 128 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           D    + +RP  +L+  L  LGA         C P+ + G   L GGKV++SG+ SSQY+ 
Sbjct: 129 DHPQSLGKRPNRELLEALSTLGATYQAEGAEGCLPITLRG-SALHGGKVRISGARSSQYI 187 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL  APL    +EIEIID L S P+V  TL+++   G++ EHS       + G Q+Y+ 
Sbjct: 188 SALLFLAPLLPEGLEIEIIDGLKSQPFVRSTLQVLHEAGIQFEHSADLSHLSVPGKQQYQ 247 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL----EMMGAKVT 299 
           + +   + GD  SA+  ++ A I+      E        GD +  + L    + MGA++  
Sbjct: 248 A-REYILPGDYPSAAALIS-ACISATDPASELVLNRLKPGD-EIGDALLVAYQAMGAQLD 304 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                VTV G          L+ + V+ +++ D    L   A FA G +   ++ +   K 
Sbjct: 305 IAGEQVTVRGGTT-------LQGVRVDGDRIIDCIPVLVAAACFAQGESVFYNIETLHYK 357 
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Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA--C 415 
           E++R+  +  EL + G  V    D  I+   P        +D ++DHR+ MA ++    C 
Sbjct: 358 ESDRIDDLCAELRRAGCDVTPQRDAIIVRGRPQGIEGGVTVDGHNDHRLLMALAIVGMRC 417 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
               + +       K++P +F  L    
Sbjct: 418 RH-GLALTGSEHIAKSYPHFFAQLKEL 443 
 
 
>ref|ZP_05297675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J2-003] 
          Length = 428 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 120/435 (27%), Positives = 214/435 (49%), Gaps = 25/435 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G G     D      L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTGFGGLKQADGP----LDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  + F  V +M G+ V    +  T         
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI-FDVVKQMGGSLVVKDSSRSTGKLAGTVV 293 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTEL 371 
                LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL 
Sbjct: 294 VKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATEL 353 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
            K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P     
Sbjct: 354 NKMGADITPTEDGLIIHGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVS 413 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P +F+ + + +K 
Sbjct: 414 VSYPTFFEDIRSLLK 428 
 
 
>ref|YP_002771962.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevibacillus brevis 
           NBRC 100599] 
 sp|C0ZCE9.1|AROA_BREBN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAH43458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevibacillus brevis 
           NBRC 100599] 
          Length = 426 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 123/439 (28%), Positives = 212/439 (48%), Gaps = 29/439 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q  K+I GTV++PG KS+S+R ++  AL+EGTT ++  L   D    +   R +G+ +E 
Sbjct: 4   VQQAKQIKGTVRVPGDKSISHRAVMFGALAEGTTTIEGFLPGADCLSTISCFRRMGIEIE 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                  AV V   G + +++  +   L +GN+G  +R L A + A       V++G    
Sbjct: 64  QQG---DAVTVQGKGWYGLQEPSQ--HLDVGNSGTTIR-LMAGIMATQ-PFHVVMEGDES 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
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           + +RP+  ++  L+Q+GA +D     +  P+ + G  G   G    S   S+Q  SA+++ 
Sbjct: 117 IAKRPMRRVIGPLRQMGAKIDGRKDGEYTPLSIRG--GKLQGIAYQSPVASAQVKSAIML 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G   +       + P++  + T R+++ FGV+           ++GGQK K  + 
Sbjct: 175 AGLQAKGVTSV-------TEPHLSRDHTERMLQAFGVQVVRDGLT--VSVEGGQKLKG-R 224 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V GD SSA++ +A   +  G ++ +E  G    +  +   +V++ MG  +      + 
Sbjct: 225 AISVPGDISSAAFLIAAVMVVPGSSLLIENVGINPSRTGI--IDVVKAMGGSLELLNERI 282 
 
Query: 306 TVTGPPREPF-GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
               P  +       L  I++  + +P   D    +AV+A  A G T IRD    +VKET 
Sbjct: 283 VNEEPVADLLVTHSELHGIEIAGDIIPRLIDEIPVIAVMATQAKGQTVIRDAEELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPV 420 
           +R+  + ++L+K GA V    D  II     L    ID+  DHR+ MA ++A   AE    
Sbjct: 343 DRIATVVSQLSKFGAKVTPTDDGMIIGGKTGLTGAIIDSMGDHRIGMAMAIAGLIAEGET 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            I +      +FP + D+L 
Sbjct: 403 KIENDEAIDVSFPGFHDLL 421 
 
 
>gb|EGD37927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK160] 
          Length = 427 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 121/439 (27%), Positives = 217/439 (49%), Gaps = 35/439 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++ + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VRGLKGRIRVPGDKSISHRSIIFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVKIHGVGFEGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G  +      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVKIAGRTERDLPPLKMKGSKELQPIHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K I+  + E    ++ +FG + E      R  I+GGQ++ + +   V  
Sbjct: 179 QAQG--ESVIIEKEITRNHTE---DMIAQFGGQIEVKGKEIR--IQGGQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    + +E  G    +  +   EV+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIILENVGINETRTGI--LEVIEAMGGRMTLSDIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     L+   ++T  DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAIAPTEDGMIIEGKTTLHSAQVNTLGDHRIGMMTAIAALLAQSGQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            +      + ++P +F  L 
Sbjct: 403 ELERSEAIKTSYPSFFSDL 421 
 
 
>ref|ZP_06697675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1679] 
 gb|EFF26946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1679] 
          Length = 431 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
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 Identities = 131/441 (29%), Positives = 213/441 (48%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +  + G G    V+  +    + +GN+G  +R L   +  AG      L G   
Sbjct: 63  EEEEEMIK--IHGRGSHSFVQPTES---IDMGNSGTTIRLLMGIL--AGQPFMTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+         P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGKENEQYLPITVTGTNSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +   S       + G QK  + +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRI--SVEGKTITVTGPQKL-TGQQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNEQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|ZP_05658100.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,230,933] 
 gb|EEV41433.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           1,230,933] 
          Length = 431 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 131/441 (29%), Positives = 213/441 (48%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +  + G G    V+  +    + +GN+G  +R L   +  AG   T  L G   
Sbjct: 63  EEEEEVIK--IHGRGSHSFVQPTES---IDMGNSGTTIRLLMGIL--AGQPFTTTLFGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++ AD+         P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMSADLQGEENDQYLPITVTGTRSLSPIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK  + +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IIVTGPQKL-TGQQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNEQ 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I+D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGITIIKDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
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Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|YP_001704276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           abscessus ATCC 19977] 
 emb|CAM63622.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           abscessus] 
          Length = 431 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 136/429 (31%), Positives = 206/429 (48%), Gaps = 33/429 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSE---GTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
            I  T+ +PGSKS +NR L+LAAL+    GT+ V   L S D   M+ ALR+LG  +  D 
Sbjct: 14  SICATITMPGSKSQTNRALVLAALAAREGGTSTVSGALRSRDTDLMIRALRSLGFDIIGD 73 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  G G     +D    V   L  AG  +R L     AA  +A  V DG  + R 
Sbjct: 74  -GTDLTVSPGAG-----DDDASTVDCGL--AGTVLRFLPP--VAALRHAPTVFDGDEQAR 123 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA- 189 
            RPI  L+  L+  G  +D        P  V G G + GG+V +  S SSQ++S LL++  
Sbjct: 124 ARPIAPLLDALRSTGVGIDG----QHLPFTVTGTGQVQGGEVGVDASGSSQFVSGLLLSG 179 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  + G   +   D L S P+V MT+ ++   G+  + S    R+ I        P + + 
Sbjct: 180 AAFSAGLTAMNTADVLPSGPHVVMTVTMLREAGIAVDDSVP-GRWRID---PQPIPAHQW 235 
 
Query: 250 V-EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V E D S+A  F+A A  TGGTV + G    S Q   +  +V+      V+ T+T + VT 
Sbjct: 236 VIEPDLSNALAFIAPALATGGTVRITGWPRQSTQPARQIEDVVRQFAQTVSLTDTHLEVT 295 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVA 366 
                  G+     +D++++++ ++  T+A ++  A+    + +R +A  R  ET+R+ A 
Sbjct: 296 -------GQSGYGGVDLDLSEVGELTPTVAALSALAESGAVSTLRGIAHLRGHETDRLKA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  E+  LG   EE  D   I   + L      +Y DHRMA A +L       V++ D   
Sbjct: 349 LAHEINALGGRCEETQDGLRIVATD-LRGGVWGSYADHRMATAGALVGLKVPGVSVDDIA 407 
 
Query: 427 CTRKTFPDY 435 
            T KT PD+ 
Sbjct: 408 TTSKTLPDF 416 
 
 
>ref|ZP_06068698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter lwoffii 
           SH145] 
 gb|EEY90849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter lwoffii 
           SH145] 
          Length = 748 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 133/456 (29%), Positives = 216/456 (47%), Gaps = 42/456 (9%) 
 
Query: 5   EEIVLQP-IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++  +QP  K+  G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R + 
Sbjct: 305 QQFTIQPGAKKFQGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDM 364 
 
Query: 64  GLSVEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           G+S+E  K  +  +  VG  G K P      +  +++GN+G +MR L+  + A   ++   
Sbjct: 365 GVSIEGPKNGEVTIHGVGMQGLKAP------QSAIYMGNSGTSMRLLSGMLAAQKFDS-- 416 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           V+ G   + +RP+  +   L+++GA +        PPV + G   L G +  L  + S+Q 
Sbjct: 417 VMTGDASLSKRPMERIAKPLREMGAQIQTTGERGTPPVSITGNQNLKGIQYDLPMA-SAQ 475 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGG 239 
             S +L+A   A G+  +   +     P  + T R++  FG  VK E     +R  ++GG 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1028



 

 

Sbjct: 476 VKSGILLAGLWAEGETSVTEPE-----PTRDHTERMLRAFGYEVKTE----GNRISLQGG 526 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            K     N  V  D SSA++F+ GAAIT  + VT+E  G    +  V   E+L+ MGA + 
Sbjct: 527 GKLVG-TNIQVPSDISSAAFFMVGAAITENSDVTLEAVGINPTRTGV--VEILKQMGADI 583 
 
Query: 299 TWTETSVTVTGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
           T  E      G P       G + LK I +  +++P   D    L + A  A+G T +   
Sbjct: 584 T-VENERIAGGEPIADIRIRGTRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTILTG 642 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHR 405 
            A  RVKE++R+  +   L  +G       D  II    K            I+++ DHR 
Sbjct: 643 AAELRVKESDRIQVMADGLQTMGIDCTPTDDGIIIEGKGKSGDWSPIFTGGEIESHHDHR 702 
 
Query: 406 MAMAFSLAACAEV-PVTIRDPGCTRKTFPDYFDVLS 440 
           +AM+FS+A       + I        +FP + ++ S 
Sbjct: 703 IAMSFSIAGLRNSEQIKIVGTETVATSFPTFTELTS 738 
 
 
>ref|YP_001654695.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           434/Bu] 
 ref|YP_001653707.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           L2b/UCH-1/proctitis] 
 ref|ZP_07224087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           L2tet1] 
 sp|B0B7T5.1|AROA_CHLT2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B0BC00.1|AROA_CHLTB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAP04061.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           434/Bu] 
 emb|CAP07015.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           L2b/UCH-1/proctitis] 
          Length = 440 
 
 Score =  139 bits (350), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 121/433 (27%), Positives = 196/433 (45%), Gaps = 29/433 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS S R +L A+LS+GT++++N L S D   ML A   +G  V   +      
Sbjct: 17  GEIAVPPSKSHSLRAILFASLSKGTSIIENCLFSPDSQTMLTACEKMGAHVR--RIGDSL 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G     P           +GN+GIA+R LTA  T +      ++ G   ++ RPI   
Sbjct: 75  HIQGN----PDPHHCHPPYFHMGNSGIALRFLTALSTLSP--TPTLITGSHTLKRRPIAP 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LKQLGA +     +  P       G L  G V +SG   SQY SAL + A LA    
Sbjct: 129 LLSSLKQLGAHIRQKTSSSIP---FTIHGPLSPGHVTISGQ-DSQYASALAITAALAPYP 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +        D     GGQ  +S   + V GD SS 
Sbjct: 185 LSFS-IENLKERPWFDLTLDWLHSLNISFLRDQ--DSLTFPGGQSLESFSYS-VPGDYSS 240 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  +   ++  +    +    +   QGD     +L+ +GA +   +  + +   P    
Sbjct: 241 AAFLASFGLLSSSSKPTILRNLPSQDSQGDKLLFSLLKQLGAHILIEKHHIEMH--PSS- 297 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                    +++M+   D    LAV+  FA  P+ + +    + KE+ R+ AI  EL K+ 
Sbjct: 298 -----FSGGEIDMDPFIDALPILAVLCCFAKNPSRLYNALGAKDKESNRIEAIAHELQKM 352 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTF 432 
           G SV    D   I  P +L+   +D+++DHR+AMA ++A    +     + +  C  K+F 
Sbjct: 353 GGSVHPTRDGLYIE-PSRLHGAVVDSHNDHRIAMALAVAGVHASSGQTLLCNTQCINKSF 411 
 
Query: 433 PDYFDVLSTFVKN 445 
           P +     T   N 
Sbjct: 412 PHFVIAAQTLHAN 424 
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>ref|YP_139166.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus LMG 18311] 
 sp|Q5M551.1|AROA_STRT2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAV60351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus LMG 18311] 
          Length = 427 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 120/434 (27%), Positives = 218/434 (50%), Gaps = 37/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D     
Sbjct: 10  LRGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDGDVV 69 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   + +RP 
Sbjct: 70  RIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFDVEMFGDDSLSKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA  A 
Sbjct: 122 MDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIHYELPVA-SAQVKSALIFAALQA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  II+K  +  + E    ++++FG + +      R  I GGQ + + +   V GD 
Sbjct: 181 --DGESVIIEKEKTRNHTE---DMIQQFGGQLQVEGKEIR--ISGGQTF-TAQEVVVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++L AG  +    + ++  G    +  V   +V++ MG K+  ++      S T+ 
Sbjct: 233 ISSAAFWLVAGLVVPNSKIVLKNVGINETRTGV--IDVIKDMGGKIKLSDIDQVAKSATI 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T    E      LK  ++  + +P +   L ++ L A    G T IRD    +VKET+R+ 
Sbjct: 291 TVETSE------LKGTEIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  IIT    L+   ++T+ DHR+ M  ++AA    +  V + 
Sbjct: 345 QVVADALNAMGADIVPTEDGMIITGKTPLHGAEVNTFGDHRIGMMTAIAALLVQDGEVDL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P +F 
Sbjct: 405 QRAEAINTSYPSFF 418 
 
 
>ref|NP_622666.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           tengcongensis MB4] 
 sp|Q8RB11.1|AROA_THETN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAM24270.1| 5-enolpyruvylshikimate-3-phosphate synthase [Thermoanaerobacter 
           tengcongensis MB4] 
          Length = 423 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 124/434 (28%), Positives = 219/434 (50%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R +++ +++EG T V+N L ++D    +  +R LG+ ++ ++    
Sbjct: 11  LKGVISVPGDKSISHRAVMIGSIAEGLTEVENFLVAKDTLSTVECMRKLGVDIKLER--N 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  V G G       +K    L +GN+G  +R L   +  AG     +L G   ++ RP+ 
Sbjct: 69  RVKVYGKGLYL----SKSSEVLDVGNSGTTIRLLMGIL--AGQEFETILTGDDSIKRRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G ++V L  +GA ++   G +  PV++ G G L G + K+  + S+Q  S++++A+  A  
Sbjct: 123 GRVIVPLTLMGAKIEAREG-NFAPVKIRG-GKLRGIEYKMPIA-SAQVKSSIMLASLYAE 179 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   IE  +  +S  + E+   +++ FG + E      + +   G K K  K   V GD  
Sbjct: 180 GRTVIE--EPALSRNHTEL---MLQTFGARIEIDGK--KIFCYPGSKLKGQK-IIVPGDI 231 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPR 312 
           SSA+YF+  A +     V ++       +  +   +VL+ MG  V    E  V        
Sbjct: 232 SSAAYFIVAANLLPNSEVVIKDVNVNPTRTGI--IDVLKGMGGNVELINERYVNNEKIAD 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                  LK I++  + +P   D    +AV A+FA+G T I++    +VKE+ R+ ++ + 
Sbjct: 290 IVVKSSKLKGIEIGGDLIPKLIDEIPVIAVAAVFAEGTTVIKNAEELKVKESNRIKSMTS 349 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCT 428 
           EL K+GA + E  D  II     L    +++Y+DHR+AM+  +A   AE    I+   C  
Sbjct: 350 ELGKMGAKIFETEDGMIIEGTGFLRGAEVESYNDHRVAMSLWIAGLLAEGRTIIKKAECV 409 
 
Query: 429 RKTFPDY---FDVL 439 
             ++PD+   FD+L 
Sbjct: 410 DVSYPDFYKTFDML 423 
 
 
>ref|ZP_02425601.1| hypothetical protein ALIPUT_01748 [Alistipes putredinis DSM 17216] 
 gb|EDS02229.1| hypothetical protein ALIPUT_01748 [Alistipes putredinis DSM 17216] 
          Length = 658 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 134/456 (29%), Positives = 218/456 (47%), Gaps = 48/456 (10%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV +P SKS++ R +L AAL+ G + + N     D+   +  +R +G  + +D        
Sbjct: 215 TVAVPCSKSVAQRAVLAAALAAGESRLANYAPCNDIVGAVEVIRGMGCRIASDGTTLH-- 272 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT---AAVTAAGGNATYVLDGVPRMRERPI 134 
           + G G +     +K E     G +G+  R LT   + ++A  G A   + G   + +R + 
Sbjct: 273 IEGVGAERLGRCSKIET----GESGLLTRLLTPLASHISALNGGAPVEISGHGSILKRNL 328 
 
Query: 135 GDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
            + V  L++ G  V C    +   P R+ G  G+   ++  SG  SSQ +S  LM  PL  
Sbjct: 329 HEAVAALREAG--VHCSAREEGYLPFRIEG--GITRREIAFSGRESSQTVSGFLMTLPL- 383 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--------------FYIKGG 239 
           L D  +  + +  SIPY+E+TLR + RFG++ +    +D               F + GG 
Sbjct: 384 LQDATVLTVTEPSSIPYLELTLRTLTRFGIRLDREAFYDGGCGGRKPGTPSKIVFSVPGG 443 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT-----SLQGDVKFAEVLEMM 294 
           Q+Y+ P + +++ D SSA+YF    A+      +EG         SLQ D K  ++L    
Sbjct: 444 QEYR-PSDLFLDADWSSAAYFAVAGAVASSLGRIEGITLRNMRLDSLQADEKILDILRSC 502 
 
Query: 295 GAKVTWTETSVTVTGP-PRE-------PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
           GA V+     V+V G  P +         GR+ LKA +V+    PD+   LAV+A   DG 
Sbjct: 503 GADVSVAPADVSVRGDMPGDLQNISVTATGRR-LKAFEVDATHCPDLFPILAVLAAHCDG 561 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHR 405 
            + I  V     KE+ R   I  E   LGA ++ +G +  +   P  L+   + +++DHR 
Sbjct: 562 TSRIAGVGRLTQKESNRAETIYAEFRTLGARIDIQGDEMFVTGGP--LHGGDVRSHNDHR 619 
 
Query: 406 MAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +AM+  +A      PV + D  C  K+FP + D+L+ 
Sbjct: 620 IAMSLIVAGLFTPEPVRLDDVKCIDKSFPSFLDLLA 655 
 
 
>ref|ZP_06198713.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           M143] 
 gb|EFA24327.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           M143] 
          Length = 427 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 120/438 (27%), Positives = 211/438 (48%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
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           I+ + G +++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGNIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSIAGQTERDLPPLRLKGTKNLTPIHYELPIA-SAQVKSALMFAAI 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE   +V    
Sbjct: 231 GDISSAAFWLVAGLIVPDSRVVLQNVGINETRTGI--IDVIRAMGGKLEVTEID-SVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  +++   +P +   L +++L A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLTVESSDLKGTEIDGALIPRLIDELPIISLLATQAHGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II    +L+   ++T+ DHR+ M  S+AA    +  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSRLHGARVNTFGDHRIGMMTSIAALLVKDGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L T + 
Sbjct: 408 EAINTSYPSFFDDLETLI 425 
 
 
>ref|ZP_06598775.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oribacterium sp. oral 
           taxon 078 str. F0262] 
 gb|EFE91703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oribacterium sp. oral 
           taxon 078 str. F0262] 
          Length = 443 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 132/440 (30%), Positives = 218/440 (49%), Gaps = 29/440 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G + +PG KS+S+R L+L+AL+EG T +   L   D    +  LR +G+S+E+ +  
Sbjct: 10  RALRGELTVPGDKSISHRALMLSALTEGETRIRGFLYGADCISTIRCLREMGVSIESREG 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                ++  G       A E + L  GN+G  MR L+  ++A   ++  VL G   +R R 
Sbjct: 70  ESGPELLLRGVGLRGLRAPERI-LDCGNSGTTMRLLSGLLSAQRFDS--VLSGDESIRRR 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G ++  L ++GAD+    G    P+ ++G   L G   + S   S+Q  SA+L+A    
Sbjct: 127 PMGRVIRPLTEMGADIFSERGDGRAPLHIHG-RALRGISYE-SPLASAQVKSAILLAGLY 184 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFYIKGGQKYKS-PKNA 248 
           A G  E  +I+  +S  + E   R++   GV  E    +D      ++  ++  S P    
Sbjct: 185 AEG--ESRVIEPGLSRDHSE---RMLRSLGVPIESRTLFDGRTEIRLRPVERLASFPNPL 239 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           ++ GD SSA+YFL  A I  G  + +   GT   +  +   EV   MG  ++ +E +  + 
Sbjct: 240 FIPGDISSAAYFLTAALIVPGSELLLRNVGTNPTRDGI--LEVYRSMGGDIS-SERNRII 296 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVV---ALFADGPTAIRDVASWRVKETE 362 
            G        +H  L    ++   +P +   L V+   A  A+G T I+D A  R KE++ 
Sbjct: 297 AGEEVSDLRVRHSKLHGTTISGALIPRLIDELPVIAAAAAAAEGETLIKDAADLRQKESD 356 
 
Query: 363 RMVAIRTELTKLGASVEEGPD-YCIITPPEKLNV--TAIDTYDDHRMAMAFSLAACAEVP 419 
           R+ A+   L  LG SVEE  D   I+   EKL++    ID+  DHR+AM+F++    E P 
Sbjct: 357 RISAVAEGLRALGVSVEEREDGMRILGQGEKLSLREAEIDSRGDHRIAMSFAVLGLLEEP 416 
 
Query: 420 ---VTIRDPGCTRKTFPDYF 436 
              + I    C R ++PD+F 
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Sbjct: 417 GSFLRIHGSDCIRISYPDFF 436 
 
 
>ref|ZP_04156369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock3-17] 
 gb|EEM11961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock3-17] 
          Length = 464 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 123/438 (28%), Positives = 214/438 (48%), Gaps = 33/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++  A++EGTT + N L  ED    +   R LG+ +E D     
Sbjct: 50  LNGTIAVPGDKSISHRAVMFGAIAEGTTKISNFLLGEDCLSTIACFRKLGIMIEEDG--- 106 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+V   G   +++ KE   L +GN+G  +R +   +  A  + T + D    + +RP+ 
Sbjct: 107 NDVIVYGKGLAGLQEPKE--VLDVGNSGTTIRLMLGILANAPFHCTIIGD--ESIGKRPM 162 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+++ A ++        P+ + G G + G     S   S+Q  SA+L+A      
Sbjct: 163 KRVTAPLREMDAQIEGREDGQYTPLSIRG-GNIKGIHYH-SPVASAQVKSAILLAG--LQ 218 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+    + + L S  + E   R++  FG   E +       ++GGQ     +   V GD  
Sbjct: 219 GEGVTSVTEPLQSRDHTE---RMLRAFG--CEVNVEGRTVSLQGGQSLVGTE-IEVPGDV 272 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++FL AGA +    + ++  G    +  +   +VL  MGA ++       V     E 
Sbjct: 273 SSAAFFLVAGAIVPNSKLVLKNVGLNPTRTGI--LDVLSEMGALISIR----NVRNEEFE 326 
 
Query: 314 PFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMV 365 
           P G        LK I++  + +P +   + ++AL A    G T I+D    +VKET R+  
Sbjct: 327 PCGDITIETSELKGIEIGGSLIPRLIDEIPIIALLATQATGTTIIKDAEELKVKETNRIN 386 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
            +  EL KLGA +E  PD  II   +KL    ++++ DHR+ M  ++A+C AE  + I + 
Sbjct: 387 TVVDELRKLGAEIEATPDGMIINGNQKLQGNIVNSHGDHRIGMMLAIASCIAEGEMQIEN 446 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 ++P++F+ L +  
Sbjct: 447 GDAVAVSYPNFFEQLESL 464 
 
 
>ref|ZP_07319485.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium vaginae 
           PB189-T1-4] 
 gb|EFL44361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium vaginae 
           PB189-T1-4] 
          Length = 447 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 136/461 (29%), Positives = 209/461 (45%), Gaps = 58/461 (12%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            ++++P  ++SGT++   SKS+++RIL+LAALS+G   VD    S+D+   +  L  LG  
Sbjct: 2   NVIIEP-HQLSGTIRAISSKSMAHRILILAALSDGIVDVDCTTTSQDIDTTVSCLEALGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ-------------LFLGNAGIAMRSLTAAV 112 
            +   K   R  + G   ++     KE +              L    +G   R + A   
Sbjct: 61  RITKTKRGWR--IRGIRSQYS-SAPKEAISADNTPARLEDMPILNCKESGSTFRFMVAVC 117 
 
Query: 113 TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP---- 168 
            A GG+  +V  G  R+ +RP+  L   L   G             + ++  G  P     
Sbjct: 118 AALGGSFCFV--GAKRLAQRPLEPLYSLLSNAG-------------ITLSEQGEFPFTLT 162 
 
Query: 169 ----GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 224 
                   KL G++SSQY+S LL+AA  A     I +     S  YV MT++ +  FGV+ 
Sbjct: 163 GALTATTFKLKGNVSSQYISGLLLAACAAQAAFTIVVEAPFESQDYVSMTIQALSYFGVQ 222 
 
Query: 225 AE------HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
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            E       SD W  F + G Q     +   VE D S+AS++LA  A+ G  V VEG    
Sbjct: 223 VEVTKPENTSDPWI-FAVNGTQMRCPLQPVVVEADWSNASFWLAAGAM-GHNVRVEGLNL 280 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 338 
            SLQGD +    L   GA V   E +V V          K ++   + +N + D+A  LA 
Sbjct: 281 ASLQGDRRILSCLMNFGAHVEQQEHAVEVHA--------KLMRGCTLELNDIIDLAPPLA 332 
 
Query: 339 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTA 397 
             A FA G T +      ++KE+ R+VAI   L+ LGA +    D   I    +LN     
Sbjct: 333 ATACFAWGNTTLTGAHRLQLKESNRIVAITRALSALGADITADDDAIYIHGRGRLNGAGT 392 
 
Query: 398 IDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFD 437 
           +   +DHR+AM  ++ A  +    T+    C  K++P +F+ 
Sbjct: 393 VSCANDHRIAMMAAICAAGSSRSCTLIGAECVAKSYPSFFE 433 
 
 
>ref|ZP_06727521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           haemolyticus ATCC 19194] 
 gb|EFF82783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           haemolyticus ATCC 19194] 
          Length = 749 
 
 Score =  139 bits (349), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 133/448 (29%), Positives = 211/448 (47%), Gaps = 41/448 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K  +G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KTFTGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMHGLKVPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+++GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLREMGAQIQTTGEKGTPPVSITGSQALKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G   +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 485 LWAEGVTSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K        N   I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTDDGIIIEGKGKSGDWSAIFNGGEIESHHDHRIAMSFSIAG 711 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDVLST 441 
                 +TI        +FP + ++ +T 
Sbjct: 712 LRTAGAITIHGTETVATSFPTFTELANT 739 
 
 
>ref|ZP_08049983.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           C300] 
 gb|EFX56773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           C300] 
          Length = 427 
 
 Score =  138 bits (348), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 121/443 (27%), Positives = 215/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
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Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLTK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLHLKGTKKLTPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLIGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +   +V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSSVVLQNVGINETRTGI--IDVIRAMGGKLEITEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGETVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II    +L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVTDALNSMGADITPTADGMIIKGKSRLHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_06674770.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1039] 
 gb|EFF31861.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1039] 
          Length = 431 
 
 Score =  138 bits (348), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 132/441 (29%), Positives = 211/441 (47%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +  + G G    V+       + +GN+G   R L   +  AG   T  L G   
Sbjct: 63  EEEEEVIK--IHGRGSHSFVQPT---APIDMGNSGTTSRLLMGIL--AGQPFTTTLVGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+         P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGNENDQYLPITVTGTRSLSTIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK  + +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IMVTGPQKL-TGQQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FLA G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFLAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNEH 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGVTIIEDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
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>ref|ZP_07547402.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           wiegelii Rt8.B1] 
 gb|EFN49351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           wiegelii Rt8.B1] 
          Length = 423 
 
 Score =  138 bits (348), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 124/443 (27%), Positives = 214/443 (48%), Gaps = 30/443 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I ++  + + G + +PG KS+S+R +++ +++EG T ++N L  ED    +  ++ LG+ 
Sbjct: 2   DIEVKKKRFLKGIISVPGDKSISHRAVMIGSIAEGITEIENFLLGEDCISTINCMKNLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E      +   V   GK    +  E++ L +GN+G  +R L   +  AG      L G 
Sbjct: 62  DIEL-----KGTNVKVHGKGLYLNKSEKI-LDVGNSGTTIRLLMGIL--AGQKFETTLTG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              ++ RP+G ++  L  +GA ++   G +  P+ V G   L G   K+  + S+Q  S+ 
Sbjct: 114 DDSIKRRPMGRVITPLSMMGAKIEAREG-NFAPLTVFG-NKLKGIYYKMPIA-SAQVKSS 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +++A+  A     IE        P    T  +   FG K E + +    Y   G K +   
Sbjct: 171 IMLASLYADDKTTIEE-----PYPSRNHTELMFSSFGAKVEVTGTKITCY--PGYKLQGQ 223 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           K   V GD SSA+YF+  A I     VT++       +  +   +V++ MG  V  T    
Sbjct: 224 K-IVVPGDISSAAYFIVAATIVPNSEVTIQDVNVNHTRTGI--IDVIKEMGGNVVLTNER 280 
 
Query: 305 VTVTGPPRE-PFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           V       +       LK I++  + +P   D    +AV A+F++G T I+D    +VKE 
Sbjct: 281 VVNNEKVADITIKTSRLKGIEIGGSLIPRLIDEIPVIAVAAVFSEGKTVIKDAEELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           + R+  I +EL K+GA + E  D  II     L    +++Y+DHR+AM+  +A   AE   
Sbjct: 341 SNRINTITSELKKMGAKIFETEDGMIIEGTGFLKGNTVESYNDHRIAMSLWVAGLMAEGE 400 
 
Query: 420 VTIRDPGCTRKTFPDY---FDVL 439 
             I++  C   ++PD+   FD+L 
Sbjct: 401 TKIKNAECVNISYPDFYKTFDML 423 
 
 
>ref|ZP_06341249.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bulleidia extructa 
           W1219] 
 gb|EFC06101.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bulleidia extructa 
           W1219] 
          Length = 405 
 
 Score =  138 bits (348), Expect = 1e-30,   Method: Compositional matrix adjust. 
 Identities = 115/422 (27%), Positives = 196/422 (46%), Gaps = 42/422 (9%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           ++K+P SKS  +R L+ A+LS+  + + NL N++D+   +  L+ LG+S   + +      
Sbjct: 15  SLKMPTSKSYGHRSLIAASLSKEVSTIQNLPNNQDIQTTMACLKKLGVSFRQEGSQTTI- 73 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                  +P    +  V L    +G  +R L   V    G+      G  R+ ERP     
Sbjct: 74  -------YPKWKIQNSVVLDCHESGSTLRFLIPLVLI--GDRIVKFQGTKRLLERP---- 120 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
               + L  + + F       + V G   +  G   + G+ISSQ+++ LL+A PL  GD  
Sbjct: 121 QTIYEFLAREKEFFFEKTAHSIFVKG--PIQAGHFVVDGTISSQFITGLLLALPLLKGDS 178 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
            +EI  +L+S  YVE+TL ++   G++ E ++    F I G Q Y++ K   VEGD SSA 
Sbjct: 179 TLEIQGELVSKDYVEITLDVLCLAGIRIERTNHL--FMIPGNQHYQAFKYE-VEGDYSSA 235 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
           ++  A A +    +++E   + S Q D K    LE +                        
Sbjct: 236 AFLYALAFLHRKELSIENLNSFSKQADFKILAFLEQV----------------------- 272 
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Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           K+ KA   ++   PD+   L  V+   +G +   ++   R KE++R+ A+R EL KLG   
Sbjct: 273 KNRKASSFDLEGCPDLGPILMAVSSQLEGTSHFVNIKRLRFKESDRIEAMREELKKLGIE 332 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
           ++ G +   IT  +      +  + DHR+ MA S+ A       I      +K++P++F+ 
Sbjct: 333 MKVGENEAFITGGKLRPNQILSGHHDHRIVMALSVLATLTKNTVIEGANAIQKSYPNFFE 392 
 
Query: 438 VL 439 
            L 
Sbjct: 393 DL 394 
 
 
>ref|ZP_05380739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           70] 
 ref|ZP_05381662.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           70s] 
          Length = 440 
 
 Score =  138 bits (348), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 119/423 (28%), Positives = 194/423 (45%), Gaps = 29/423 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS S R +L A+LS+GT++++N L S D   ML A   +G  V   +      
Sbjct: 17  GEIAVPPSKSHSLRAILFASLSKGTSIIENCLFSPDSQAMLTACEKMGAHVR--RIGDSL 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G     P           +GN+GIA+R LTA  T +      ++ G   ++ RPI   
Sbjct: 75  HIQGN----PDPHHCHPRYFHMGNSGIALRFLTALSTLSP--TPTLITGSHTLKRRPIAP 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LKQLGA +     +  P       G L  G V +SG   SQY SAL + A LA    
Sbjct: 129 LLSSLKQLGAHIRQKTSSSIP---FTIHGPLSPGHVTISGQ-DSQYASALAITAALAPYP 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +        D     GGQ  +S   + V GD SS 
Sbjct: 185 LSFS-IENLKERPWFDLTLDWLHSLNISFLRDQ--DSLTFPGGQSLESFSYS-VPGDYSS 240 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  +   ++  +    +    +   QGD     +L+ +GA +   +  + +      P 
Sbjct: 241 AAFLASFGLLSSSSKPTILRNLPSQDSQGDKLLFSLLKQLGAHILIEKHHIEM-----HP 295 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                    +++M+   D    LAV+  FA  P+ + +    + KE+ R+ AI  EL K+ 
Sbjct: 296 ---SSFSGGEIDMDPFIDALPILAVLCCFAKNPSRLYNALGAKDKESNRIEAIAHELQKM 352 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTF 432 
           G SV    D   I  P +L+   +D+++DHR+AMA ++A    +     + +  C  K+F 
Sbjct: 353 GGSVHPTSDGLYIE-PSRLHGAVVDSHNDHRIAMALAVAGVHASSGQTLLCNTQCINKSF 411 
 
Query: 433 PDY 435 
           P + 
Sbjct: 412 PHF 414 
 
 
>gb|ACN18424.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  138 bits (348), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 121/436 (27%), Positives = 217/436 (49%), Gaps = 27/436 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +      
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIEETEEEIIV 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
              G  G       + +  L +GN+G  +R +   +  AG +   V+ G   + +RP+   
Sbjct: 72  HGTGFDGL-----KQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMNR 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
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           +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G+ 
Sbjct: 125 VMLPLQQMGAKMHGKDGSEFAPITINGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEGE 183 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
             I   +K       + T  ++ +FG + E  D   R  +KGGQK+ + +   V GD SS 
Sbjct: 184 TIIHEKEK-----TRDHTEHMIRQFGGEIEMDDLTIR--VKGGQKF-TGQEMTVPGDVSS 235 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG       
Sbjct: 236 AAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGTV 292 
 
Query: 316 GRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTE 370 
             K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TE 
Sbjct: 293 VVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATE 352 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCT 428 
           L K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P    
Sbjct: 353 LNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAV 412 
 
Query: 429 RKTFPDYFDVLSTFVK 444 
             ++P +F+ + + +K 
Sbjct: 413 SVSYPTFFEDIRSLLK 428 
 
 
>ref|ZP_01627121.1| response regulator receiver domain protein (CheY-like) [marine 
           gamma proteobacterium HTCC2080] 
 gb|EAW40126.1| response regulator receiver domain protein (CheY-like) [marine 
           gamma proteobacterium HTCC2080] 
          Length = 432 
 
 Score =  138 bits (348), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 126/444 (28%), Positives = 216/444 (48%), Gaps = 29/444 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
             V+QP  +++G  ++PG KS+S+R ++L +L+EG T V   L  ED    + A R +G+ 
Sbjct: 2   RFVVQPGGQLTGEHRVPGDKSMSHRSVMLGSLAEGVTEVAGFLEGEDALRTIAAFRQMGV 61 
 
Query: 66  SVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++E  +A    +  VG  G    ++A +     LGNAG  MR     +  AG N    L  
Sbjct: 62  TIEGPEAGSLKISGVGLHGLMAPQEAID-----LGNAGTGMRLFAGIL--AGQNFDSELI 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+G ++  L ++GA +D  L    PP+ ++G   L G    L  + S+Q  S 
Sbjct: 115 GDASLMQRPMGRVINPLSRMGARIDS-LSQGRPPLLISGGQSLQGIHYDLPIA-SAQVKS 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +L+A   A G   +         P  + T R++  FG   + ++      + GG +    
Sbjct: 173 CVLLAGLYAKGRTSVT-----EPAPTRDHTERMLIGFGYDVDSTNGV--IGLDGGGRLMG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +  +  D SSA++ L GA+I  G+ V ++  G    +  V    +L +MGA ++     
Sbjct: 226 -TSIDIPADVSSAAFLLVGASIAPGSDVLLKHVGMNPTR--VGVLNILTLMGADISVLNP 282 
 
Query: 304 SVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
              + G P      ++  L  ID+  +++P   D    L + A  A G T +R  +  RV 
Sbjct: 283 R-EIGGEPVADLQVRYAPLHGIDIPEDEVPLAIDEFPALFIAAACASGTTTLRGASELRV 341 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE++R+ A+   L  LG   E  PD  +I    KL   +++T+ DHR+AMAF++A   A  
Sbjct: 342 KESDRIAAMAEGLDTLGIKNEPTPDGIVIE-GGKLGGGSVNTFHDHRIAMAFAIAGLRAS 400 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLST 441 
             + + D      +FP + +++S+ 
Sbjct: 401 AAIEVLDCDHVATSFPGFAELISS 424 
 
 
>ref|ZP_03729562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dethiobacter 
           alkaliphilus AHT 1] 
 gb|EEG77697.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dethiobacter 
           alkaliphilus AHT 1] 
          Length = 432 
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 Score =  138 bits (348), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 129/447 (28%), Positives = 209/447 (46%), Gaps = 51/447 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R +LL +L+ G T +   L  ED    +  ++ LG+ V+ + +   
Sbjct: 11  LTGEITVPGDKSVSHRAVLLGSLANGETRISGFLTGEDCLSTVSCMQKLGVPVQVNGSDV 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG  G    ED      L  GN+G   R L   +  AG     V+ G   +R+RP+ 
Sbjct: 71  TVNGVGLEGLREPEDI-----LDCGNSGTTARLLLGVL--AGQPFYSVMTGDSSLRKRPM 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTD-------------CPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           G +   LKQ+GA++   LG D               P+  N            S   S+Q 
Sbjct: 124 GRVTKPLKQMGAEI---LGRDDGKLLPLSVLHGRLRPIHYN------------SPVASAQ 168 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
             SA+L+A   A G   +   +K       + + R++  FG + E   +  R +   G+  
Sbjct: 169 VKSAVLLAGLFADGVTAVTEPEK-----SRDHSERMLAAFGAEVEVDGNTVRVH---GKP 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
               +   V GD SSA++FL  A+I  G+ + V+  G    +  V   EVL+ MGA +   
Sbjct: 221 KLQGQTVRVPGDISSAAFFLVAASIVPGSDLLVKNVGVNPTRTGV--LEVLKDMGADLEL 278 
 
Query: 301 TETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
               V    P  +   R K L+ +++  + +P   D    LAV A+FA G T +RD A   
Sbjct: 279 VNERVESGEPVADIRVRAKELQGVEIGGDIVPRLIDELPVLAVAAMFAKGKTVVRDAAEL 338 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           +VKET+R+ A+  E  KLGA+V    D  ++     L+     +  DHR+AM+  +AA   
Sbjct: 339 KVKETDRIAAVVEEFDKLGAAVTATEDGFVVEGGRPLSGAIAHSRGDHRIAMSLCVAALA 398 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A+  VT+ +P     ++P+++D L    
Sbjct: 399 AQGAVTVEEPESVAISYPNFWDTLQEL 425 
 
 
>sp|Q2JLV2.2|AROA_SYNJB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 444 
 
 Score =  138 bits (348), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 135/450 (30%), Positives = 209/450 (46%), Gaps = 31/450 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L P K + G V +PG KS+S+R L+L +L+EG T +  LL  ED        R LG   
Sbjct: 11  LTLSPAKGLRGQVSIPGDKSISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGAD 70 
 
Query: 67  V-EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           + E +    R   VG G      D      L  GN+G  +R L   + A      + + G 
Sbjct: 71  ISELNSECVRIRGVGLGQLQEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTG 124 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+G +V  L+Q+GA +    G    P+ V G G L G   + S   S+Q  S  
Sbjct: 125 DRSLRSRPMGRVVEPLRQMGASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSC 182 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A  LA      ++ +  +S  + E   R++  FG   +         + GG +     
Sbjct: 183 LLLAGLLAE--GTTQVTEPALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG- 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA+++L   +I   + + +   G    +       VL+ MGA +   E   
Sbjct: 237 QRVQVPGDISSAAFWLVAVSIVPESELLLRDVGLNPTR--TGALRVLQEMGADIQ-IENL 293 
 
Query: 305 VTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             + G   EP G        L+   +  + +P   D    LAV A FA+G T IRD A   
Sbjct: 294 REMAG---EPLGDLRVRSARLRGCTIAGDLIPTLIDEIPVLAVAAAFAEGITVIRDAAEL 350 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+ A+  EL+++GA V E PD   I     L+   +D+++DHR+AM+  +AA   
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Sbjct: 351 RVKESDRLSAMAQELSRMGAQVAEYPDGLEIKGGIPLHGAEVDSHEDHRIAMSLMVAALG 410 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A+    +R   C R ++PD+   L     + 
Sbjct: 411 AQGSTLLRGADCARISYPDFIPTLQRLTAS 440 
 
 
>ref|YP_328180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           A/HAR-13] 
 ref|YP_002887985.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           B/Jali20/OT] 
 ref|YP_002888867.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           B/TZ1A828/OT] 
 sp|Q3KLZ0.1|AROA_CHLTA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAX50632.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           A/HAR-13] 
 emb|CAX09925.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           B/TZ1A828/OT] 
 emb|CAX10818.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           B/Jali20/OT] 
          Length = 440 
 
 Score =  138 bits (348), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 122/431 (28%), Positives = 196/431 (45%), Gaps = 44/431 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS S R +L A+LS+GT++++N L S D   ML A   +G  V   +      
Sbjct: 17  GEIAVPPSKSHSLRAILFASLSKGTSIIENCLFSPDSQAMLTACEKMGAHVR--RIGDSL 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G     P           +GN+GIA+R LTA  T +      ++ G   ++ RPI   
Sbjct: 75  HIQGN----PDPHHCHPRYFHMGNSGIALRFLTALSTLSP--TPTLITGSHTLKRRPIAP 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LKQLGA +     +  P       G L  G V +SG   SQY SAL + A LA    
Sbjct: 129 LLSSLKQLGAHIRQKTSSSIP---FTIHGPLSPGHVTISGQ-DSQYASALAITAALAPYP 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +        D     GGQ  +S   + V GD SS 
Sbjct: 185 LSFS-IENLKERPWFDLTLDWLHSLNISFLRDQ--DSLTFPGGQSLESFSYS-VPGDYSS 240 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  +   ++  +    +    +   QGD     +L+ +GA +                 
Sbjct: 241 AAFLASFGLLSSSSKPTILRNLSSQDSQGDKLLFSLLKQLGAHIL--------------- 285 
 
Query: 315 FGRKHLKAI-------DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G+ H++         +++M+   D    LAV+  FA  P+ + +    + KE+ R+ AI 
Sbjct: 286 IGKHHIEMHPSSFSGGEIDMDPFIDALPILAVLCCFAKNPSRLYNALGAKDKESNRIEAI 345 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
             EL K+G SV    D   I  P +L+   +D+++DHR+AMA ++A    +     + +  
Sbjct: 346 AHELQKMGGSVHPTRDGLYIK-PSRLHGAVVDSHNDHRIAMALAVAGVHASSGQTLLCNT 404 
 
Query: 426 GCTRKTFPDYF 436 
            C  K+FP YF 
Sbjct: 405 QCINKSFP-YF 414 
 
 
>ref|NP_219875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           D/UW-3/CX] 
 ref|ZP_05353743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           6276] 
 ref|ZP_05382589.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           D(s)2923] 
 sp|O84371.1|AROA_CHLTR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAC67962.1| Phosphoshikimate 1-carboxyl vinyltransferase [Chlamydia trachomatis 
           D/UW-3/CX] 
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 gb|ADH18061.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           G/9768] 
 gb|ADH18983.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           G/11222] 
 gb|ADH19908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           G/11074] 
 gb|ADH97004.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           G/9301] 
 gb|ADI51042.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           D-EC] 
 gb|ADI52054.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           D-LC] 
          Length = 440 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 122/431 (28%), Positives = 196/431 (45%), Gaps = 44/431 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS S R +L A+LS+GT++++N L S D   ML A   +G  V   +      
Sbjct: 17  GEIAVPPSKSHSLRAILFASLSKGTSIIENCLFSPDSQAMLTACEKMGAHVR--RIGDSL 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G     P           +GN+GIA+R LTA  T +      ++ G   ++ RPI   
Sbjct: 75  HIQGN----PDPHHCHPRYFHMGNSGIALRFLTALSTLSP--TPTLITGSHTLKRRPIAP 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LKQLGA +     +  P       G L  G V +SG   SQY SAL + A LA    
Sbjct: 129 LLSSLKQLGAHIRQKTSSSIP---FTIHGPLSPGHVTISGQ-DSQYASALAITAALAPYP 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +        D     GGQ  +S   + V GD SS 
Sbjct: 185 LSFS-IENLKERPWFDLTLDWLHSLNISFLRDQ--DSLTFPGGQSLESFSYS-VPGDYSS 240 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  +   ++  +    +    +   QGD     +L+ +GA +                 
Sbjct: 241 AAFLASFGLLSSSSKPTILRNLSSQDSQGDKLLFSLLKQLGAHIL--------------- 285 
 
Query: 315 FGRKHLKAI-------DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G+ H++         +++M+   D    LAV+  FA  P+ + +    + KE+ R+ AI 
Sbjct: 286 IGKHHIEMHPSSFSGGEIDMDPFIDALPILAVLCCFAKNPSRLYNALGAKDKESNRIEAI 345 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
             EL K+G SV    D   I  P +L+   +D+++DHR+AMA ++A    +     + +  
Sbjct: 346 AHELQKMGGSVHPTRDGLYIE-PSRLHGAVVDSHNDHRIAMALAVAGVHASSGQTLLCNT 404 
 
Query: 426 GCTRKTFPDYF 436 
            C  K+FP YF 
Sbjct: 405 QCINKSFP-YF 414 
 
 
>ref|ZP_07638919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           NCTC 12261] 
 gb|EFN95913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           NCTC 12261] 
          Length = 427 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 123/443 (27%), Positives = 211/443 (47%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I  + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   ISHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  EVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLHLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
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Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRVVLKNVGINETRTGI--IDVIRAMGGKLEVTEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     LN   ++T+ DHR+ M  ++AA   AE  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALNSARVNTFGDHRIGMMTAIAALLVAEGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L   + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLENLI 425 
 
 
>ref|YP_003723243.1| 3-phosphoshikimate 1-carboxyvinyltransferase ['Nostoc azollae' 
           0708] 
 gb|ADI66120.1| 3-phosphoshikimate 1-carboxyvinyltransferase ['Nostoc azollae' 
           0708] 
          Length = 449 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 127/436 (29%), Positives = 202/436 (46%), Gaps = 31/436 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G +++PG KS+S+R L+LAA++EG T +  LL  ED        R LG  + E +    
Sbjct: 29  LQGRIRVPGDKSISHRALMLAAIAEGETQIQGLLLGEDPRSTANCFRVLGAEISELNTEF 88 
 
Query: 74  KRAVVVGCGG---KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            R   +G G     F V +A        GN+G  +R L   + A+     + + G   +R 
Sbjct: 89  VRVKGIGLGNFQEPFNVLNA--------GNSGTTIR-LMLGLLASHPGRFFTVTGDDSLR 139 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+  +V  L+Q+ A++    G    P+ + G    P   +     I+S  + + ++ A 
Sbjct: 140 ARPMSRVVKPLQQMAAEIWGRKGNSLAPLAIQGQALKP---IHYHSPIASAQVKSCILLA 196 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            L   + +    +  +S  + E   R++  FG +       +   + G  K    K   V 
Sbjct: 197 GLNT-EGQTTFTEPALSRDHSE---RMLRAFGAELSIDPETNSVTVTGNAKLYGQK-VIV 251 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA+++L AGA + G  + VE  G    +  V   E L MMGA +   E    V G 
Sbjct: 252 PGDISSAAFWLVAGAIVPGSDLVVENVGVNPTRTGV--LEALSMMGADIEL-ENQREVAG 308 
 
Query: 310 PPREPFG--RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P          LK+  +  + +P   D    LAV A FA G T IRD A  RVKE++R+ 
Sbjct: 309 EPVADLRVCSSQLKSCTIAGDIIPRLIDEIPILAVAAAFAQGTTIIRDAAELRVKESDRI 368 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
             +  +L ++GA V + PD   IT    L    +D+Y DHR+AM+ ++AA  A    TI  
Sbjct: 369 TVMAQQLNQMGAKVTQLPDGMEITGGTPLMGAEVDSYTDHRIAMSLAIAALNASGTTTIH 428 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
                  ++P++ + L 
Sbjct: 429 RAEAAAISYPNFTNTL 444 
 
 
>ref|YP_754026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophomonas wolfei 
           subsp. wolfei str. Goettingen] 
 sp|Q0AX99.1|AROA_SYNWW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI68655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophomonas wolfei 
           subsp. wolfei str. Goettingen] 
          Length = 428 
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 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 220/441 (49%), Gaps = 32/441 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + G V +   KS+S+R ++ +AL+ G +++ N L + D       LR LG+ + A   
Sbjct: 8   LKPLKGDVSVDADKSISHRAVIFSALAPGKSIIKNFLQANDTLSSCSCLRQLGIKIAAMD 67 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           +  +    G  G      ++    L  GN+G  MR +   ++A       +L+G   + + 
Sbjct: 68  SEMQVYGRGLSGF-----SEPHTVLDCGNSGTTMRLMAGLLSAQ--PFLSILNGDESLNQ 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L  +GA++      + PP+ + G   L G   +L  + S+Q  SAL++AA  
Sbjct: 121 RPMKRIIEPLGIMGANIQARQNGNYPPLVIRG-NRLSGLSYQLPVA-SAQVKSALMLAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            A  D E      L+S P    + + R++   G  A+ + +     +K G++ ++ +    
Sbjct: 179 NA--DSE-----TLLSEPQKTRDHSERMLTAMG--ADIAVNGLEIRLKPGKELQATE-FL 228 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A+I  G+ + +   G    +  +   E+L  MGA++   E   T++ 
Sbjct: 229 VPGDISSAAFFMVAASIIPGSELLIRHVGVNPSRAGI--IEILNEMGARIKL-ENERTIS 285 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P       H  L+AID++   +P   D    LAV    A+G + +R  A  RVKET+R 
Sbjct: 286 GEPVADLIVSHSRLQAIDIDGAVIPRLIDEIPILAVAMALAEGESTVRGAAELRVKETDR 345 
 
Query: 364 MVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           + AI TEL K+GA + E  D + I   P+ L    + +  DHR+AM+ ++AA  A+     
Sbjct: 346 IAAISTELAKMGADIRERSDGFVIKGKPDSLKGGRVASKGDHRIAMSLAVAALAAKGESV 405 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I D      +FP ++D+L+T  
Sbjct: 406 IEDSEVVNISFPRFWDLLNTL 426 
 
 
>gb|EGD32898.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis SK115] 
          Length = 427 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 120/439 (27%), Positives = 218/439 (49%), Gaps = 35/439 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++ + G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D  
Sbjct: 7   VRGLKGRIRVPGDKSISHRSIIFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVQIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +   VG  G    ++     +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  NLVKIHGVGFEGLQAPKN-----KLDMGNSGTSIRLISGVL--AGQDFEAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G ++      D PP+++ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLRQMGVEIAGRTERDLPPLKMKGSRELKSIHYQLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K I+  + E    ++ +FG + E      R  I+G Q++ + +   V  
Sbjct: 179 QAQG--ESIIIEKEITRNHTE---DMIAQFGGQIEVKGKEIR--IQGSQEF-TAQEVTVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    + +E  G    +  +   EV+E MG ++T ++      S  
Sbjct: 231 GDISSAAFWLVAGLIVPDSKIVLENVGINETRTGI--LEVIEAMGGQMTLSDVDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E      LK  ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITVETSE------LKGTEIGGEIIPRLIDELPIIALLATQAQGRTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     L+   ++T  DHR+ M  ++AA       V 
Sbjct: 343 RIQVVADALNSMGAAITPTEDGMIIEGKTPLHGAQVNTLGDHRIGMMTAIAALLAQSGQV 402 
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Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            +      + ++P +F+ L 
Sbjct: 403 ELERSEAIKTSYPSFFNDL 421 
 
 
>ref|YP_003476808.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           italicus Ab9] 
 gb|ADD02246.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           italicus Ab9] 
          Length = 423 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 127/445 (28%), Positives = 214/445 (48%), Gaps = 34/445 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I ++  K + G + +PG KS+S+R +++ +++EG T + N L  ED    +  +R LG+ 
Sbjct: 2   DIEVKKKKFLKGVISVPGDKSISHRAVMIGSIAEGITEIGNFLLGEDCISTINCMRNLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            VE      +   V   GK    +  E++ L +GN+G  +R L   ++     AT  + G 
Sbjct: 62  DVEL-----KGTNVKVYGKGLYLNKSEKI-LDVGNSGTTIRLLMGILSGQKFEAT--VTG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              ++ RP+G ++  L  +GA ++   G +  P+ V G   L G   K+   I+S  + + 
Sbjct: 114 DESIKRRPMGRVITPLSMMGAKIEAREG-NFAPLTVFG-NKLKGIYYKMP--IASAQVKS 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPY--VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            +M A L   D  I      I  PY     T  +   FG K + + +    Y   G K + 
Sbjct: 170 SIMLASLYADDKTI------IEEPYPSRNHTELMFSSFGAKVDVNGTKITCY--PGYKLQ 221 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT- 301 
             K   V GD SSA+YF+  A +     VT++       +  +   +V+E MG  +  T  
Sbjct: 222 GQK-IVVPGDISSAAYFIVAATLVPNSEVTIKNVNVNPTRTGI--IDVIEKMGGDIVLTN 278 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
           E ++              LK I++  + +P   D    +AV A+FA+G T I+D    +V 
Sbjct: 279 ERTINNEKVADITVKTSRLKGIEIGGSLIPRLIDEIPVIAVAAVFAEGKTVIKDAEELKV 338 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE+ R+  I +EL K+GA + E  D  II     L    +++Y+DHR+AM+  +A   AE 
Sbjct: 339 KESNRINTITSELKKMGAKIFEREDGMIIEGTGFLRGNTVESYNDHRIAMSLWVAGLMAE 398 
 
Query: 418 VPVTIRDPGCTRKTFPDY---FDVL 439 
               I++  C   ++PD+   FD+L 
Sbjct: 399 GETKIKNAECVNISYPDFYKTFDIL 423 
 
 
>ref|YP_906373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           ulcerans Agy99] 
 sp|A0PRD3.1|AROA_MYCUA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABL04902.1| 3-phosphoshikimate 1-carboxyvinyltransferase AroA [Mycobacterium 
           ulcerans Agy99] 
          Length = 431 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 134/437 (30%), Positives = 215/437 (49%), Gaps = 32/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG----TTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL+      ++ +   L S D   M+ AL+TLGL V  D 
Sbjct: 16  VHATVTVPGSKSQTNRTLVLAALAAAQGQGSSTITGALRSRDTDLMIEALQTLGLRV--D 73 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  V G     P      E ++  G AG  +R        +    T+  DG  + R 
Sbjct: 74  GTGSELTVSGRIRPCP------EARVDCGLAGTVLRFAPPLAALSAAPITF--DGDEQAR 125 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA- 189 
            RPI  L+  L+ LG  VD   G   P  RV G G + GG V +  S SSQ++S LL++  
Sbjct: 126 ARPIAPLLDALRGLGVPVD---GAGLP-FRVQGTGSVAGGTVAIDASASSQFVSGLLLSG 181 
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Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A    G        +L S P++ MT++++ + GV  + S   +R+ ++ G     P++   
Sbjct: 182 ASFTDGLTVQHTGSELPSAPHIAMTVQMLRQAGVDVDDSIP-NRWLVRPGALR--PRHWD 238 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            E D ++A  FLA A +TGGTVT+ G    S+Q      ++L+ + + V   ++ + V G 
Sbjct: 239 AEPDLTNAVAFLAAAVVTGGTVTITGWPADSVQPAKNILDILQTLNSTVRHIDSCLQVQG 298 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETERMVAI 367 
           P       +  +  DV++  + ++  ++A +A  A   +  R   +A  R  ET+R+ A+ 
Sbjct: 299 P-------QSYRGFDVDLRDVGELTPSVAALAALASPGSVSRLAGIAHLRGHETDRLAAL 351 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            TE+ +LG + E+  D  +IT    L   +   Y DHRMAMA ++       V + D G  
Sbjct: 352 STEINRLGGNCEQTSDGLVIT-ATPLRPGSWRAYADHRMAMAGAIVGLRVAGVEVDDIGA 410 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
           T KT P++  + +  V+ 
Sbjct: 411 TSKTLPEFPQLWTEMVE 427 
 
 
>ref|ZP_05503074.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T3] 
 gb|EEU23440.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T3] 
          Length = 428 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 127/435 (29%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E  D   +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVDDK--KIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + +E  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLENVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_07929811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerostipes sp. 
           3_2_56FAA] 
 gb|EFV24027.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerostipes sp. 
           3_2_56FAA] 
          Length = 426 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
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 Identities = 120/433 (27%), Positives = 204/433 (47%), Gaps = 35/433 (8%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T+ +PG KS+S+R ++  +L++GTT + N L+  D    +   R +G+ +E     +    
Sbjct: 12  TISIPGDKSISHRAVMFGSLAKGTTHITNFLSGADCLATIDCFRAMGVRIE-----QEGT 66 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           VV   G       K E QL +GN+G   R ++  ++  G +    L G   + +RP+G + 
Sbjct: 67  VVTVHGNGLRGLKKPEKQLDVGNSGTTTRLISGILS--GQDFEVTLSGDASLNKRPMGRI 124 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGD 196 
           +  L  +GA+++   G  C P+++ G    P   V+    ++S Q  SA+L+A   A  D 
Sbjct: 125 MKPLSMMGAEIESVNGDGCAPLKITG---KPLKAVRYESPVASAQVKSAVLLAGLYA--D 179 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
               + +  +S  + E+ L+    FGV+     +          K  +  +  V GD SS 
Sbjct: 180 GRTSVTEPALSRNHTELMLK---SFGVQVLSEGTTASVM---PPKEMTATDIAVPGDISS 233 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A++F+A   +T    +T++  G    +  +   +V E MGA +T +     V G   EP  
Sbjct: 234 AAFFIAAGLVTPDSCITLKQVGINPTRNGI--IKVCEAMGADLTMSN----VKGDNGEPT 287 
 
Query: 316 G-----RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   + V+AL   FA+G T I++ A  +VKE+ R+    
Sbjct: 288 ADITVKTSRLKGTEIGGELIPTLIDEIPVIALMAAFAEGETVIKNAAELKVKESNRIDLT 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
              L K+GA  E   D  II     L   AI    DHR+AM FS+A   A+    I D   
Sbjct: 348 VDNLVKMGADAEATDDGMIIRGGNPLRGAAIHCKYDHRIAMTFSVAGINAQGTTVIEDAE 407 
 
Query: 427 CTRKTFPDYFDVL 439 
           C   ++P++++ L 
Sbjct: 408 CVDVSYPNFYEQL 420 
 
 
>ref|ZP_06850660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           parascrofulaceum ATCC BAA-614] 
 gb|EFG75992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           parascrofulaceum ATCC BAA-614] 
          Length = 427 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 139/442 (31%), Positives = 213/442 (48%), Gaps = 33/442 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           QP++    TV +PGSKS +NR L+LAAL      GT  +   L S D   M+GALRTLGL 
Sbjct: 11  QPVRA---TVTVPGSKSQTNRALVLAALAAAQGRGTPTIGGALRSRDTDLMIGALRTLGL 67 
 
Query: 66  SVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            V  D A     V   GG+  P   A+ +  L    AG  +R +     AA   A    D 
Sbjct: 68  RV--DGAGSELTV---GGRIAPGPGARVDCGL----AGTVLRFVPP--LAALAEAVVEFD 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  + R RPI  L+  L+ LG  ++   G   P  RV+G G + GG V +  S SSQ++S 
Sbjct: 117 GDEQARARPIAPLLDALRGLGVPIE---GAGLP-FRVHGGGSVAGGTVDIDASASSQFVS 172 
 
Query: 185 ALLMAAP-LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            LL+ AP  A G         L S P++ MT+ ++ + GV  + S + + + ++ G     
Sbjct: 173 GLLLCAPSFAEGLTVRHTGATLPSAPHIAMTVVMLRQAGVDVDDSVA-NVWRVRPGPV-- 229 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           + ++  VE D ++A  FLA A ++GGTV + G    S+Q       VL  + A VT  ++ 
Sbjct: 230 AARHWQVEPDLTNAVPFLAAAVVSGGTVRITGWPAASVQPADHILSVLGKLNAVVTQGDS 289 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            + V G    P     L+A+      +  +A      ++     + +  +   R  ET+R 
Sbjct: 290 FLEVQGSADYPGFEVDLRAVGELTPAVAALAALAKPGSV-----SHLSGIGHLRGHETDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  E+ +LG    E PD  +IT    L       Y DHRMAMA ++       V +  
Sbjct: 345 LAALSAEINRLGGDCTETPDGLVIT-ATPLRAGVWRAYADHRMAMAGAIVGLRVAGVEVD 403 
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Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           D G T KT P++ ++ +  +++ 
Sbjct: 404 DIGSTSKTLPEFPELWARMLES 425 
 
 
>ref|YP_002832573.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           L.S.2.15] 
 ref|YP_002838088.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           Y.G.57.14] 
 ref|YP_002840044.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           Y.N.15.51] 
 ref|YP_003420075.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           L.D.8.5] 
 sp|C3MRB5.1|AROA_SULIL RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 sp|C3NG04.1|AROA_SULIN RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 sp|C3N7H2.1|AROA_SULIY RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ACP35928.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           L.S.2.15] 
 gb|ACP46166.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           Y.G.57.14] 
 gb|ACP48122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           Y.N.15.51] 
 gb|ADB87705.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           L.D.8.5] 
          Length = 414 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 129/440 (29%), Positives = 202/440 (45%), Gaps = 47/440 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           EISGT+K P SKSL+ R++ L+  +     + NL+ SEDV   + ++R LG+ V+ +    
Sbjct: 9   EISGTIKAPQSKSLAIRLIFLSLFTR--IHLHNLVLSEDVIDAINSVRALGVEVKNNSEF 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +    KF          + L  +G  +R L   V A GG  T  +D    +R RP 
Sbjct: 67  IPPEKLEIKKKF----------IKLKGSGTTLRMLIPIVAAIGGEVT--IDAEESLRRRP 114 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L   G        +   P+ + G   L    +K+SG  SSQY+S L+ A  +  
Sbjct: 115 LKRIVEALSNYGIS----FSSSSLPLTITG--KLSSYNIKISGDESSQYISGLIYALHIL 168 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-----A 248 
            G   IEI+  + S  Y+ +T+ L  RFG          +FY  G + + +P N       
Sbjct: 169 NGG-SIEILPPISSKSYILLTVDLFNRFGSNV-------KFY--GNKIHINPNNLVEFQG 218 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD   AS++   A ++GG  T+          GD    ++L+ MGA   + +    V 
Sbjct: 219 EVAGDYGLASFYALSALVSGGRTTIVNLWEPKEYFGDHSIVKILKEMGATSEYLDGKWYV 278 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                    +    +I VN++  PD+AMT+A +A  A+G + I  +   R+KE++R+ +I 
Sbjct: 279 EA-------KDKYSSIKVNIDDAPDLAMTIAGLAAIAEGTSEITGIERLRIKESDRIESI 331 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           R  L   G   E   +  +I    K  L+    D  +DHR+AM  S  A     V I    
Sbjct: 332 RKVLGLYGVGSEVKSNSILIFGINKRMLSSPITDCLNDHRVAMMSSALALVNGGV-ITSA 390 
 
Query: 426 GCTRKTFPDYF-DVLSTFVK 444 
            C  K+ P+Y+ D+LS   K 
Sbjct: 391 ECVSKSNPNYWQDLLSLNAK 410 
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>ref|ZP_06945970.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia magna ATCC 
           53516] 
 gb|EFH94025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Finegoldia magna ATCC 
           53516] 
          Length = 398 
 
 Score =  138 bits (347), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 116/425 (27%), Positives = 204/425 (48%), Gaps = 46/425 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ GTV    SKS ++R L+LA++++  TT++ N   S D+   +  LR LG+ +E +   
Sbjct: 7   KLQGTVDAISSKSFAHRFLILASVADTDTTIIINEF-SNDIMTTIDCLRNLGVEIEINGN 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                 V     F  +D  +   + + ++G  +R L   V+           G  R+++R 
Sbjct: 66  E-----VTVHPSFFQKDVSD---INVNDSGSTLRFLLPLVSFLSQKTNIKCSG--RLQDR 115 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +L+  LK  G         +  P  V+G         +  G +SSQY+SA++M APL 
Sbjct: 116 PIKELMDQLKLSGLT----FSKEKLPFTVDG--TFHKIDFEFPGDVSSQYISAIMMIAPL 169 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            +G  EI++  +L S  Y+++T   ++ FGV++E     D+  +K G   KSP    VEG 
Sbjct: 170 -IGGCEIKLTSQLESTGYIKITQECLKLFGVESEILP--DKVIVKPGA-LKSPGQIIVEG 225 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S+A++FL    + G  + V      S+Q D K  E+LE +     + E           
Sbjct: 226 DWSNAAFFLCANEL-GADIKVLNLNKKSVQADRKIVELLEKIDNNEDYCE---------- 274 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                       +++++ PD+ + LAVV       + +++    R+KE++R+ +    L  
Sbjct: 275 ------------IDISQTPDLFVILAVVLSQKCEKSVLKNAKRLRLKESDRIQSTFDMLQ 322 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 432 
             G + +   D  II   E +    I++ DDHR+ MA ++A+     V I+D    +K++ 
Sbjct: 323 SFGVNCKIDGDDLIIYKSE-MKPAVINSCDDHRIVMAATIASIITKEVEIKDWQAVKKSY 381 
 
Query: 433 PDYFD 437 
           P +FD 
Sbjct: 382 PSFFD 386 
 
 
>gb|ACN18367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18478.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18481.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18589.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18697.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 121/437 (27%), Positives = 220/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
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            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLEVKDSSRS-TGKLAGT 291 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 292 VVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P   
Sbjct: 352 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEA 411 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 412 VSVSYPTFFEDIRSLLK 428 
 
 
>ref|YP_477562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           JA-2-3B'a(2-13)] 
 gb|ABD02299.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           JA-2-3B'a(2-13)] 
          Length = 434 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 137/455 (30%), Positives = 211/455 (46%), Gaps = 41/455 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + L P K + G V +PG KS+S+R L+L +L+EG T +  LL  ED        R LG   
Sbjct: 1   MTLSPAKGLRGQVSIPGDKSISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGAD 60 
 
Query: 67  V-EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           + E +    R   VG G      D      L  GN+G  +R L   + A      + + G 
Sbjct: 61  ISELNSECVRIRGVGLGQLQEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+G +V  L+Q+GA +    G    P+ V G G L G   + S   S+Q  S  
Sbjct: 115 DRSLRSRPMGRVVEPLRQMGASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSC 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A  LA      ++ +  +S  + E   R++  FG   +         + GG +     
Sbjct: 173 LLLAGLLAE--GTTQVTEPALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG- 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT------VTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +   V GD SSA+++L   +I   +      V +    T +L+       VL+ MGA +  
Sbjct: 227 QRVQVPGDISSAAFWLVAVSIVPESELLLRDVGLNPTRTGALR-------VLQEMGADIQ 279 
 
Query: 300 WTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIR 351 
             E    + G   EP G        L+   +  + +P   D    LAV A FA+G T IR 
Sbjct: 280 -IENLREMAG---EPLGDLRVRSARLRGCTIAGDLIPTLIDEIPVLAVAAAFAEGITVIR 335 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           D A  RVKE++R+ A+  EL+++GA V E PD   I     L+   +D+++DHR+AM+   
Sbjct: 336 DAAELRVKESDRLSAMAQELSRMGAQVAEYPDGLEIKGGIPLHGAEVDSHEDHRIAMSLM 395 
 
Query: 412 LAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           +AA  A+    +R   C R ++PD+   L     + 
Sbjct: 396 VAALGAQGSTLLRGADCARISYPDFIPTLQRLTAS 430 
 
 
>ref|YP_171991.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus 
           elongatus PCC 6301] 
 ref|YP_399251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus 
           elongatus PCC 7942] 
 sp|Q5N2J9.1|AROA_SYNP6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q31RQ5.1|AROA_SYNE7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAD79471.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus 
           elongatus PCC 6301] 
 gb|ABB56264.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus 
           elongatus PCC 7942] 
          Length = 448 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 122/437 (27%), Positives = 215/437 (49%), Gaps = 25/437 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R L+L A++ G T ++ LL  ED        R +G  + ++  ++ 
Sbjct: 28  LRGRIRVPGDKSISHRALMLGAIASGETTIEGLLLGEDPLSTAACFRAMGAEI-SELNSE 86 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    +++ +E +  L  GN+G  +R L   + A   +  + + G   +R RP 
Sbjct: 87  LVRVKGIG----LQNLQEPLDVLNAGNSGTTIR-LMMGLLAGQRDRFFCVTGDESLRSRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L Q+GA++    G    P+ ++G    P   V  S   S+Q  S++L+A     
Sbjct: 142 MARVIQPLSQMGAEIRGRQGNTRAPLAISGRSLQPIRYV--SPIASAQVKSSILLAGLTC 199 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  +  +++  +S  + E   R+   FG K   +       ++G  +    +   V GD 
Sbjct: 200 EG--QTTVVEPALSRDHSE---RMFRAFGAKLTVNPEEISVTVEGPAELTG-QPVVVPGD 253 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L  AAI   + + +E  G    +  +   E L+ M A++T  E    V G P  
Sbjct: 254 ISSAAFWLVAAAIVPDSDLLIENVGVNPTRTGI--LEALQQMEAQITL-ENERIVAGEPV 310 
 
Query: 313 EPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                +  +L+AI++  + +P   D    LAV A FA G T IRD    RVKE++R+  + 
Sbjct: 311 ADLRVRSSNLQAIEIGGSLIPRLIDEVPILAVAAAFAKGTTIIRDAEELRVKESDRIAVM 370 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
            +EL ++GA++ E PD   IT    L    +D+Y DHR+AM+ ++AA  A+    I+    
Sbjct: 371 ASELGRMGATISERPDGLEITGGAALTGATVDSYTDHRIAMSLAIAALQAKGQTQIQQAE 430 
 
Query: 427 CTRKTFPDYFDVLSTFV 443 
               ++PD+   L   + 
Sbjct: 431 AAAVSYPDFVPTLQQLL 447 
 
 
>ref|ZP_07794480.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE prephenate 
           dehydrogenase [Pseudomonas aeruginosa 39016] 
 gb|EFQ39576.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE prephenate 
           dehydrogenase [Pseudomonas aeruginosa 39016] 
          Length = 746 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 130/436 (29%), Positives = 212/436 (48%), Gaps = 31/436 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+  +   L+++GA ++  L    PP+ + G   L G    +  + S+Q  S LL 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIETGL-EGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCLL 487 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G+  +         P  + T R++  FG   E   S  +  ++ G K  S  + 
Sbjct: 488 LAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVEVEGSTAK--VESGHKL-SATH 539 
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Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E     
Sbjct: 540 IEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQRE 596 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE+ 
Sbjct: 597 VGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKES 656 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+  A  P+ 
Sbjct: 657 DRIQVMADGLKALGVKAEPTPDGIVIEGG-AFGGGEVWAHGDHRIAMSFSVASLRASGPI 715 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I D      +FP++  
Sbjct: 716 RIHDCANVATSFPNFL 731 
 
 
>ref|ZP_03824672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter sp. 
           ATCC 27244] 
 gb|EEH67423.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter sp. 
           ATCC 27244] 
          Length = 749 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 133/448 (29%), Positives = 210/448 (46%), Gaps = 41/448 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K  +G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KTFTGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMHGLKVPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+++GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLREMGAQIQTTGEKGTPPVSITGNQALKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G   +   +     P  + T R++  FG  VK E     +   + GG K     N  
Sbjct: 485 LWAEGVTSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNNISLVGGGKLVG-TNI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K        N   I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSAIFNGGEIESHHDHRIAMSFSIAG 711 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDVLST 441 
                 +TI        +FP + ++ +T 
Sbjct: 712 LRTAGAITIHGTETVATSFPTFTELANT 739 
 
 
>emb|CBJ14884.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           Sweden2] 
 gb|ADH17139.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           E/150] 
 gb|ADH20834.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           E/11023] 
          Length = 440 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 119/423 (28%), Positives = 194/423 (45%), Gaps = 29/423 (6%) 
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Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS S R +L A+LS+GT++++N L S D   ML A   +G  V   +      
Sbjct: 17  GEIAVPPSKSHSLRAILFASLSKGTSIIENCLFSPDSQAMLTACEKMGAHVR--RIGDSL 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G     P           +GN+GIA+R LTA  T +      ++ G   ++ RPI   
Sbjct: 75  HIQGN----PDPHHCHPRYFHMGNSGIALRFLTALSTLSP--TPTLITGSHTLKRRPIAP 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LKQLGA +     +  P       G L  G V +SG   SQY SAL + A LA    
Sbjct: 129 LLSSLKQLGAHIRQKTSSSIP---FTIHGPLSPGHVTISGQ-DSQYASALAITAALAPYP 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +        D     GGQ  +S   + V GD SS 
Sbjct: 185 LSFS-IENLKERPWFDLTLDWLHSLNISFLRDQ--DSLTFPGGQSLESFSYS-VPGDYSS 240 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  +   ++  +    +    +   QGD     +L+ +GA +   +  + +      P 
Sbjct: 241 AAFLASFGLLSSSSKPTILRNLPSQDSQGDKLLFSLLKQLGAHILIEKHHIEM-----HP 295 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                    +++M+   D    LAV+  FA  P+ + +    + KE+ R+ AI  EL K+ 
Sbjct: 296 ---SSFSGGEIDMDPFIDALPILAVLCCFAKNPSRLYNALGAKDKESNRIEAIAHELQKM 352 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTF 432 
           G SV    D   I  P +L+   +D+++DHR+AMA ++A    +     + +  C  K+F 
Sbjct: 353 GGSVHPTRDGLYIE-PSRLHGAVVDSHNDHRIAMALAVAGVHASSGQTLLCNTQCINKSF 411 
 
Query: 433 PDY 435 
           P + 
Sbjct: 412 PHF 414 
 
 
>ref|YP_002843827.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           M.16.27] 
 sp|C3MZF0.1|AROA_SULIA RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ACP55782.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           M.16.27] 
          Length = 414 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 129/440 (29%), Positives = 202/440 (45%), Gaps = 47/440 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           EISGT+K P SKSL+ R++ L+  +     + NL+ SEDV   + ++R LG+ V+ +    
Sbjct: 9   EISGTIKAPQSKSLAIRLIFLSLFTR--IHLHNLVLSEDVIDAINSVRALGVEVKNNSEF 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +    KF          + L  +G  +R L   V A GG  T  +D    +R RP 
Sbjct: 67  IPPEKLEIKKKF----------IKLKGSGTTLRMLIPIVAAIGGEVT--IDAEESLRRRP 114 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L   G        +   P+ + G   L    +K+SG  SSQY+S L+ A  +  
Sbjct: 115 LKRIVEALTNYGIS----FSSSSLPLTITG--KLSSYNIKISGDESSQYISGLIYALHIL 168 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-----A 248 
            G   IEI+  + S  Y+ +T+ L  RFG          +FY  G + + +P N       
Sbjct: 169 NGG-SIEILPPISSKSYILLTVDLFNRFGSNV-------KFY--GNKIHINPNNLVEFQG 218 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD   AS++   A ++GG  T+          GD    ++L+ MGA   + +    V 
Sbjct: 219 EVAGDYGLASFYALSALVSGGRTTIVNLWEPKEYFGDHSIVKILKEMGATSEYLDGKWYV 278 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                    +    +I VN++  PD+AMT+A +A  A+G + I  +   R+KE++R+ +I 
Sbjct: 279 EA-------KDKYSSIKVNIDDAPDLAMTIAGLAAIAEGTSEITGIERLRIKESDRIESI 331 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
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           R  L   G   E   +  +I    K  L+    D  +DHR+AM  S  A     V I    
Sbjct: 332 RKVLGLYGVGSEVKSNSILIFGINKRMLSSPITDCLNDHRVAMMSSALALVNGGV-ITSA 390 
 
Query: 426 GCTRKTFPDYF-DVLSTFVK 444 
            C  K+ P+Y+ D+LS   K 
Sbjct: 391 ECVSKSNPNYWQDLLSLNAK 410 
 
 
>ref|ZP_03917251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51867] 
 gb|EEI28321.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51867] 
          Length = 400 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 132/428 (30%), Positives = 204/428 (47%), Gaps = 41/428 (9%) 
 
Query: 27  LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK--RAVVVGCGGK 84 
           ++NR L++AA +   +V+   L S D   M  ALRTLG  V+ D +    R   V  GG+ 
Sbjct: 1   MTNRALIIAAGATSPSVIRGALASRDSDLMADALRTLGCEVDVDGSTVTVRPGPVTGGGR 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
                      +  G AG  MR     V A     T ++ G    R RP+  +   L QL 
Sbjct: 61  -----------VDCGLAGTVMR-FVPPVAALSATPT-LISGDQAARRRPMSTMTDALVQL 107 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLALGDVEIEIID 203 
           GA V+     +  P+ V+G   + GG  ++  S SSQ++S LL++ A    G   I   D 
Sbjct: 108 GAHVEG----ETLPMTVSGP--ITGGTARIDASASSQFVSGLLLSGARFPAGVTVIHTGD 161 
 
Query: 204 KLISIPYVEMTLRLMERFGVKA-EHSDSWDRFYIKGGQKYKSPKNAY------VEGDASS 256 
            + S+P++EMTL ++   GV++ +H D     Y      +  P   Y      +E D S+ 
Sbjct: 162 SVPSLPHIEMTLDMLHTAGVESTQHHDEETGTY-----SWTVPHQEYAGGEVTIEPDLSN 216 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTGPPREPF 315 
           A+ FLA AA+TGG V+V G   T+ Q       + + MG     + + ++TV+GP      
Sbjct: 217 AAAFLAAAAVTGGHVSVPGWPATTTQPGDDIRHIFDAMGCTHELSSDGTLTVSGPTD--- 273 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
               L  ID +++ + ++  T+A V  FAD P+ +  +A  R  ET+R+ A+  ELT LG 
Sbjct: 274 --GVLHGIDADLSAVGELTPTVAAVCAFADSPSRLTGIAHLRGHETDRLQALTAELTNLG 331 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
              EE  D   IT P  +      +Y+DHRMA A ++         + +   T KT PD+ 
Sbjct: 332 CGCEELADGLAIT-PAPMTGGLWRSYEDHRMATAGAIVGLKVKDTFVENIETTSKTMPDF 390 
 
Query: 436 FDVLSTFV 443 
             +L   + 
Sbjct: 391 ARMLEALL 398 
 
 
>ref|ZP_05358720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia trachomatis 
           6276s] 
          Length = 440 
 
 Score =  137 bits (346), Expect = 2e-30,   Method: Compositional matrix adjust. 
 Identities = 122/431 (28%), Positives = 196/431 (45%), Gaps = 44/431 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +P SKS S R +L A+LS+GT++++N L S D   ML A   +G  V   +      
Sbjct: 17  GEIAVPPSKSHSLRAILFASLSKGTSIIENCLFSPDSQAMLTACEKMGAHVR--RIGDSL 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            + G     P           +GN+GIA+R LTA  T +      ++ G   ++ RPI   
Sbjct: 75  HIQGN----PDPHHCHPRYFHMGNSGIALRFLTALSTLSP--TPTLITGSHILKRRPIAP 128 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  LKQLGA +     +  P       G L  G V +SG   SQY SAL + A LA    
Sbjct: 129 LLSSLKQLGAHIRQKTSSSIP---FTIHGPLSPGHVTISGQ-DSQYASALAITAALAPYP 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +        D     GGQ  +S   + V GD SS 
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Sbjct: 185 LSFS-IENLKERPWFDLTLDWLHSLNISFLRDQ--DSLTFPGGQSLESFSYS-VPGDYSS 240 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  +   ++  +    +    +   QGD     +L+ +GA +                 
Sbjct: 241 AAFLASFGLLSSSSKPTILRNLSSQDSQGDKLLFSLLKQLGAHIL--------------- 285 
 
Query: 315 FGRKHLKAI-------DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G+ H++         +++M+   D    LAV+  FA  P+ + +    + KE+ R+ AI 
Sbjct: 286 IGKHHIEMHPSSFSGGEIDMDPFIDALPILAVLCCFAKNPSRLYNALGAKDKESNRIEAI 345 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
             EL K+G SV    D   I  P +L+   +D+++DHR+AMA ++A    +     + +  
Sbjct: 346 AHELQKMGGSVHPTRDGLYIE-PSRLHGAVVDSHNDHRIAMALAVAGVHASSGQTLLCNT 404 
 
Query: 426 GCTRKTFPDYF 436 
            C  K+FP YF 
Sbjct: 405 QCINKSFP-YF 414 
 
 
>ref|ZP_06695533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1636] 
 gb|EFF23161.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           E1636] 
          Length = 431 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 131/441 (29%), Positives = 211/441 (47%), Gaps = 24/441 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ + 
Sbjct: 3   LLQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEI 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E ++   +  + G G    V+       + +GN+G   R L   +  AG   T  L G   
Sbjct: 63  EEEEEVIK--IHGRGSHSFVQPT---APIDMGNSGTTSRLLMGIL--AGQPFTTTLVGDA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G ++  L+++GAD+         P+ V G   L   +  +  + S+Q  SALL 
Sbjct: 116 SLSKRPMGRVMEPLREMGADLQGNENDQYLPITVTGTRSLSTIRYNMPVA-SAQVKSALL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA  A G   I  ++K  S  + E  +R   +FG +    D      + G QK  + +  
Sbjct: 175 FAALQAEGTSVI--VEKERSRNHTEEMIR---QFGGRITVEDKT--IMVTGPQKL-TGQQ 226 
 
Query: 248 AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++F+A G  +    + ++  G    +  +   +VLE MGA +T T  +   
Sbjct: 227 ITVPGDISSAAFFIAAGLLVPESQLLLKNVGVNPTRTGI--LDVLEEMGAAITQTNHNEH 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                       HLK   +    +P   D    LA+VA  A+G T I D    +VKET R 
Sbjct: 285 NQSADLS-VKTSHLKKATIGGEIIPRLIDELPILALVATQAEGVTIIEDAEELKVKETNR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+  EL K+GA ++   D  II  P  L+   + +  DHR+ M   +AA  A+ P  + 
Sbjct: 344 IDAVAEELQKMGAKIKATADGLIIHGPTPLHGAKVSSRGDHRIGMMLQVAALIADGPCEL 403 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFV 443 
                   ++P +FD L+  V 
Sbjct: 404 EGAEAVSISYPAFFDDLAELV 424 
 
 
>ref|ZP_04150599.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           pseudomycoides DSM 12442] 
 gb|EEM17758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           pseudomycoides DSM 12442] 
          Length = 415 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 122/438 (27%), Positives = 213/438 (48%), Gaps = 33/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           ++GT+ +PG KS+S+R ++  A++EGTT + N L  ED    +   R LG+ +E D     
Sbjct: 1   MNGTIAVPGDKSISHRAVMFGAIAEGTTKISNFLLGEDCLSTIACFRKLGIMIEQDG--- 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+V   G   +++ KE   L +GN+G  +R +   +  A  + T + D    + +RP+ 
Sbjct: 58  NDVIVYGKGLAGLQEPKE--VLDVGNSGTTIRLMLGILANAPFHCTIIGD--ESIGKRPM 113 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+++ A ++        P+ + G G + G     S   S+Q  SA+L+A      
Sbjct: 114 KRVTAPLREMDAQIEGREDGQYTPLSIRG-GNIKGIHYH-SPVASAQVKSAILLAG--LQ 169 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+    + + L S  + E   R++  FG   E +       ++GGQ     +   V GD  
Sbjct: 170 GEGVTSVTEPLQSRDHTE---RMLRAFG--CEVNVEGRTVSLQGGQSLVGTE-IEVPGDV 223 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++FL AGA +    + ++  G    +  +   +VL  MGA ++       V     E 
Sbjct: 224 SSAAFFLVAGAIVPNSKLVLKNVGLNPTRTGI--LDVLSEMGALISIR----NVRNEEFE 277 
 
Query: 314 PFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMV 365 
           P G        LK I++  + +P +   + ++AL A    G T I+D    +VKET R+  
Sbjct: 278 PCGDITIETSELKGIEIGGSLIPRLIDEIPIIALLATQATGTTIIKDAEELKVKETNRIN 337 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
            +  EL KLG  +E  PD  II   +KL    ++++ DHR+ M  ++A+C AE  + I + 
Sbjct: 338 TVVDELRKLGVEIEATPDGMIINGNQKLQGNIVNSHGDHRIGMMLAIASCIAEGEMQIEN 397 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 ++P++F+ L +  
Sbjct: 398 GDAVAVSYPNFFEQLESL 415 
 
 
>ref|YP_958304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinobacter 
           aquaeolei VT8] 
 gb|ABM18117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Marinobacter 
           aquaeolei VT8] 
          Length = 742 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 128/438 (29%), Positives = 206/438 (47%), Gaps = 28/438 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +QP   + G +++PG KS+S+R ++L AL+EGTT V   L  ED    L A R +G+++E 
Sbjct: 311 MQPGGTVRGDIRVPGDKSMSHRSIMLGALAEGTTEVKGFLEGEDSLATLQAFRDMGVTIE 370 
 
Query: 69  A-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D    R   VG  G            L+LGN+G AMR     + A   ++   L G   
Sbjct: 371 GPDDGFVRIHGVGMKGL-----QAPRGPLYLGNSGTAMRLFAGLLAAQPFDSE--LTGDA 423 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G +   L+ +GA +D   G   PP+++ G   L G   ++  + S+Q  S LL 
Sbjct: 424 SLSKRPMGRVADPLRAMGAVIDTGEGGR-PPLKIRGGHALTGIHYEMPVA-SAQVKSCLL 481 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G     +       P  + T R++E FG    H D        GG+      + 
Sbjct: 482 LAGLYAEG-----VTSVTEPAPTRDHTERMLEGFGYHV-HRDGATASVTGGGKLSACAID 535 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I   + +T+   G    +  V    +L+ MGA +      V  
Sbjct: 536 --VPADISSAAFFLVAASIAEDSDLTLRHVGMNPTR--VGVINILKQMGANIEVFNEKV- 590 
 
Query: 307 VTGPPREPF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           + G P          LK ID+   ++P   D    L + A  A+G T +R     RVKE+ 
Sbjct: 591 IGGEPVADLRVQSARLKGIDIPEEQVPLAIDEFPVLFIAAACAEGRTVLRGAEELRVKES 650 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   L  LG      PD  II   +++    ++++ DHR++M+F++A+  A  P+ 
Sbjct: 651 DRIQVMADGLAALGVETTVTPDGIIIDGGQEIGGGTVESHGDHRISMSFAVASLRATGPI 710 
 
Query: 421 TIRDPGCTRKTFPDYFDV 438 
            I D      +FP + D+ 
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Sbjct: 711 RINDCANVATSFPGFVDL 728 
 
 
>ref|YP_003417278.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes 08-5923] 
 gb|ADB71916.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes 08-5923] 
          Length = 430 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 121/437 (27%), Positives = 220/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 14  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 71 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 72  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 126 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 184 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 185 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 236 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 237 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLEVKDSSRS-TGKLAGT 293 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 294 VVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 353 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P   
Sbjct: 354 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEA 413 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 414 VSVSYPTFFEDIRSLLK 430 
 
 
>ref|ZP_06163678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces sp. oral 
           taxon 848 str. F0332] 
 gb|EEZ77069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces sp. oral 
           taxon 848 str. F0332] 
          Length = 425 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 132/422 (31%), Positives = 191/422 (45%), Gaps = 63/422 (14%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           M  AL  +G  VE D AA   +VV  G   P+  A  +V L    AG  MR +      A 
Sbjct: 1   MAQALAAMGAGVEGDGAA---IVVTPG---PLRGAHVDVGL----AGTVMRFVPPIALFA 50 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKV 172 
            G+   V DG    R RPI  LV  L+QLG  +       G    P+ V G G + GG V 
Sbjct: 51  RGD--VVFDGDEAARTRPIAPLVRALEQLGGQIAHSTSASGQAALPMTVKGKGTVTGGTV 108 
 
Query: 173 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSW 231 
           ++  S SSQ++SALL+AAP     ++I    + I S P++ MT+ ++   G+     D   
Sbjct: 109 EIDASASSQFVSALLLAAPRMERGLDIRHTGRRIPSAPHIAMTVDVLREAGIAVRAIDRS 168 
 
Query: 232 DRFYIKGGQKYKSPKNAY---------------------------------VEGDASSAS 258 
            R          SP N                                   VE D S+A  
Sbjct: 169 GRSGGLSPSVEPSPCNGSDARGGLGAEPADPPGQPTRWTVEPGIPRIGDVTVEPDLSNAG 228 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
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            FLA A  TGG   ++     S Q    + E+ E MGA+    +  + + GP         
Sbjct: 229 PFLAAAMATGGETILDW--PDSRQPGAAYRELFEAMGARTRAADGRLALRGP-------A 279 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
            +  +D +M+ + ++  T+A VA FA+GP+A+R++   R  ET+R+ A+  ELTK+GA+  
Sbjct: 280 TIAPLDADMHDVGELVPTVAAVAAFANGPSALRNIGQLRGHETDRLAALVAELTKVGATA 339 
 
Query: 379 E-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYF 436 
           + EG D  I   P K     I+TY DHRMA  F       +P + + +   T KTFP +  
Sbjct: 340 QIEGDDLLIEPGPPK--PATIETYADHRMAT-FGAILGLRIPGLRVANVETTAKTFPQFV 396 
 
Query: 437 DV 438 
           D+ 
Sbjct: 397 DM 398 
 
 
>ref|YP_141056.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus CNRZ1066] 
 sp|Q5M0L5.1|AROA_STRT1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAV62241.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus CNRZ1066] 
          Length = 427 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/434 (27%), Positives = 217/434 (50%), Gaps = 37/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D     
Sbjct: 10  LRGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDGDVV 69 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   + +RP 
Sbjct: 70  RIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFDVEMFGDDSLSKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA  A 
Sbjct: 122 MDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIYYELPVA-SAQVKSALIFAALQA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  II+K  +  + E    ++++FG + +      R  I GGQ + + +   V GD 
Sbjct: 181 --DGESVIIEKEKTRNHTE---DMIQQFGGQLQVEGKEIR--ISGGQTF-TAQEVVVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++L AG  +    + ++  G    +      +V++ MG K+  ++      S T+ 
Sbjct: 233 ISSAAFWLVAGLVVPNSKIVLKNVGINETR--TGIIDVIKDMGGKIKLSDIDQVAKSATI 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T    E      LK  ++  + +P +   L ++ L A    G T IRD    +VKET+R+ 
Sbjct: 291 TVETSE------LKGTEIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  IIT    L+   ++T+ DHR+ M  ++AA    +  V + 
Sbjct: 345 QVVADALNAMGADIVPTEDGMIITGKTPLHGAEVNTFGDHRIGMMTAIAALLVQDGEVDL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P +F 
Sbjct: 405 QRAEAINTSYPSFF 418 
 
 
>gb|ACN18616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/435 (27%), Positives = 216/435 (49%), Gaps = 25/435 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
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Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  + F  V +M G+ V    +  T         
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI-FDVVKQMGGSLVVKDSSRSTRKLAGTVV 293 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTEL 371 
                LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL 
Sbjct: 294 VKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATEL 353 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
            K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P     
Sbjct: 354 NKMGADITPTEDGLIIHGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVS 413 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P +F+ + + +K 
Sbjct: 414 VSYPTFFEDIRSLLK 428 
 
 
>ref|YP_001010994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9515] 
 sp|A2BVS6.1|AROA_PROM5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM71887.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9515] 
          Length = 438 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 123/447 (27%), Positives = 210/447 (46%), Gaps = 38/447 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + GT+K+PG KS+S+R L++ +++EG T ++  L SED       LR LG+ +   K  
Sbjct: 13  KSLQGTIKVPGDKSISHRSLIIGSIAEGETNIEGFLYSEDPLSTADCLRKLGVHIPEIKK 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            +   + G G    ++  +E  ++   GN+G  MR L   + A   +  ++L G   + E 
Sbjct: 73  DQPFTIRGLG----IDGFREPKEILNCGNSGTTMR-LLMGLLAGQTDRNFILTGDKSLNE 127 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSA 185 
           RP+G +   L  +G  +         P+ + G         KL G +      S+Q  SA 
Sbjct: 128 RPMGRVSKPLSLMGGKIYGRENGTKAPISITG--------NKLKGCVIGTPVASAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKS 244 
           +L+A   A G   +  I+   S  + E   R+++ FG   +      R   IK G    + 
Sbjct: 180 ILLAGLNASGTTSV--IEPASSRDHTE---RMLKAFGADIKIRGELGRNIVIKSGNNL-T 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +N  + GD SSA++++  A+I     + V+  G    +  +    V++ MG      E  
Sbjct: 234 GQNILIPGDISSAAFWMIAASIVPESEILVKNVGLNPTRTGI--LHVMDEMGCDYKIIEK 291 
 
Query: 304 SVTVTGPPREPFGRKH---LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
           S T+ G P      K+   LK   V  + +P   D    L V A F +G + I+D    R 
Sbjct: 292 S-TIAGEPIGSIKVKYVSNLKPFKVQGDILPKLIDEIPILTVAACFCNGVSEIKDAKELR 350 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           VKET+R+  +  +L K GA++ E  D  IIT   K +   +D+  DHR++M+ ++A+  A 
Sbjct: 351 VKETDRLKVMARQLKKFGANITEKEDGLIITGESKFHSAEVDSETDHRVSMSLAIASLLA 410 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
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           +    I   G +  ++P ++D L   + 
Sbjct: 411 KGSTRIARAGASNVSYPTFWDDLEKLI 437 
 
 
>ref|ZP_06194827.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia muridarum 
           Nigg] 
 ref|ZP_06195747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia muridarum 
           Weiss] 
          Length = 438 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/433 (27%), Positives = 200/433 (46%), Gaps = 28/433 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G   +P SKS S R +L A+LS+GT++++N L+S D   ML A +  G  +      +   
Sbjct: 14  GEFSIPPSKSHSLRAILFASLSKGTSIINNSLSSPDTDTMLSACKKFGARI-----TRVG 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             +   G  P           +GN+GIA+R LTA  + +   +  ++ G   ++ RPI   
Sbjct: 69  ETLHIQGNPPPYSQYSSHHFHMGNSGIALRFLTALSSLSP--SPILITGAHTLKRRPIEP 126 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L+QLG+++     +  P V     G +  G V +SG   SQY SAL + A +A    
Sbjct: 127 LLSSLEQLGSEIRQKKSSSIPFVIR---GPISSGHVTISGQ-DSQYASALAITAAVAPHP 182 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +    S   D  +  G Q  KS   + V GD SS 
Sbjct: 183 LSFS-IENLKERPWFDLTLDWLHSLNISF--SREQDSLFFPGAQSIKSFSYS-VPGDYSS 238 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  A   ++  +    +    +   QGD +   +L+ +GA +   +  + +   P    
Sbjct: 239 AAFLAALGLLSSSSNPTVLYNLPSKDPQGDKQLFSLLKSLGADIVIEKDHIEIR--PSSF 296 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            G        ++M+   D    LAV+  FA  P+ + +    R KE+ R+ AI  EL K+ 
Sbjct: 297 SGGV------IDMDPFIDALPILAVLCCFAKNPSHLYNALGARDKESNRIEAIAHELRKM 350 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTF 432 
           G SV    D   I  P +L+   + +++DHR+AMA ++A    +     + +  C  K+F 
Sbjct: 351 GGSVHPTQDGLYIE-PSRLHGAVVHSHNDHRIAMALAVAGVHASSGQTLLCNTQCVNKSF 409 
 
Query: 433 PDYFDVLSTFVKN 445 
           P +     T   N 
Sbjct: 410 PHFVIAAQTLHAN 422 
 
 
>gb|ADY01630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vulcanisaeta 
           moutnovskia 768-28] 
          Length = 433 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 126/438 (28%), Positives = 211/438 (48%), Gaps = 31/438 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG- 64 
           ++++   +   G V+ P SK+L+ R +L +ALS    ++  L   +D   M+  ++ +   
Sbjct: 3   KLIINGFRAREGVVEAPPSKALTLRYILASALSRTWVLLRKLNWGDDTWSMIRGIKPISE 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V+ D    R  V     +F V D         G +G  +R+LT   +   G    V   
Sbjct: 63  VEVKNDSVRIRREV--TLERFRVIDT--------GESGFTLRTLTGVYSGIDGTTLLVPR 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+ +L+  LK L A VD  LG+    +RV G   L GG V +SGSISSQY+S 
Sbjct: 113 G--SLIGRPMDELLNALKNLNAKVDR-LGS---VIRVIG-SKLVGGYVTISGSISSQYVS 165 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL  APL  G +EI I   + S PY++ T+ +++ F +  E ++  D  Y+ G Q++K+ 
Sbjct: 166 ALLYLAPLTEGGIEISIKPPVKSRPYIDATINVLKDFNINVEGNN--DMIYVSGSQEFKA 223 
 
Query: 245 PKNAYV-EGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTE 302 
               +V  GD S A+Y+   + +TG  + +       +++ +  F      +G ++   E 
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Sbjct: 224 VNEEFVIPGDYSLAAYYTTLSVLTGVDIRITNLHRDRAIESEYAFIRYAREVGVEIEEKE 283 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SV V G          LK ++++++  PD+ M LA++   A G + I  +     KE+  
Sbjct: 284 GSVIVKGS-----SVGDLKPLNIDLSDSPDIVMPLALLLARAHGKSRIVGINHLVYKESN 338 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPP---EKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           R+  + + L  LGA V       II      E      ID  +DHR+ M   + A  A+  
Sbjct: 339 RLRGVASVLKCLGAGVNIDEVNGIIEIEGVHEMRGGCEIDAVNDHRIVMMSVIGALSAKE 398 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
           P+TI +     K++P +  
Sbjct: 399 PITIINWEGISKSWPAFI 416 
 
 
>ref|ZP_03971954.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51866] 
 gb|EEI63320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           glucuronolyticum ATCC 51866] 
          Length = 400 
 
 Score =  137 bits (346), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 131/427 (30%), Positives = 203/427 (47%), Gaps = 55/427 (12%) 
 
Query: 27  LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA---KRAVVVGCGG 83 
           ++NR L++AA +   +V+   L S D   M  ALRTLG  V+ D +    +   V G G  
Sbjct: 1   MTNRALIIAAGATSPSVIRGALASRDSDLMADALRTLGCEVDVDGSTVTVRPGPVTGGG- 59 
 
Query: 84  KFPVEDAKEEVQLFLGNAGIAMR------SLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
                      ++  G AG  MR      +L+A  T  GG+           R RP+  + 
Sbjct: 60  -----------RVDCGLAGTVMRFVPPVAALSATPTLIGGDQAA--------RRRPMSTM 100 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLALGD 196 
              L QLGA V+     +  P+ V+G   + GG  ++  S SSQ++S LL++ A    G  
Sbjct: 101 TDALVQLGAHVEG----ETLPMTVSGP--ITGGTARIDASASSQFVSGLLLSGARFPAGV 154 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSDSWDRFYIKGGQKYKSPKNAY------ 249 
             I   D + S+P++EMTL ++   GV++ +H D     Y      +  P   Y       
Sbjct: 155 TVIHTGDSVPSLPHIEMTLDMLRTAGVESTQHHDEETGTY-----SWTVPHQEYAGGEVT 209 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVT 308 
           +E D S+A+ FLA AA+TGG V+V G   T+ Q       + + MG     + + ++TV+ 
Sbjct: 210 IEPDLSNAAAFLAAAAVTGGHVSVPGWPATTTQPGDDIRHIFDAMGCTHELSSDGTLTVS 269 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           GP         L  ID +++ + ++  T+A V  FAD P+ +  +A  R  ET+R+ A+  
Sbjct: 270 GP-----ADGVLHGIDADLSAVGELTPTVAAVCAFADSPSRLTGIAHLRGHETDRLQALT 324 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            ELT LG   EE  D   IT P  +      +Y+DHRMA A ++         + +   T 
Sbjct: 325 AELTNLGCDCEELADGLAIT-PAPMTGGLWRSYEDHRMATAGAIVGLKVKDTFVENIETT 383 
 
Query: 429 RKTFPDY 435 
            KT PD+ 
Sbjct: 384 SKTMPDF 390 
 
 
>emb|CBK63796.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alistipes shahii WAL 
           8301] 
          Length = 414 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 134/430 (31%), Positives = 202/430 (46%), Gaps = 33/430 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + GT+  P SKS + R L  A LSE  +V+ N+   +D    L  + TLG  V    
Sbjct: 6   PPGRVKGTLTPPCSKSYAQRALAAALLSEEVSVLRNIEFCDDTRSALQCIETLGARVRRV 65 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                ++  G   K  V        L +G +G++ R  T   +      T  ++G   +  
Sbjct: 66  DPTSLSIEGGLSPKGCV--------LNVGESGLSTRLFTPVASLCPTPVT--IEGRGSLL 115 
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Query: 131 ERPIGDLVVGLKQLGA---DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            RP+  +   L++LG    D   FL     P+ V   G + GG+ ++ GS+SSQ+++ LL 
Sbjct: 116 RRPMQMMFEPLRRLGVRVRDNGGFL-----PIEV--CGPIQGGEAEVDGSVSSQFITGLL 168 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A PLA  D  + +    +S PY++MTL    RFG++    D ++ FYI G Q+Y+S    
Sbjct: 169 LALPLARRDTSLHV-RGAVSTPYLDMTLDTAARFGIEISQRD-YEEFYIPGRQRYRSTYF 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           + +EGD S+A+  L   A T G VTV      S Q D      L   GA V   E SVT  
Sbjct: 227 S-IEGDWSAAAMLLVAGA-TAGEVTVRNVSMLSKQADTAICTALVRAGAAVINEEDSVTA 284 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
              P        L+A + +    PD+   LA +A  ADG + IR  +    KE  R  AI 
Sbjct: 285 LHRP--------LRAFEFDATNCPDLFPALAALAAAADGVSVIRGTSRLEYKECNRSEAI 336 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
           R E  KLG  V+   +  +     K+      ++ DHRMAM+ ++AA  ++  V I     
Sbjct: 337 REEYAKLGIEVDTSEEDLMKIRGGKVRAARTQSHGDHRMAMSLAVAALRSDEAVEIEGAE 396 
 
Query: 427 CTRKTFPDYF 436 
              K++P +F 
Sbjct: 397 SVAKSYPGFF 406 
 
 
>gb|ACN18406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/435 (27%), Positives = 216/435 (49%), Gaps = 25/435 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGAG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLAIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  + F  V +M G+ V    +  T         
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI-FDVVKQMGGSLVVKDSSRSTGKLAGTVV 293 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTEL 371 
                LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL 
Sbjct: 294 VKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATEL 353 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
            K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P     
Sbjct: 354 NKMGADITPTEDGLIIHGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVS 413 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P +F+ + + +K 
Sbjct: 414 VSYPTFFEDIRSLLK 428 
 
 
>ref|YP_002829836.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           M.14.25] 
 ref|YP_002915112.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           M.16.4] 
 sp|C4KIN0.1|AROA_SULIK RecName: Full=Probable 3-phosphoshikimate 
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           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 sp|C3MXK4.1|AROA_SULIM RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ACP38538.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           M.14.25] 
 gb|ACR42444.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           M.16.4] 
 gb|ADX85753.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           REY15A] 
 gb|ADX83117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus islandicus 
           HVE10/4] 
          Length = 414 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 129/440 (29%), Positives = 202/440 (45%), Gaps = 47/440 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           EISGT+K P SKSL+ R++ L+  +     + NL+ SEDV   + ++R LG+ V+ +    
Sbjct: 9   EISGTIKAPQSKSLAIRLIFLSLFTR--IHLHNLVLSEDVIDAINSVRALGVEVKNNSEF 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +    KF          + L  +G  +R L   V A GG  T  +D    +R RP 
Sbjct: 67  IPPEKLEIKKKF----------IKLKGSGTTLRMLIPIVAAIGGEVT--IDAEESLRRRP 114 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L   G        +   P+ + G   L    +K+SG  SSQY+S L+ A  +  
Sbjct: 115 LKRIVEALSNYGIS----FSSSSLPLTITG--KLSSYNIKISGDESSQYISGLIYALHIL 168 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-----A 248 
            G   IEI+  + S  Y+ +T+ L  RFG          +FY  G + + +P N       
Sbjct: 169 NGG-SIEILPPISSKSYILLTVDLFNRFGSNV-------KFY--GNKIHINPNNLVEFQG 218 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD   AS++   A ++GG  T+          GD    ++L+ MGA   + +    V 
Sbjct: 219 EVAGDYGLASFYALSALLSGGRTTIVNLWEPKEYFGDHSIVKILKEMGATSEYLDGKWYV 278 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                    +    +I VN++  PD+AMT+A +A  A+G + I  +   R+KE++R+ +I 
Sbjct: 279 EA-------KDKYSSIKVNIDDAPDLAMTIAGLAAIAEGTSEITGIERLRIKESDRIESI 331 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           R  L   G   E   +  +I    K  L+    D  +DHR+AM  S  A     V I    
Sbjct: 332 RKVLGLYGVGSEVKSNSILIFGINKRMLSSPITDCLNDHRVAMMSSALALVNGGV-ITSA 390 
 
Query: 426 GCTRKTFPDYF-DVLSTFVK 444 
            C  K+ P+Y+ D+LS   K 
Sbjct: 391 ECVSKSNPNYWQDLLSLNAK 410 
 
 
>ref|YP_001680496.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Heliobacterium 
           modesticaldum Ice1] 
 gb|ABZ84485.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Heliobacterium 
           modesticaldum Ice1] 
          Length = 424 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 130/438 (29%), Positives = 207/438 (47%), Gaps = 22/438 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G  ++PG KS+S+R ++  AL+ G T V   L  +D    +   R LG+ +E    ++ 
Sbjct: 1   MRGETEVPGDKSISHRAVMFGALARGVTRVHRFLPGQDCLSTIDCFRKLGVRIEQPNPSE 60 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VVV   G   +++  E   L +GN+G  +R +T  ++  G     ++ G   +R RP+ 
Sbjct: 61  --VVVYGQGPGGLKEPSE--VLDVGNSGTTIRLMTGILS--GLPFFSIVTGDTSIRRRPM 114 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
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           G +   L ++GA +         P+ +NG           S   S+Q  SA+L+A   A  
Sbjct: 115 GRVTRPLLEMGASIWGRENATKAPLAINGASMALEAIHYNSPVASAQVKSAVLLAGLFAE 174 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   +   + L+S  + E   R++  FG K   S+      ++G  + ++ +   V GD  
Sbjct: 175 GCTSVR--EPLVSRDHTE---RMLAAFGAKIGRSEDRLTASVEGFPELRA-QEVEVPGDI 228 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++ L  A+I  G+ + +   G    +  +   EVL  MG  V   E +  V G     
Sbjct: 229 SSAAFLLVAASIVPGSELVLYNIGVNPTRDGI--IEVLRAMGGDV-QVENAREVAGELVA 285 
 
Query: 314 PF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   LK   +    +P   D    +AV ALFA+G T IRD A  RVKET+R+  +  
Sbjct: 286 DLIVRSASLKGTTIGGAIIPRLIDELPIIAVAALFAEGTTEIRDAAEMRVKETDRIAVMI 345 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGC 427 
            EL KLGA +EE PD  II     L   A +++ DHR+AMA ++A   AE    I D G  
Sbjct: 346 RELRKLGADIEERPDGMIIRGGAALRGAATESHGDHRVAMALAVAGLLAEGETVINDAGS 405 
 
Query: 428 TRKTFPDYFDVLSTFVKN 445 
              +FP + ++L    +  
Sbjct: 406 IDVSFPGFAELLERLRRR 423 
 
 
>ref|ZP_05236131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes 10403S] 
 gb|ACN18352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18358.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18394.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18397.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18418.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18421.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18427.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18472.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18505.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18565.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18631.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/435 (27%), Positives = 216/435 (49%), Gaps = 25/435 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
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Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  + F  V +M G+ V    +  T         
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI-FDVVKQMGGSLVVKDSSRSTGKLAGTVV 293 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTEL 371 
                LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL 
Sbjct: 294 VKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATEL 353 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
            K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P     
Sbjct: 354 NKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVS 413 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P +F+ + + +K 
Sbjct: 414 VSYPTFFEDIRSLLK 428 
 
 
>ref|NP_297019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia muridarum 
           Nigg] 
 ref|ZP_07225032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia muridarum 
           MopnTet14] 
 sp|Q9PK28.1|AROA_CHLMU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAF73581.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydia muridarum 
           Nigg] 
          Length = 441 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/433 (27%), Positives = 200/433 (46%), Gaps = 28/433 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G   +P SKS S R +L A+LS+GT++++N L+S D   ML A +  G  +      +   
Sbjct: 17  GEFSIPPSKSHSLRAILFASLSKGTSIINNSLSSPDTDTMLSACKKFGARI-----TRVG 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             +   G  P           +GN+GIA+R LTA  + +   +  ++ G   ++ RPI   
Sbjct: 72  ETLHIQGNPPPYSQYSSHHFHMGNSGIALRFLTALSSLSP--SPILITGAHTLKRRPIEP 129 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L+QLG+++     +  P V     G +  G V +SG   SQY SAL + A +A    
Sbjct: 130 LLSSLEQLGSEIRQKKSSSIPFVIR---GPISSGHVTISGQ-DSQYASALAITAAVAPHP 185 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           +    I+ L   P+ ++TL  +    +    S   D  +  G Q  KS   + V GD SS 
Sbjct: 186 LSFS-IENLKERPWFDLTLDWLHSLNISF--SREQDSLFFPGAQSIKSFSYS-VPGDYSS 241 
 
Query: 257 ASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           A++  A   ++  +    +    +   QGD +   +L+ +GA +   +  + +   P    
Sbjct: 242 AAFLAALGLLSSSSNPTVLYNLPSKDPQGDKQLFSLLKSLGADIVIEKDHIEIR--PSSF 299 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            G        ++M+   D    LAV+  FA  P+ + +    R KE+ R+ AI  EL K+ 
Sbjct: 300 SGGV------IDMDPFIDALPILAVLCCFAKNPSHLYNALGARDKESNRIEAIAHELRKM 353 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTF 432 
           G SV    D   I  P +L+   + +++DHR+AMA ++A    +     + +  C  K+F 
Sbjct: 354 GGSVHPTQDGLYIE-PSRLHGAVVHSHNDHRIAMALAVAGVHASSGQTLLCNTQCVNKSF 412 
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Query: 433 PDYFDVLSTFVKN 445 
           P +     T   N 
Sbjct: 413 PHFVIAAQTLHAN 425 
 
 
>ref|ZP_04162154.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock1-4] 
 gb|EEM06141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock1-4] 
          Length = 415 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 122/438 (27%), Positives = 214/438 (48%), Gaps = 33/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++  A++EGTT + N L  ED    +   R LG+ +E D     
Sbjct: 1   MNGTIAVPGDKSISHRAVMFGAIAEGTTKISNFLLGEDCLSTIACFRKLGIMIEEDG--- 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+V   G   +++ KE   L +GN+G  +R +   +  A  + T + D    + +RP+ 
Sbjct: 58  NDVIVYGKGLAGLQEPKE--VLDVGNSGTTIRLMLGILANAPFHCTIIGD--ESIGKRPM 113 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+++ A ++        P+ + G G + G     S   S+Q  SA+L+A      
Sbjct: 114 KRVTAPLREMDAQIEGREDGQYTPLSIRG-GNIKGIHYH-SPVASAQVKSAILLAG--LQ 169 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+    + + L S  + E   R++  FG   E +       ++GGQ     +   V GD  
Sbjct: 170 GEGVTSVTEPLQSRDHTE---RMLRAFG--CEVNVEGRTVSLQGGQSLVGTE-IEVPGDV 223 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++FL AGA +    + ++  G    +  +   +VL  MGA ++       V     E 
Sbjct: 224 SSAAFFLVAGAIVPNSKLVLKNVGLNPTRTGI--LDVLSEMGALISIR----NVRNEEFE 277 
 
Query: 314 PFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMV 365 
           P G        LK I++  + +P +   + ++AL A    G T I+D    +VKET R+  
Sbjct: 278 PCGDITIETSELKGIEIGGSLIPRLIDEIPIIALLATQATGTTIIKDAEELKVKETNRIN 337 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
            +  EL KLGA +E  PD  II   +KL    ++++ DHR+ +  ++A+C AE  + I + 
Sbjct: 338 TVVDELRKLGAEIEATPDGMIINGNQKLQGNIVNSHGDHRIGIMLAIASCIAEGEMQIEN 397 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 ++P++F+ L +  
Sbjct: 398 GDAVAVSYPNFFEQLESL 415 
 
 
>ref|NP_465447.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes EGD-e] 
 ref|ZP_03668620.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes Finland 1988] 
 ref|ZP_03669585.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL R2-561] 
 ref|ZP_05231879.1| aroE [Listeria monocytogenes FSL N3-165] 
 ref|ZP_05301052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes LO28] 
 sp|Q8Y5Y0.1|AROA_LISMO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD00001.1| aroE [Listeria monocytogenes EGD-e] 
 gb|ACN18361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18364.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18376.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18379.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18382.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
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           monocytogenes] 
 gb|ACN18385.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18388.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18412.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18415.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18433.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18436.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18442.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18451.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18457.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18460.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18463.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18469.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18475.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18484.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18487.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18493.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18496.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18499.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18508.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18511.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18514.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18517.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18520.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18532.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18535.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18538.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18544.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
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 gb|ACN18547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18550.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18553.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18556.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18559.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18568.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18571.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18574.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18577.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18586.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18595.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18598.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18601.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18613.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18622.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18637.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18676.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18679.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18685.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18703.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18721.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18724.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|EEW12900.1| aroE [Listeria monocytogenes FSL N3-165] 
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          Length = 428 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 119/435 (27%), Positives = 216/435 (49%), Gaps = 25/435 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  + F  V +M G+ V    +  T         
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI-FDVVKQMGGSLVVKDSSRSTGKLAGTVV 293 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTEL 371 
                LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL 
Sbjct: 294 VKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATEL 353 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
            K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P     
Sbjct: 354 NKMGADITPTEDGLIIHGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVS 413 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P +F+ + + +K 
Sbjct: 414 VSYPTFFEDIRSLLK 428 
 
 
>ref|YP_003433377.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenobacter 
           thermophilus TK-6] 
 dbj|BAI70176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenobacter 
           thermophilus TK-6] 
 gb|ADO46096.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenobacter 
           thermophilus TK-6] 
          Length = 432 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 129/446 (28%), Positives = 211/446 (47%), Gaps = 31/446 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L+  K + G +++P  KS+S+R ++L+A++EG +V+ N L+SED    L   + LG  VE 
Sbjct: 4   LKKAKSVKGELRVPSDKSISHRAVILSAIAEGKSVIRNWLSSEDTLATLQIAKALGTKVE 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                   ++ G    F   D   + +    N+G   R     +  A      V+ G    
Sbjct: 64  TK--GNELMITGRDFNFCEPDYVLDAR----NSGTTARLFLGVL--ATQEFFSVITGDES 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+  +V  L+Q+GA +D     +  P+ V G G L G     +   S+Q  S+LL+ 
Sbjct: 116 LRNRPMLRVVEPLRQMGAFLDGREKGNKLPICVRG-GKLKGVSF-FNKRASAQVKSSLLL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK--GGQKYKS 244 
           A   A G  EI       + PY+  + T R+++ FG      +      IK  GGQK    
Sbjct: 174 AGLKAEGITEI-------TEPYLSRDHTERMLKLFGANITQLEGSSGHIIKIAGGQKLYG 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +      D SSA++F+A A +   +  +      +   D  F   L  MGA V +     
Sbjct: 227 CE-VLCPADPSSAAFFVALATLLEDSQLILKDVLINPTRD-GFFRKLRQMGAYVEYANVR 284 
 
Query: 305 VTVTGPPREPF---GRKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRV 358 
             V+G P       G + LK +++    +P +   L ++AL    A+G + ++     R  
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Sbjct: 285 -EVSGEPVADIVVEGGRKLKGLNITKEDVPSLIDELPLLALVMSLAEGSSIVKGAEELRF 343 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KE++R+ A+   L  +GA++EE  D   I   EKL    I TY DHR+AM FS+A   AE 
Sbjct: 344 KESDRIKAVVENLRSMGANIEEYQDGFYIEGVEKLKGANIKTYSDHRIAMTFSVAGLVAE 403 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
              TI +P C   ++P++++ L+  + 
Sbjct: 404 GETTIDNPECVSVSYPNFYEDLNKII 429 
 
 
>ref|ZP_05623317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Treponema vincentii 
           ATCC 35580] 
 gb|EEV19546.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Treponema vincentii 
           ATCC 35580] 
          Length = 485 
 
 Score =  137 bits (345), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 131/468 (27%), Positives = 202/468 (43%), Gaps = 60/468 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV------- 67 
             GT+  P SKS + R L+ A+L+E  + +   L S D+   + ALR LG+++        
Sbjct: 10  FCGTMTAPSSKSHTIRALICASLAESPSFITAPLISGDMESAIQALRQLGVTITEVSHKP 69 
 
Query: 68  ------------------------EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 103 
                                    ++ + +  +  G GGK   +D  EE+ L LGN+G  
Sbjct: 70  LTLKVTPPARGLLSFAEGAVNTGQNSEYSEQGNIPFGHGGKQSGQD--EELLLNLGNSGS 127 
 
Query: 104 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-------ADVDCFLGTDC 156 
            +  L   + AA       L G   +R RP   L+   +Q G        D D    TD  
Sbjct: 128 LLYFLGMILAAA--ETPVCLTGDESLRSRPAAPLLSIYRQAGISYSAAKPDSDT-RSTDV 184 
 
Query: 157 PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 216 
           PP+R    G LP G  +L G  S Q ++ LL  APL  G   I   +K    PY+ MT   
Sbjct: 185 PPLRF--CGPLPAGNYQLDGPFS-QPVTGLLFTAPLLNGMSRI-TFNKAGERPYLRMTCD 240 
 
Query: 217 LMERFGVKAEH----SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 272 
            +   G+   H    +D+   F I G Q+Y+ P    + GD SSA + L  A I    +T 
Sbjct: 241 WLRIAGITLTHGGFDTDTCS-FEIAGNQRYQ-PFRTTIPGDWSSALFPLTAAVICNAALT 298 
 
Query: 273 VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
           +        QGD +   +L+ MGA +       TV+  P        L+    +   +PD 
Sbjct: 299 LTNLDPADTQGDSRALSILQAMGADIRCDAERRTVSVFPIS----GTLRGGRFDCGDIPD 354 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPP 390 
               LA  A+F  G T + +    R KE +R+ A   EL K GA + +G ++  I  +   
Sbjct: 355 AVPILAAAAVFCSGQTLLTNAGVCRFKECDRLAASAEELAKFGAHIVQGENFLRIDGSGG 414 
 
Query: 391 EKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRDPGCTRKTFPDYFD 437 
             L+   + +  DHR+AM  ++AAC     + I D  C + ++P + + 
Sbjct: 415 TGLHPAQVRSRGDHRIAMMLAVAACGIAETSCIEDFDCVKISYPRFIE 462 
 
 
>gb|ACN18640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  137 bits (345), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 119/435 (27%), Positives = 216/435 (49%), Gaps = 25/435 (5%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
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Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLAIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  + F  V +M G+ V    +  T         
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI-FDVVKQMGGSLVVKDSSRSTGKLAGTVV 293 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTEL 371 
                LK  +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL 
Sbjct: 294 VKTSKLKGTEIDGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATEL 353 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTR 429 
            K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P     
Sbjct: 354 NKMGADITPTEDGLIIHGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVS 413 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P +F+ + + +K 
Sbjct: 414 VSYPTFFEDIRSLLK 428 
 
 
>ref|YP_001664977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           pseudethanolicus ATCC 33223] 
 ref|YP_001663052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           sp. X514] 
 ref|ZP_05493541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           ethanolicus CCSD1] 
 ref|ZP_07131467.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           sp. X561] 
 ref|YP_003904364.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           sp. X513] 
 ref|YP_004185972.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           brockii subsp. finnii Ako-1] 
 sp|B0K0J1.1|AROA_THEPX RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B0K928.1|AROA_THEP3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABY92716.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           sp. X514] 
 gb|ABY94641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           pseudethanolicus ATCC 33223] 
 gb|EEU61464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           ethanolicus CCSD1] 
 gb|EFK84232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           sp. X561] 
 gb|ADN55073.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           sp. X513] 
 gb|ADV79589.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoanaerobacter 
           brockii subsp. finnii Ako-1] 
          Length = 423 
 
 Score =  137 bits (345), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 123/443 (27%), Positives = 215/443 (48%), Gaps = 30/443 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I ++  + + G + +PG KS+S+R +++ +++EG T ++N L  ED    +  ++ LG+ 
Sbjct: 2   DIEVKKKRFLKGVISVPGDKSISHRAVMIGSIAEGITEIENFLLGEDCISTINCMKNLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E      +   V   GK    +  E++ L +GN+G  +R L   +  AG      L G 
Sbjct: 62  DIEL-----KGTNVKVQGKGLYLNKSEKI-LDVGNSGTTIRLLMGIL--AGQKFETTLTG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              ++ RP+G ++  L  +GA ++   G +  P+ V G   L G   K+  + S+Q  S+ 
Sbjct: 114 DDSIKRRPMGRVITPLSMMGAKIEAREG-NFAPLTVFG-NKLKGIYYKMPIA-SAQVKSS 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +++A+  A     IE        P    T  +   FG K E + +    Y   G K +   

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1070



 

 

Sbjct: 171 IMLASLYADDKTTIEE-----PYPSRNHTELMFSSFGAKVEVNGTKITCY--PGYKLQGQ 223 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ET 303 
           K   V GD SSA+YF+  A +     VT++       +  +   +V++ MG  +  T E  
Sbjct: 224 K-VIVPGDISSAAYFIVAATLVPNSEVTIKNVNVNPTRTGI--IDVIKEMGGDIVLTNER 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           ++              LK I++  + +P   D    +AV A+FA+G T I+D    +VKE 
Sbjct: 281 TINNEKVADITVKTSRLKGIEIGGSLIPRLIDEIPVIAVAAVFAEGKTVIKDAEELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           + R+  I +EL K+GA + E  D  II     L    +++Y+DHR+AM+  +A   AE   
Sbjct: 341 SNRINTITSELKKMGAKIFETEDGMIIEGTGFLKGNTVESYNDHRIAMSLWVAGLMAEGE 400 
 
Query: 420 VTIRDPGCTRKTFPDY---FDVL 439 
             I++  C   ++PD+   FD+L 
Sbjct: 401 TKIKNAECVNISYPDFYKTFDML 423 
 
 
>ref|ZP_05133085.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stenotrophomonas sp. 
           SKA14] 
 gb|EED37146.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stenotrophomonas sp. 
           SKA14] 
          Length = 435 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 130/445 (29%), Positives = 217/445 (48%), Gaps = 32/445 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+ A+  + +  + + G++ +PG KS+S+R ++ AAL++GT+ +D  L  ED         
Sbjct: 1   MSNAQHWIARKGQPLQGSLTIPGDKSVSHRSVMFAALADGTSHIDGFLEGEDTRATARIF 60 
 
Query: 61  RTLGLSVEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
             LG+ +E    ++R V  VG  G K P      +  L  GNAG  MR L   +     + 
Sbjct: 61  SQLGVRIETPSPSQRIVHGVGIDGLKAP------DAPLDCGNAGTGMRLLAGLLAGQAFD 114 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            T + D    +  RP+  +   L Q+GA +D       PP+ V+G   L G  +  +  + 
Sbjct: 115 CTLIGD--ESLSGRPMRRVTGPLSQMGAKIDT-ESDGTPPLHVHGGQTLHG--IDFASPV 169 
 
Query: 179 SS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S Q  SA+L+A   A G+ ++         P  + T R++  FGV  E S    R  ++ 
Sbjct: 170 ASAQIKSAVLLAGLYAQGETQVTEPH-----PTRDYTERMLSAFGVDIEFSPGKAR--LR 222 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GGQ+ ++  +  V  D SSA+++L  A+I  G+ + ++  G    +  +  A  L +MGA 
Sbjct: 223 GGQRLRA-TDIVVPADFSSAAFYLVAASIIPGSELRLKQVGLNPRRTGLLHA--LRLMGA 279 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIR 351 
            +T  E      G P      ++  LK   +  + +PD+      L V A  A+G T +  
Sbjct: 280 DIT-EENPAEQGGEPVADLVVRYAPLKGARIPESLVPDMIDEFPALFVAAAAAEGQTVVS 338 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
             A  RVKE++R+ A+ T L  LG  V+E  D   +    +L    I+++ DHR+AMAF+ 
Sbjct: 339 GAAELRVKESDRLAAMATGLRALGMQVDETEDGATLHGGVRLGSGTIESHGDHRIAMAFA 398 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDY 435 
           +A   ++  V I D      +FPD+ 
Sbjct: 399 IAGQISDGEVRINDIANVATSFPDF 423 
 
 
>ref|ZP_01667017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermosinus 
           carboxydivorans Nor1] 
 gb|EAX47120.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermosinus 
           carboxydivorans Nor1] 
          Length = 445 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 135/447 (30%), Positives = 212/447 (47%), Gaps = 28/447 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
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           IVL+    + GTV +PG KS+S+R ++L AL+EG T +D  L  +D    +   R LG++ 
Sbjct: 2   IVLKCNHGLQGTVTVPGDKSISHRAVMLGALAEGITTIDGFLPGKDCLATIDCFRKLGVN 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +   +   R  V G G +     A +EV L++GN+G  +R L   + A       V+ G  
Sbjct: 62  IC--QTGSRVEVEGVGLRG--LRAPQEV-LYVGNSGTTIRLLLGILAAQ--PFRTVITGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSA 185 
             +  RP+G +VV L+ +GA +D     +  P+ V  + GL G  +  S  ++S Q  SA 
Sbjct: 115 ESICRRPMGRVVVPLRAMGARIDGEGDGNFAPLSVYPVNGLSG--IDYSTPVASAQVKSA 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A   A       + +  +S  + E   R++  FGV         +     G    +  
Sbjct: 173 LLLAGLYA--QSATTVTEPAVSRDHTE---RMLAYFGVDIRREGLSVQVRPASGL---TG 224 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           ++  V GD SSA++ +A A I  G+ V +   G    +  V   +VL+ MG  +   E   
Sbjct: 225 RHVVVPGDISSAAFLMAAALIVPGSEVIIRNVGVNPTRTGV--IDVLKAMGGDINI-ENL 281 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
               G P      +H  L+ I +    +P   D    +AV A FA+G T IRD A  +VK 
Sbjct: 282 RDECGEPVADVRVRHSRLRGITIAGPIIPRLIDEIPVIAVAAAFAEGTTTIRDAAELKVK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           E++R+ AI   L ++G      PD   +     L    ID+  DHR+AMAF++A   A   
Sbjct: 342 ESDRIAAIVNGLRQMGGDAVALPDGLRVQGGRPLKGAVIDSQGDHRIAMAFAIAGLMANG 401 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
              I +  C   +FP +  ++ST   N 
Sbjct: 402 DTVIGNAECIDVSFPGFAALISTLGAN 428 
 
 
>ref|ZP_04584797.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurihydrogenibium 
           yellowstonense SS-5] 
 gb|EEP60641.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurihydrogenibium 
           yellowstonense SS-5] 
          Length = 431 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 131/447 (29%), Positives = 216/447 (48%), Gaps = 25/447 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E  ++ +K I G++++P  KS+S+R ++L++L++G ++V N L + D    + A R LG+ 
Sbjct: 2   EKTVKKVKRIEGSLRVPSDKSISHRAIILSSLADGISIVKNFLKAGDTLTTVNAYRKLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVL 123 
            +      K  V    G      D  +E   FL  GN+G   R LT  V A G N    L 
Sbjct: 62  EI----VEKEGVYYIHGKGL---DGLKEPDDFLDMGNSGTTTR-LTLGVLA-GFNFFTAL 112 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +R+RP+  +   L ++GA +D     +  P+ + G G L G     +  +S+Q   
Sbjct: 113 TGDDSLRKRPMKRVAEPLSKMGAKIDGRKDGNLLPISIRG-GKLTGIDF-FNEKMSAQVK 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+L+A   A G  E  +I+ +IS  + E  L  M  + V  E +    R  +K   K   
Sbjct: 171 SAILLAGLFAKG--ETTVIEPVISRDHTENMLNSMGAY-VSREFTKDGYRVTVKKADKL- 226 
 
Query: 244 SPKNAYVEGD-ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P +  V  D +S+A +  A + I G  + ++       +    F   L+ MGAKV +   
Sbjct: 227 NPIHINVPADPSSAAFFAAAASVIPGSHIELKDVLVNPTRDG--FFRKLKEMGAKVEYKN 284 
 
Query: 303 TSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                     + +   H LK + V   ++P   D    LA++A  A+G T I      RV 
Sbjct: 285 KRDEAGEIVADIYVSYHELKGVKVKPKEVPSMIDEIPLLAIIATQAEGETVITGAHELRV 344 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAE 417 
           KE++R+ ++     +LG   EE PD  II   +K+    +D+Y DHR+AM F+ L   +E 
Sbjct: 345 KESDRIKSVIENFKRLGLEAEELPDGMIIRGKQKVKGGIVDSYKDHRVAMGFAILGLVSE 404 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             +TI+D  C   ++P++F+ L    K 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1072



 

 

Sbjct: 405 EGITIKDADCVYISYPEFFNHLEKVSK 431 
 
 
>ref|ZP_05023338.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Microcoleus 
           chthonoplastes PCC 7420] 
 gb|EDX78537.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Microcoleus 
           chthonoplastes PCC 7420] 
          Length = 453 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 122/439 (27%), Positives = 214/439 (48%), Gaps = 31/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R L+L A+++G T +  LL  +D        + +G ++ ++  A  
Sbjct: 28  LKGNIQVPGDKSISHRALMLGAIAQGETRIQGLLLGDDPRSTARCFQGMGATI-SELNAD 86 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +V G G    V + +E + +   GN+G  +R +   + +  G   + + G   +R RP 
Sbjct: 87  EVIVKGVG----VGELQEPLDILNAGNSGTTLRLMLGLLASQPGRF-FTVTGDNSLRSRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  +V  L+Q+GA +         P+ + G    P   +     I+S Q  S +L+A  + 
Sbjct: 142 MSRVVHPLQQMGAQIWGRGNGSLAPLAIQGQQLKP---IHYHSPIASAQVKSCILLAGLM 198 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G  E  + +  +S  + E   R+++ FG K           + G  + +  +   V G 
Sbjct: 199 AQG--ETTVTEPALSRDHSE---RMLKAFGAKITVDPDTHSATVTGPAQLQG-QTVIVPG 252 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L AGA +    + +E  G    +  +   + L MM A +   E    V G P 
Sbjct: 253 DISSAAFWLVAGAIVPDSDLLIENIGVNPTRTGI--LDALAMMNADIQL-ENQRIVAGEP 309 
 
Query: 312 ----REPFGRKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  + R  LKA +++   + +M D    LAV A+FA G T IRD A  RVKE++R+ 
Sbjct: 310 VADIRVRYSR--LKACEISGALIPRMIDEIPILAVAAIFAQGTTVIRDAAELRVKESDRL 367 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
             + ++L ++GA++ E PD   IT    L  T +D++ DHR+ M+ ++AA  A+   TI  
Sbjct: 368 AVMASQLNRMGATITELPDGLEITGNTPLTGTEVDSHTDHRITMSLAIAALNAQGITTIH 427 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
                  ++PD+   L    
Sbjct: 428 GAEAATISYPDFTTTLQRL 446 
 
 
>ref|YP_003786694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachyspira 
           pilosicoli 95/1000] 
 gb|ADK32193.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachyspira 
           pilosicoli 95/1000] 
          Length = 422 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 128/448 (28%), Positives = 218/448 (48%), Gaps = 48/448 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V++P  +I G+V +  SKS ++R L+ AALS+            D+  +   ++ +G   
Sbjct: 3   LVIKPSYDIYGSVYIQISKSDAHRALISAALSK------------DISILKPWMKNVGND 50 
 
Query: 67  VEADKAAKRAVVVGCGGKFP----------VEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
           +E  K A    V       P           +++  ++ + +  +G ++R L   ++A   
Sbjct: 51  IEVTKNA----VSNFADLVPELDYLRVIPKKDNSINDIVVDVKESGTSLRLLIPIMSALN 106 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
            N T++  G  ++  RPI       +Q+      F       + + G   L  G   + G 
Sbjct: 107 INTTFI--GSKKLFSRPIS----VYEQIWQAQGLFFDKKEDSLTIKG--QLKSGDFTIKG 158 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           +ISSQ++S LL AAPL  G+ +I I  +L S PYV MTL+ ++   ++   +       I 
Sbjct: 159 NISSQFISGLLFAAPLLEGNSKIIIEGELESSPYVFMTLKTLKEAKIEISKNMENSLIEI 218 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
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            G Q+Y S  N  +E D S A++  A A   GG VT+ G    S+QGD +   +L+ MGA 
Sbjct: 219 YGSQEY-SALNYEIESDWSHAAF-FAAAGALGGEVTLYGLNKYSIQGDKEILNILKFMGA 276 
 
Query: 297 KVTWTET-SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
            +   E  S+TV     +  GR H  A+D++++ +PD+A  +  +A  A G T + + +  
Sbjct: 277 SINCNEDGSITV-----KKMGRLH--AMDIDVSDIPDLAPIITALASTAKGTTKLYNASR 329 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            R KE++R+  ++   TK+GA +E   D   I   EKL      +++DHR+AMA S+A+  
Sbjct: 330 LRYKESDRINDLKDSFTKIGAKIEVTDDEIYIEGVEKLEGGNTTSHNDHRIAMALSVAST 389 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            +   + I D     K+    F+ L  F 
Sbjct: 390 ISNNDIIIDDAESINKS---SFNFLEQF 414 
 
 
>ref|ZP_02045125.1| hypothetical protein ACTODO_02015 [Actinomyces odontolyticus ATCC 
           17982] 
 gb|EDN81537.1| hypothetical protein ACTODO_02015 [Actinomyces odontolyticus ATCC 
           17982] 
          Length = 450 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 136/442 (30%), Positives = 208/442 (47%), Gaps = 34/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV++PGSKS++ R L LAA+++  +V+   L++ D      AL  +G  V+ + A   
Sbjct: 14  VDATVEVPGSKSITARALYLAAVADSPSVIRGALDARDTRLFADALEVMGARVKDEGAGI 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V        P+       ++  G AG  MR L     AA      +  G  +   RP+ 
Sbjct: 74  LRVT-------PMSLPPRGGRIECGLAGTVMRFLPP--LAALSPEETLFGGDEQAYARPL 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLA 193 
           G L+  L ++GA V         P  V G    P G +  +  S SSQ+LSALL+ +PL  
Sbjct: 125 GPLLDALVRMGATVTYHGERGHLPFTVQGPIHTPLGAQAWVDSSSSSQFLSALLLVSPLV 184 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-------SWDRFYIK--GGQKYKS 244 
              + +     + S+P+VEMTL  +   GV  E  D       +W  F  +  GG      
Sbjct: 185 GDPLFVSAPGVIPSMPHVEMTLASLAGAGVDLEVVDEGRANLSTWHIFPSRPIGG----- 239 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +  VE D S+A  FLA A +TGG V +    G T+  GD   A +L  MGA +T  E  
Sbjct: 240 --DITVEPDLSNAGPFLAAAMVTGGRVRIPAWPGATTQAGDAWRA-LLGHMGATITLDEE 296 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            +T+TGP     G  +   I   M ++ ++  T+A +  +A  P+ +  +A  R  ET+R 
Sbjct: 297 GLTLTGP-----GAGNYPGIKATMAEVGELTPTMAAICAYASTPSHLSGIAHLRGHETDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           + A+  E+ + G   EE  D  IIT P  L+   I +Y DHRMA   ++       +T+  
Sbjct: 352 LAALVAEINRAGGQAEETEDGLIIT-PRPLHAAQIRSYADHRMATFGAILGLVTPGITVD 410 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVKN 445 
           D  CT KT P +  + ++ V   
Sbjct: 411 DIACTSKTLPTFEAMWASLVSE 432 
 
 
>ref|YP_001200158.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis 
           98HAH33] 
 sp|A4W069.1|AROA_STRS2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABP91758.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus suis 
           98HAH33] 
          Length = 426 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 121/446 (27%), Positives = 222/446 (49%), Gaps = 37/446 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
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           + ++++ GT+++PG KS+S+R ++  +L++G T   N+L  EDV   +   R LG+ +E  
Sbjct: 5   RSVEKLKGTIRVPGDKSISHRSIIFGSLAKGVTRFHNILRGEDVLSTMQVFRDLGVKIED 64 
 
Query: 70  DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +        VG  G + P  D      L +GN+G ++R ++  +  AG +    + G    
Sbjct: 65  NGDIVEVHGVGFDGLQAPKND------LDMGNSGTSIRLISGVL--AGQDFEATMFGDDS 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  + + L Q+G  +      D PP+ + G   L   + +L  + S+Q  SAL+  
Sbjct: 117 LSKRPMDRVTIPLSQMGLKISGQTERDLPPLTIKGNKNLKPIRYQLPVA-SAQVKSALIF 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G+  I  + K ++  + E    ++ +FG + + +    R  I+GGQ++ + +   
Sbjct: 176 AALQAEGNSVI--VKKDLTRNHTE---DMIVQFGGQLKFNGKEIR--IQGGQEFIA-QEI 227 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----- 302 
            V GD SSA+++L AG  I G  + +E  G    +  +   +V++ MG K+T +       
Sbjct: 228 TVPGDISSAAFWLVAGLIIPGSKIVLENVGINETRTGI--LDVIKAMGGKMTLSNIDELA 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVK 359 
            S T+T    E      LKA ++    +P +   L ++ L A    G T I D    +VK 
Sbjct: 286 KSATITVETSE------LKATEIAGELIPRLIDELPIITLLATQAHGTTIICDAEELKVK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAE 417 
           ET+ +  +   L  +GA++E   D  II  P  L+   I+T+ DHR+ M  ++AA    + 
Sbjct: 340 ETDCIQVVADALNSMGATIEPTEDGMIIHGPTALHGAEINTFGDHRIGMMTAIAALLAKD 399 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             V +        ++P +F+ L++ + 
Sbjct: 400 GEVVLERAEAINTSYPAFFEHLNSLM 425 
 
 
>ref|ZP_07888310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis ATCC 49296] 
 gb|EFU62679.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           sanguinis ATCC 49296] 
          Length = 427 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 121/443 (27%), Positives = 214/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVKIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGIKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLCLKGTKNLKPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++ +FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLHQFG--GHLSVDGKKITVQGPQKLIGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TET     S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRVVLQNVGINETRTGI--IDVIRAMGGKLEITETDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGETVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  I+    +L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIVKGKSRLHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
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Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_04084926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar huazhongensis BGSC 4BD1] 
 gb|EEM83366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar huazhongensis BGSC 4BD1] 
          Length = 429 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 127/456 (27%), Positives = 214/456 (46%), Gaps = 44/456 (9%) 
 
Query: 5   EEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  +QP+   ++G + +PG KS+S+R ++  A++EG T +   L   D    +   + + 
Sbjct: 2   KERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGKTTIKGFLPGADCLSTISCFKEM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ +  +       VVG G    +E  +E +  L +GN+G  +R ++  +     N  +  
Sbjct: 62  GVDIVQN--GDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGIL----ANTPFF 111 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSG 176 
             + G   + +RP+  +   LKQ+GA++D        P+ + G      G +K     S  
Sbjct: 112 SCVQGDASIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRG------GDLKAIEYTSP 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRF 234 
             S+Q  SA+L+A     G   +       + P++  + T R++E FGV    +       
Sbjct: 166 VASAQVKSAILLAGLRTEGVTAV-------TEPHISRDHTERMLEAFGVTV--TREGKTV 216 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + GGQK  +  +  V GD SSA++FL AGA I    + ++  G    +  +   +VLE  
Sbjct: 217 KLAGGQKL-TATDVQVPGDVSSAAFFLVAGAIIPNSKLVLQNVGMNPTRTGI--IDVLEK 273 
 
Query: 294 MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           MGA  T    +   + P          LK I++  + +P +   + V+AL A   +G T  
Sbjct: 274 MGATFTVEPINEGSSEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITV 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DHR+ M  
Sbjct: 334 IKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNIVNSYGDHRIGMM 393 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            ++A C AE    I D      ++P +FD L    K 
Sbjct: 394 LAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 429 
 
 
>ref|YP_001930209.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurihydrogenibium 
           sp. YO3AOP1] 
 sp|B2V630.1|AROA_SULSY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD65655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurihydrogenibium 
           sp. YO3AOP1] 
          Length = 431 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 132/444 (29%), Positives = 217/444 (48%), Gaps = 19/444 (4%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E  ++ +K I G++++P  KS+S+R ++L++L++GT++V N L + D    + A R LG+ 
Sbjct: 2   EKTVKKVKRIEGSLRVPSDKSISHRAIILSSLADGTSIVKNFLKAGDTLTTVNAYRKLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +   +        G  G    +D      L +GN+G   R LT  V A G +    L G 
Sbjct: 62  EIVEKEGVYYVHGKGLDGLKEPDDL-----LDMGNSGTTTR-LTLGVLA-GFDFFAALTG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R+RP+  +   L ++GA +D     +  P+ + G G L G     +  +S+Q  SA 
Sbjct: 115 DDSLRKRPMKRVAEPLSKMGAKIDGRKDGNLLPISIRG-GKLTGIDF-FNEKMSAQVKSA 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A GD  +  I+ +IS  + E  L  M  + V  E +    R  +K   K  +P 
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Sbjct: 173 ILLAGLFAKGDTTV--IEPVISRDHTENMLNSMGAY-VSREFTKDGYRVTVKKADKL-NP 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V  D SSA++F A A+I  G+  +E            F   L+ MGAKV +      
Sbjct: 229 IHINVPADPSSAAFFAAAASIISGS-HIELKDVLINPTRDGFFRKLKEMGAKVEYKNKRD 287 
 
Query: 306 TVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                  + +   H LK + V   ++P   D    LA++A  A+G T I      RVKE+ 
Sbjct: 288 EAGEIVADIYISYHELKGVKVEPQEVPSMIDEIPLLAIIATQAEGETVITGAHELRVKES 347 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
           +R+ ++     +LG   EE PD  II   +K+    +D+Y DHR+AM F+ L   +E  + 
Sbjct: 348 DRIKSVIENFKRLGLEAEELPDGMIIRGKQKVKGGIVDSYKDHRIAMGFAILGLVSEEGI 407 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
           TI+D  C   ++P++F+ L    K 
Sbjct: 408 TIKDADCVYISYPEFFNHLEKVSK 431 
 
 
>ref|ZP_01172026.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. NRRL 
           B-14911] 
 gb|EAR65399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. NRRL 
           B-14911] 
          Length = 429 
 
 Score =  137 bits (344), Expect = 4e-30,   Method: Compositional matrix adjust. 
 Identities = 131/439 (29%), Positives = 214/439 (48%), Gaps = 33/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           + G + +PG KS+S+R ++  A++EG T V N L  ED    +   R LG+S+  E DK  
Sbjct: 13  LRGEIDIPGDKSVSHRSIMFGAIAEGRTEVTNFLMGEDCLSTVSCFRKLGVSITNEGDKM 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               ++ G G  F   +   EV L +GN+G  +R L   +  AG     VL G   + +R 
Sbjct: 73  ----IIDGRG--FEGLNEPNEV-LDVGNSGTTIRLLLGIL--AGLPFHAVLAGDESIAKR 123 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + V L ++GA +    G +  P+ + G G + G + +L  + S+Q  S+LL A    
Sbjct: 124 PMTRVSVPLSEMGAQIRGRKGGELTPLSIQG-GEVKGIRYELPVA-SAQVKSSLLFAGLQ 181 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G  E  +I+   +  + E   R++ +FG   E         ++GGQK K+ K  +V G 
Sbjct: 182 ASG--ETVLIEPAKTRDHTE---RMIRQFG--GEIVSEGTEVRLQGGQKLKAAK-VHVPG 233 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT---WTETSVTVT 308 
           D SSA++FL AGA I G  + +   G    +  +   EVL+ MGA +T   +   S     
Sbjct: 234 DISSAAFFLSAGAIIPGSEIVLRNVGLNPTRTGI--LEVLQRMGADMTILPYNNESAEPA 291 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMV 365 
           G     F    LK   +  + +P +   + ++AL A   +G T I+D    +VKET R+  
Sbjct: 292 GDITIRF--SQLKGTVIEGDIIPRLIDEIPIIALLATQAEGETVIKDAEELKVKETNRID 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL-AACAEVPVTIRD 424 
            +  EL KLGA +E   D  +I     L    + ++ DHR+ M  ++ AA     V++   
Sbjct: 350 TVVNELKKLGADIEATADGMVINGRTPLKGGNVSSHGDHRIGMMLAIGAAICTGEVSLSG 409 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
                 ++P +F+ L + + 
Sbjct: 410 AEAISVSYPAFFEHLESLI 428 
 
 
>ref|ZP_08065064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus peroris 
           ATCC 700780] 
 gb|EFX41070.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus peroris 
           ATCC 700780] 
          Length = 427 
 
 Score =  137 bits (344), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 125/444 (28%), Positives = 216/444 (48%), Gaps = 37/444 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
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           I  ++G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IDHLNGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            A     VG  G K P      +  L +GN+G ++R ++  +  AG +    + G   +  
Sbjct: 67  GAVTIQGVGLDGLKAP------QKALDMGNSGTSIRLISGVL--AGTDFEVEMFGDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  SAL+ AA 
Sbjct: 119 KRPMDRVTLPLKKMGVSISGQTERDLPPLHLKGTKNLKPIHYELPIA-SAQVKSALIFAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G  +  II+K  +  + E  LR   +FG   + S    +  ++G QK  S +   V 
Sbjct: 178 LQAHG--QSIIIEKECTRNHTEDMLR---QFG--GDLSVDGKKITVQGPQKL-SGQTVVV 229 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TS 304 
            GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  T+      S 
Sbjct: 230 PGDISSAAFWLVAGLIVPNSRVVLKNVGINETRTGI--IDVIRAMGGKLEITDMDPIAKS 287 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
            T+T    E      L  I++    +P +   L ++AL A    G T I+D    +VKET 
Sbjct: 288 ATLTVETSE------LNRIEIGGALIPRLIDELPIIALLATQAQGQTVIKDAEELKVKET 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVP 419 
           +R+  +   L  +GA++    D  II     L+   ++T+ DHR+ M  ++AA   A+   
Sbjct: 342 DRIQVVADALNSMGATITPTADGMIIKGKSVLHGARVNTFGDHRIGMMTAIAALLVADGE 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V +        ++P +FD L T + 
Sbjct: 402 VELDRAEAINTSYPSFFDDLETLI 425 
 
 
>gb|ACN18610.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  136 bits (343), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 124/439 (28%), Positives = 222/439 (50%), Gaps = 33/439 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SA++F+    IT G+   +T  G   T        ++V+E MG  +   ++S + TG    
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTR----TGISDVVEQMGGSLVVKDSSRS-TGKLA 289 
 
Query: 313 EPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ 
Sbjct: 290 GTVVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAV 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
            TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P 
Sbjct: 350 ATELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERP 409 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
                ++P +F+ + + +K 
Sbjct: 410 EAVSVSYPTFFEDIRSLLK 428 
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>ref|ZP_01822665.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP9-BS68] 
 gb|EDK79289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP9-BS68] 
          Length = 427 
 
 Score =  136 bits (343), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 121/443 (27%), Positives = 214/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITVQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLKQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEIDPVAKSS 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_003506276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Meiothermus ruber DSM 
           1279] 
 gb|ADD27256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Meiothermus ruber DSM 
           1279] 
          Length = 426 
 
 Score =  136 bits (343), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 133/447 (29%), Positives = 212/447 (47%), Gaps = 36/447 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E ++ P   + GT+++PG KS+++R L+L AL++G + +   L + D       +R LG  
Sbjct: 2   ERLIPPTPSLKGTLRVPGDKSVTHRGLMLGALAQGESTLYYPLKAGDTLSTAQVMRQLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY-VLD 124 
            +           VG   K P +       L  GNAG  MR +   ++   G  T+ VL  
Sbjct: 62  EITEQGQHFHIKGVGLRLKEPGD------VLDCGNAGTLMRLVAGLLS---GQETFAVLT 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R RP+G + + L+Q+GA ++        P+ + G GGL G   +L  + S+Q  S 
Sbjct: 113 GDASLRRRPMGRVTLPLRQMGARIEGRENGQLAPLAIRG-GGLRGIHYELPVA-SAQVKS 170 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+A   A  D E+     +   P  + T R+   +G+  E      R   +  + + + 
Sbjct: 171 ALLLAGLFAEEDTEV-----VEPAPTRDHTERVFRHYGLPIEVEGRLIR--TRRAEPFAA 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            K+  V GD SSA++F+  A IT  + VT+EG G    +       VL+ MGA ++W  T 
Sbjct: 224 -KDLTVPGDFSSAAFFIVAALITPDSEVTLEGVGLNPTR--TGLLTVLKEMGADLSWEVT 280 
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Query: 304 SVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                G   EP G        L+ + V+   +P   D    LA  A +A G T I  +   
Sbjct: 281 E----GQDGEPVGWIRARSSQLRGVVVDPQLIPLMVDEVPILAAAAAWAAGETYIPGLEE 336 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            RVKE++R+ AI   L  LG  VE GPD+  I          ++ + DHR+AMAF++    
Sbjct: 337 LRVKESDRVAAIAKNLQNLGVPVEAGPDWLRIRGGHVAGGGLVEPFHDHRIAMAFAVCGL 396 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            +  VT++D      +FP +++ L    
Sbjct: 397 PK-GVTVQDAEWASISFPSFWEDLERL 422 
 
 
>ref|ZP_07864434.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           anginosus F0211] 
 gb|EFU21957.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           anginosus F0211] 
          Length = 427 
 
 Score =  136 bits (343), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 117/444 (26%), Positives = 214/444 (48%), Gaps = 37/444 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D   
Sbjct: 8   KGLAGCIRVPGDKSISHRSIMFGSLAKGVTTVHDILRGEDVLSTMQVFRDLGVQIEDDGN 67 
 
Query: 73  AKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                 VG  G + P        +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 68  VVTIHGVGFAGLQAPTN------KLNMGNSGTSIRLISGVL--AGQDFAVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G  +      D PP+ ++G   L      L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRITIPLRQMGVQIAGRTNRDLPPLTIHGNKNLQPIHYTLPVT-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  I++K ++  + E    ++++FG   + S +     I+GGQ++ + +N  V  
Sbjct: 179 QAQG--ESVIVEKEMTRNHTE---DMIKQFG--GQISVNGKEIRIQGGQEF-TGQNVLVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA++++ AG  I    + +E  G    +  +   +V++ MG  +  +       S  
Sbjct: 231 GDISSAAFWIVAGLIIPNSKIILENVGINETRTGI--LDVVKAMGGNINLSNIDRVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E  G       ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITIETSELIG------TEIGGEIIPRLIDELPIIALLATQAKGQTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   + T+ DHR+ M  ++AA    +  V 
Sbjct: 343 RIQVVADALNSMGADITPTEDGMIIKGKTSLHGAKVHTFGDHRIGMMTAIAALLVNDGQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            +        ++P++F  L   +  
Sbjct: 403 ELERAEAINTSYPNFFHDLEDLLH 426 
 
 
>ref|YP_001929990.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Porphyromonas gingivalis ATCC 33277] 
 dbj|BAG34393.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Porphyromonas gingivalis ATCC 33277] 
          Length = 419 
 
 Score =  136 bits (343), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 140/438 (31%), Positives = 207/438 (47%), Gaps = 68/438 (15%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALS-------EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +++LP SKS   R+LLL A+S       EG    D   +   VH +L +            
Sbjct: 18  SLRLPPSKSEWIRLLLLRAMSGEVLAPLEG----DAPTDVRTVHRILTS----------- 62 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                             D  +EV +   +AG AMR LTA + A   +    L G  RM  
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Sbjct: 63  ------------------DISDEVNV--RDAGTAMRFLTAYM-ARFASRPVRLYGTERMC 101 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI  LV  L+ LGADV      D PP+ +     + GG V +   +SSQ++SALL+ A 
Sbjct: 102 ARPIRPLVEALRSLGADVIYERVEDFPPLLIRP-AAMCGGNVCVDAGVSSQFVSALLLIA 160 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           P   G + I++ ++ +S PY +MT RL+  FG++ E S+  D   + G + + +P   Y  
Sbjct: 161 PTLRGGLSIKLENREVSAPYTDMTCRLLTAFGIEVERSE--DSITV-GERPFVAPTEWYP 217 
 
Query: 251 EGDASSASYFLAGAAI--TGGTVTVEGC--GTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             D S+A Y     A+    G+V++        S+Q D + A +   +G     T++ +T 
Sbjct: 218 SADWSAAGYIYNMVAVGELSGSVSLPDLLPPEESMQADSRAATLFGRLGVVTEKTDSGIT 277 
 
Query: 307 VTGPP---REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           ++  P    + FG +       ++   PD+  TLAV  L    P  +  V   R+KE +R 
Sbjct: 278 LSYSPVRCTDDFGTE-------DVRDCPDLVPTLAVCCLLKRVPFCLTGVGHLRLKECDR 330 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           + AI TE  KLG  V    D  +       PE+L V  I  YDDHRMAMAF+ AA  ++  
Sbjct: 331 LAAICTEARKLGYVVRSDKDALLWDGERCTPEELPV--IRVYDDHRMAMAFAAAAVLSKK 388 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
            V I D G   K+FP +F 
Sbjct: 389 GVMIEDAGVVGKSFPGFF 406 
 
 
>ref|ZP_07641931.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           SK597] 
 gb|EFO00450.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           SK597] 
          Length = 427 
 
 Score =  136 bits (343), Expect = 5e-30,   Method: Compositional matrix adjust. 
 Identities = 120/443 (27%), Positives = 214/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G ++      D PP+ + G   L   + +LS + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVNISGQTERDLPPLHLKGTKNLRPIQYELSIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG          +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLIVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSCLVLQNVGINETRTGI--IDVIRAMGGKLEMTEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L   + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLENLI 425 
 
 
>ref|ZP_06062931.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           johnsonii SH046] 
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 gb|EEY96710.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           johnsonii SH046] 
          Length = 749 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 127/419 (30%), Positives = 200/419 (47%), Gaps = 40/419 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 315 KSFQGKFSVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 374 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 375 GEVTIHGVGVNGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 426 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+++GA +        PPV + G   L G    L  + S+Q  S +L+A  
Sbjct: 427 KRPMERIAKPLREMGAQIQTTGERGTPPVSITGNQALQGIHYDLPMA-SAQVKSGILLAG 485 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     +R  ++GG K    +   
Sbjct: 486 LWAAGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNRISLQGGGKLVGTE-I 535 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G+ VT+E  G    +  V   E+L+ MGA +T  E      
Sbjct: 536 QVPSDISSAAFFMVGAAITEGSDVTLEAVGINPTRTGV--IEILKQMGADIT-VENERIA 592 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 593 GGEPIADIRIQGTRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 652 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLA 413 
           +R+  +   L  +G       D  II                 I+++ DHR+AM+FS+A 
Sbjct: 653 DRIQVMADGLKTMGIDCTPTDDGIIIEGKGHSGEWGAIFTGGEIESHHDHRIAMSFSMA 711 
 
 
>ref|ZP_02711877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC1087-00] 
 gb|EDT90298.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC1087-00] 
          Length = 427 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 210/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
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Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_04849461.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           1_1_6] 
 gb|EES66324.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacteroides sp. 
           1_1_6] 
          Length = 285 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 96/294 (32%), Positives = 150/294 (51%), Gaps = 36/294 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  T++LP SKS+SNR L++ AL +G    +NL + +D   M+ AL               
Sbjct: 12  VKATIQLPASKSISNRALIINALGKGIYPPENLSDCDDTQVMIKAL-------------- 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                         + KE + +    AG AMR LTA ++A  G    ++ G  RM++RPI 
Sbjct: 58  -------------TEGKETIDIM--AAGTAMRFLTAYLSATSGER--IITGTARMQQRPI 100 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             LV  L++LGA+++       PP+R+ G   L G ++ L G++SSQY+SALLM  P+   
Sbjct: 101 QILVNALRELGAEIEYTHNEGYPPLRIKG-AELKGNEITLKGNVSSQYISALLMIGPVLK 159 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + + +  ++IS PY+ +TL+LM+ FG KA  +           Q Y+S     VE D  
Sbjct: 160 DGLTLHLTGEIISRPYINLTLQLMQDFGAKAAWTSPSS--ISVAPQPYQSVPFT-VESDW 216 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           S+ASY+   AA++    + + G    S QGD + AEV   +G    +T   V + 
Sbjct: 217 SAASYWYQIAALSPEAEIELLGLFRNSYQGDSRGAEVFSRLGITTEFTPKGVKI 270 
 
 
>ref|ZP_01832802.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP19-BS75] 
 ref|ZP_01834028.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP19-BS75] 
 ref|ZP_01834686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP23-BS72] 
 ref|YP_002511266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae ATCC 700669] 
 ref|YP_002736331.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae JJA] 
 ref|YP_002738518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae P1031] 
 ref|YP_002740648.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae 70585] 
 sp|C1C7X2.1|AROA_STRP7 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B8ZKM0.1|AROA_STRPJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C1CEW0.1|AROA_STRZJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C1CL80.1|AROA_STRZP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EDK69938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP19-BS75] 
 gb|EDK70969.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP19-BS75] 
 gb|EDK82173.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP23-BS72] 
 emb|CAR69137.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae ATCC 700669] 
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 gb|ACO16466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae 70585] 
 gb|ACO18606.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae JJA] 
 gb|ACO20656.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae P1031] 
          Length = 427 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 121/443 (27%), Positives = 214/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEIDPVAKSS 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_003879090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae 670-6B] 
 gb|ADM90990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae 670-6B] 
          Length = 427 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 210/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVDSKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE    V    
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Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 STLTVESSDLKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_05563156.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           DS5] 
 ref|ZP_05569291.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           HIP11704] 
 ref|ZP_05573377.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           JH1] 
 ref|ZP_07552296.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX4248] 
 ref|ZP_07554466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0855] 
 ref|ZP_07760062.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0470] 
 gb|EEU66113.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           DS5] 
 gb|EEU72248.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           HIP11704] 
 gb|EEU74348.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           JH1] 
 gb|EFM79229.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0855] 
 gb|EFM81160.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX4248] 
 gb|EFQ70802.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0470] 
 gb|EFT45906.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0017] 
 gb|EFT48915.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0027] 
          Length = 428 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E  D   +  + G Q+  + +N  V  
Sbjct: 181 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVDDK--KIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
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Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|YP_001055788.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrobaculum 
           calidifontis JCM 11548] 
 gb|ABO08322.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrobaculum 
           calidifontis JCM 11548] 
          Length = 403 
 
 Score =  136 bits (343), Expect = 6e-30,   Method: Compositional matrix adjust. 
 Identities = 133/432 (30%), Positives = 205/432 (47%), Gaps = 47/432 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
            SGT K P SK +S R+LL  AL+EG TVV  +  S+DV  ML A++ L            
Sbjct: 9   FSGTFKAPPSKPISQRLLLAGALAEGETVVKGVELSDDVVAMLRAIQPL----------- 57 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLG--NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            A +   GG   VE  + +V        +G  +R+  A      G       G   +R R 
Sbjct: 58  -ARISIYGGDVHVERREPDVYRAFNVMESGFTLRTAVAVYAGVPGLTAVYYGGT--LRGR 114 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +L+  L+ L  DV    G     V + G   L   +V++   ISSQ++S L+  A   
Sbjct: 115 PIDELIQALRSL-TDVAKAPGA----VFIRG-KRLSRFEVEMRADISSQFISGLMFLAAA 168 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G V +  +    S  +VE T  ++++FG + E  D  +   ++GG   + P    V G 
Sbjct: 169 GEGGV-VRPVGGRKSWSFVEATASVLKQFGARVEVGDVIE---VEGG--LRGPGEVAVPG 222 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A++ +A   ITGG V VEG  +     D +  ++   MGA V +     T  G P  
Sbjct: 223 DYSLAAFLIAAGLITGGRVEVEGQASDV---DKQVLDIFAAMGAHVAYDGRRATAWGTPS 279 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                   + +DV++   PD+ M +A+VA F +  T IR V   R KE++R+ ++   L  
Sbjct: 280 --------RGVDVDLGSNPDLVMPVALVAAFVEDWTVIRGVEHLRYKESDRVASVLDVLQ 331 
 
Query: 373 KLG--ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           +LG  A+ ++G  + I  PP + NV  + ++ DHR+ +  +LAA   V   + D     K 
Sbjct: 332 RLGVEATYKDGALH-IRGPPRRRNVQFL-SHGDHRIGL-MALAASKAVGGCLDDVSPISK 388 
 
Query: 431 TFPD---YFDVL 439 
           ++P    YF VL 
Sbjct: 389 SWPTAPLYFIVL 400 
 
 
>ref|ZP_07871245.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria marthii FSL 
           S4-120] 
 gb|EFR87250.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria marthii FSL 
           S4-120] 
          Length = 430 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 120/437 (27%), Positives = 222/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  ++  
Sbjct: 14  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEKI 71 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 72  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMN 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
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Sbjct: 126 RVMLPLQQMGAKMHGKDGSEFAPITIVGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEG 184 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 185 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 236 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 237 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLEVKDSSRS-TGKLAGT 293 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 294 VVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 353 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +  P   
Sbjct: 354 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEDGDVELERPEA 413 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ +++ +K 
Sbjct: 414 VSVSYPTFFEDINSLLK 430 
 
 
>ref|ZP_05627896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           D12] 
 ref|ZP_07925544.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           D12] 
 gb|EFS23570.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           D12] 
          Length = 408 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 100/424 (23%), Positives = 200/424 (47%), Gaps = 36/424 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++P SKS  +R ++ A+L++  +++ N+  S+D+   +  ++ LG  +E     + 
Sbjct: 8   LKGKLQIPASKSYCHRYIIAASLAKEMSILHNISLSDDIQSTIEIMKKLGAKIEQ---RE 64 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  ++  G    + D K+ +  F   +   +R L           ++   G   +  RP+ 
Sbjct: 65  QDFLIQKGD---ICDNKKNLHFFCSESASTLRFLIPLSLIQYRKVSFY--GRNTLPNRPL 119 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                 L   G       G +   +++ G   L  G   L G+ISSQ+++ LL A PL   
Sbjct: 120 SPFFPILNSSGISFRT-EGENSLCIQLEG--QLKAGNYSLEGNISSQFITGLLFALPLLD 176 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+ ++ I+  L S  YV+M+L ++E+F ++       + F+I G Q+Y++     +EGD  
Sbjct: 177 GNSQLHILGNLESKAYVDMSLDVLEKFKIQIFREK--NHFFIPGKQEYQAYSTT-IEGDY 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A++FL   ++ G  + + G    S Q D + + +++ +  K             P+E  
Sbjct: 234 SQAAFFLVANSM-GNEIEIAGLTKDSKQADFQISSMIQALEEKA------------PQE- 279 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                   + ++ ++ PD+   L+V A    G T I+++   R+KE +R+ A    L KL 
Sbjct: 280 -------TLILDGSQCPDIIPILSVKAALTQGKTVIQNIKRLRMKECDRLHATADILNKL 332 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFP 433 
           GA V E                ++ ++ DHRMAM  ++A+   +  + + +  C  K++P 
Sbjct: 333 GAKVVENSSSLEFEGVSHFKGNSVSSFGDHRMAMMIAVASTRCQGEILLDNATCVSKSYP 392 
 
Query: 434 DYFD 437 
            +++ 
Sbjct: 393 TFWE 396 
 
 
>ref|ZP_07837595.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium 
           cellulosolvens 6] 
 gb|EFR66341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium 
           cellulosolvens 6] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1087



 

 

          Length = 428 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 130/444 (29%), Positives = 214/444 (48%), Gaps = 36/444 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G + +PG KS+S+R ++  ++++G T + N L   D    +   R +G+S++ D+  
Sbjct: 8   KPLKGRLNIPGDKSISHRAVMFGSIAQGDTEITNFLPGADCISTINCFRQMGVSIDIDEE 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VVV   G   ++  + E  L  GN+G   R L   +  AG +   VL G   +++R 
Sbjct: 68  NNSHVVVHGNGLHGLK--RPEDVLDCGNSGTTTRLLAGIL--AGQDFACVLTGDESIQKR 123 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNG--IGGLPGGKVKLSGSISSQYLSALLMAA 190 
           P+  ++  L  +G D++     DC P+ +NG  + G+       S  + S  L A L A+ 
Sbjct: 124 PMRRIITPLTLMGGDIESVRENDCAPLLINGTRLQGIHYNSPVASAQVKSCILLAGLYAS 183 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP--KNA 248 
            +        + +  IS  + E+ LR    FG +        R      Q   +P  K   
Sbjct: 184 SMT------SVTEPAISRNHTELMLR---NFGAEV-------RCEAFSTQIQPNPVLKGC 227 
 
Query: 249 YVE--GDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            VE  GD SSA+YF+A AA I   +VT+   GT   +  +    VL+ MG  V +   S  
Sbjct: 228 KVEVPGDISSAAYFIAAAAMIPDSSVTLRKVGTNPTRDGI--LRVLQNMGGSVEYKHLS- 284 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           T  G P      ++  L    +  + +P   D    +AV+A  A+G T IRD    RVKE 
Sbjct: 285 TSGGEPFADLKIRYAPLHGTTIEGSLIPTLIDEIPIIAVMAATAEGDTIIRDAQELRVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           + R+  +   L+K+G  VE   D  II   +KL+   ID++ DHR+AM+F++A+  AE   
Sbjct: 345 SNRLDIMVESLSKMGVDVEATSDGMIIHGGKKLHGAVIDSHKDHRIAMSFAIASLVAEGE 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
             I D  C   ++P++++ L + + 
Sbjct: 405 TEIIDADCVDISYPNFYEDLESLI 428 
 
 
>ref|YP_820149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus LMD-9] 
 sp|Q03LG9.1|AROA_STRTD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ65953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus LMD-9] 
 gb|ADQ62706.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           thermophilus ND03] 
          Length = 427 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 118/434 (27%), Positives = 217/434 (50%), Gaps = 37/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+++E D     
Sbjct: 10  LRGSLRIPGDKSISHRSIMFGSLAKGVTTVRDILRGEDVLSTMQVFRDLGVTIEDDGDVV 69 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R   VG  G K P      + +L +GN+G ++R ++  +  AG +    + G   + +RP 
Sbjct: 70  RIHGVGFDGLKAP------QNKLDMGNSGTSIRLISGVL--AGQDFDVEMFGDDSLSKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L+Q+G +V      D PP++++G   L     +L  + S+Q  SAL+ AA  A 
Sbjct: 122 MDRVTIPLRQMGVEVSGQTDRDLPPLKMHGSKSLKPIYYELPVA-SAQVKSALIFAALQA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D E  II+K  +  + E    ++++FG + +      R  I GGQ + + +   V GD 
Sbjct: 181 --DGESVIIEKEKTRNHTE---DMIQQFGGQLQVEGKEIR--ISGGQTF-TAQEVVVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++L AG  +    + ++  G    +  +   +V++ MG K+  ++      S T+ 
Sbjct: 233 ISSAAFWLVAGLVVPNSKIVLKNVGINETRTGI--IDVIKNMGGKIKLSDIDQVAKSATI 290 
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Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T    E      L   ++  + +P +   L ++ L A    G T IRD    +VKET+R+ 
Sbjct: 291 TVETSE------LNGTEIGGDIIPRLIDELPIITLLATQAQGKTVIRDAEELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  IIT    L+   ++T+ DHR+ M  ++AA    +  V + 
Sbjct: 345 QVVADALNAMGADIVPTEDGMIITGKTPLHGAEVNTFGDHRIGMMTAIAALLVQDGEVDL 404 
 
Query: 423 RDPGCTRKTFPDYF 436 
           +       ++P +F 
Sbjct: 405 QRAEAINTSYPSFF 418 
 
 
>ref|ZP_06746991.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           PC1.1] 
 gb|EFG19675.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           PC1.1] 
          Length = 429 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 10  VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 69 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 70  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 123 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 181 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E  D   +  + G Q+  + +N  V  
Sbjct: 182 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVDDK--KIMLTGPQQL-TGQNVVVP 233 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 234 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 291 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 292 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 349 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 350 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 409 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 410 AEAVSVSYPAFFDDL 424 
 
 
>ref|YP_001717324.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Desulforudis audaxviator MP104C] 
 sp|B1I3Z0.1|AROA_DESAP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACA59692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Desulforudis audaxviator MP104C] 
          Length = 429 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 130/454 (28%), Positives = 211/454 (46%), Gaps = 52/454 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P + + G   +PG KS+S+R+++L +L+ G T   N L  ED    +   R LG+ +E 
Sbjct: 5   ITPARGLRGEAWVPGDKSISHRVVMLGSLARGETAATNFLPGEDCLATVRCFRALGVEIE 64 
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Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                     +   G+ P    +    L  GN+G  MR +   +  AG     V+ G    
Sbjct: 65  GPDGD----TIRIRGRGPEALTEAPDVLDAGNSGTTMRLMLGIL--AGQPFFSVITGDAS 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+G +   L+++GA +      +  P+ V G G L G + +L  + S+Q  SALL+ 
Sbjct: 119 LRRRPMGRVTGPLQEMGATILGRRNANLAPIAVAG-GRLSGIRYRLPVA-SAQLKSALLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP--- 245 
           A   A  D   E+ + + +  + E   R++  FG              +G     +P    
Sbjct: 177 AGLFA--DSPTEVTEPVATRDHTE---RMLAAFGALVAR---------RGSSVTVAPSPE 222 
 
Query: 246 ---KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
              +   + GD SSA++F+  A IT  + + ++  G    +      + L  MGA+++ + 
Sbjct: 223 LCGREIRIPGDISSAAFFIVAALITPESDLVLKDVGVNPTR--TGILDALANMGARISVS 280 
 
Query: 302 ETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
                    PRE  G            L+   +    +P   D    LAV A +ADG T  
Sbjct: 281 R--------PRESGGEPVADIRVRSSALRGTVIEGALIPRLVDEIPVLAVAAAYADGETV 332 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           IRD A  RVKE++R+ A R EL+ LGA + E PD  +I  P +L   + +++ DHR+AMA 
Sbjct: 333 IRDAAELRVKESDRLAATRKELSTLGADIRETPDGLVIRGPRRLTGGSCNSHGDHRIAMA 392 
 
Query: 410 FSLAACAEVPVT-IRDPGCTRKTFPDYFDVLSTF 442 
            ++A  A   VT IRD  C   +FP +   L++  
Sbjct: 393 AAVAGLAASDVTIIRDSNCIDVSFPGFAHALNSL 426 
 
 
>ref|YP_001269252.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas putida F1] 
 gb|ABQ80068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas putida 
           F1] 
          Length = 746 
 
 Score =  136 bits (342), Expect = 7e-30,   Method: Compositional matrix adjust. 
 Identities = 131/436 (30%), Positives = 209/436 (47%), Gaps = 31/436 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 QPGGRLNGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         L++GN+G +MR L+  +  AG +    + G    
Sbjct: 377 PNHGRVTIHGVGLHGLKPPPG-----PLYVGNSGTSMRLLSGLL--AGQSFDVTMTGDAS 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA V+   G D  PP+ + G   L G    L  + S+Q  S LL 
Sbjct: 430 LSKRPMNRVANPLREMGAVVET--GPDGRPPLTIRGGHKLKGLTYTLPMA-SAQVKSCLL 486 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +         P  + T R++  FG   + +       ++ G K  + +  
Sbjct: 487 LAGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYSVDSNGPV--ASLQSGGKLTATR- 538 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  +T  E     
Sbjct: 539 IEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGGDITL-ENQRE 595 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +   LK ID+    +P   D    L V A  A+G T +R     RVKE+ 
Sbjct: 596 VGGEPVADLRVRGAKLKGIDIPEALVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKES 655 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   LT LG   E  PD  II   + L    +  + DHR+AMAFS+A+  A  P+ 
Sbjct: 656 DRIQVMADGLTTLGIKCEPTPDGIIIDGGQ-LGGGEVHGHGDHRIAMAFSVASLRASAPI 714 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I D      +FP++  
Sbjct: 715 RIHDCANVATSFPNFL 730 
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>ref|YP_001347346.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas aeruginosa PA7] 
 gb|ABR81204.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas aeruginosa PA7] 
          Length = 746 
 
 Score =  136 bits (342), Expect = 8e-30,   Method: Compositional matrix adjust. 
 Identities = 131/437 (29%), Positives = 212/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G+  +         P  + T R++  FG   E   S  R  ++ G K  S   
Sbjct: 487 LLAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVEVEGSTAR--VESGHKL-SAT 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E    
Sbjct: 539 HIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQR 595 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 596 EVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 655 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I             + DHR+AM+FS+A+  A  P 
Sbjct: 656 SDRIQVMADGLKTLGVKAEPTPDGIVIEGGPIGGGEVW-AHGDHRIAMSFSVASLRASAP 714 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I D      +FP++  
Sbjct: 715 IRIHDCANVATSFPNFL 731 
 
 
>gb|ADX80168.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           62] 
          Length = 426 
 
 Score =  136 bits (342), Expect = 8e-30,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 7   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 67  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 120 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E  D   +  + G Q+  + +N  V  
Sbjct: 179 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVDDK--KIMLTGPQQL-TGQNVVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 231 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 288 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
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                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 289 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 346 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 347 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 407 AEAVSVSYPAFFDDL 421 
 
 
>ref|YP_261402.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas fluorescens Pf-5] 
 gb|AAY93565.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas fluorescens Pf-5] 
          Length = 741 
 
 Score =  135 bits (341), Expect = 8e-30,   Method: Compositional matrix adjust. 
 Identities = 131/440 (29%), Positives = 213/440 (48%), Gaps = 39/440 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   +SG +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 312 NPGGRLSGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 371 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         ++LGN+G +MR L+  + A   ++T  L G P  
Sbjct: 372 PHHGRVTIHGVGLHGLKPAPGP-----IYLGNSGTSMRLLSGLLAAQSFDST--LTGDPS 424 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +   L+++GA ++       PP+ + G   L G    L  + S+Q  S LL+ 
Sbjct: 425 LSKRPMNRVANPLREMGAVIET-AAEGRPPMVIRGGHRLKGLTYTLPMA-SAQVKSCLLL 482 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPK 246 
           A   A G   +         P  + T R++  FG    +S S D     ++ G K K+   
Sbjct: 483 AGLYAEGKTTVT-----EPAPTRDHTERMLRGFG----YSVSVDGATASVESGGKLKA-T 532 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MGA +   E    
Sbjct: 533 HIEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGADIRL-ENQR 589 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASWR 357 
            V G   EP    H++A  +   ++P+  + LA        V A  A+G T +R     R 
Sbjct: 590 EVGG---EPVADLHVRAAKLKGIEIPEELVPLAIDEFPVLFVAAACAEGRTVLRGAEELR 646 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKE++R+  +   L  LG   E  PD  II    ++    +  + DHR+AMAFS+A+  A 
Sbjct: 647 VKESDRIQVMADGLLTLGVKCEPTPDGIIIE-GGQIGGGEVHGHGDHRIAMAFSVASLRA 705 
 
Query: 417 EVPVTIRDPGCTRKTFPDYF 436 
             P+ I D      +FP++  
Sbjct: 706 NAPIRIHDCANVATSFPNFL 725 
 
 
>ref|YP_724293.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Trichodesmium 
           erythraeum IMS101] 
 gb|ABG53820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Trichodesmium 
           erythraeum IMS101] 
          Length = 462 
 
 Score =  135 bits (341), Expect = 9e-30,   Method: Compositional matrix adjust. 
 Identities = 126/446 (28%), Positives = 213/446 (47%), Gaps = 28/446 (6%) 
 
Query: 5   EEIVLQPIK---EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E +++Q  K    + G + +PG KS+S+R L+L A+++G T +  LL   D +   G    
Sbjct: 25  ETLIIQNPKLGLSLCGNISIPGDKSISHRALMLGAIAQGQTNIQGLLLGADPYSTAGCFS 84 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG    A+ +   +  V   G   +   +    L  GN+G  MR L   + A+     + 
Sbjct: 85  LLG----ANISQLNSEFVQVDGVGLLNLTEPSCVLDCGNSGTTMR-LMLGILASHPEHFF 139 
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Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS- 180 
            + G   + +RP+  ++  L ++GA +    G    P+ + G    P   +     I+S  
Sbjct: 140 TVTGDSSLVQRPMSRVIQPLTEMGAQIWGRKGNSLAPLAIQGQKLRP---IHYYSPIASA 196 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  S +L+A  +A G  +  I +  +S  + E   R+++ FG + +     +   + G   
Sbjct: 197 QVKSCILLAGLMAEG--KTTITEPALSRDHSE---RMLKAFGAEIQVDPETNSVTVTGPA 251 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           + K  ++  V GD SSA+++L  AAI  G+ + +E  G  S +  +   EVLE M   +  
Sbjct: 252 QLKG-QDVVVPGDISSAAFWLVAAAIVPGSELVIENVGVNSTRTGI--LEVLERMEVDIR 308 
 
Query: 300 WTETSVTVTGPPREPF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
             E    V G P          LKA +++ + +P   D    LAV A+FA+G T IRD A 
Sbjct: 309 Q-ENHRVVAGEPVADLRVCYSSLKACEISGSIIPRLIDEIPILAVAAMFAEGTTVIRDAA 367 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+  + T+L KLGA + E PD   IT    +  T +++  DHR+AM+ ++AA 
Sbjct: 368 ELRVKESDRLAVMATQLQKLGAKIIELPDGLEITGGVSITGTDVESNGDHRVAMSLAIAA 427 
 
Query: 415 CAEVPVT-IRDPGCTRKTFPDYFDVL 439 
                +T I        ++P +   L 
Sbjct: 428 LNATGITNIHHAETVNISYPSFVQTL 453 
 
 
>ref|ZP_08013228.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           anginosus 1_2_62CV] 
 gb|EFW08180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           anginosus 1_2_62CV] 
          Length = 427 
 
 Score =  135 bits (341), Expect = 9e-30,   Method: Compositional matrix adjust. 
 Identities = 115/444 (25%), Positives = 215/444 (48%), Gaps = 37/444 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E D   
Sbjct: 8   KGLAGCIRVPGDKSISHRSIMFGSLAKGVTTVHDILRGEDVLSTMQVFRDLGVQIEDDGN 67 
 
Query: 73  AKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                 VG  G + P        +L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 68  VVTIHGVGFAGLQAPTN------KLNMGNSGTSIRLISGVL--AGQDFVAEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + L+Q+G  +      D PP+ ++G   L      L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRITIPLRQMGVQIAGRTERDLPPLTIHGNKNLQSIHYTLPVA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  I++K ++  + E    ++++FG   + S +     ++GGQ++ + +N  V  
Sbjct: 179 QAQG--ESVIVEKEMTRNHTE---DMIKQFG--GQISVNGKEIRVQGGQEF-TGQNVLVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-----SV 305 
           GD SSA++++ AG  +    + +E  G    +  +   +V++ MG  +  +       S  
Sbjct: 231 GDISSAAFWIVAGLIVPNSKIILENVGINETRTGI--LDVVKAMGGNINLSNVDNIAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    E  G       ++    +P +   L ++AL A    G T IRD    +VKET+ 
Sbjct: 289 TITIETSELVG------TEIGGEIIPRLIDELPIIALLATQAKGQTVIRDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  +I     L+   + T+ DHR+ M  ++AA    +  V 
Sbjct: 343 RIQVVADALNSMGADITPTEDGMLIKGKTSLHGAKVHTFGDHRIGMMTAIAALLVKDGQV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            +        ++P++FD L   +  
Sbjct: 403 ELERAEAINTSYPNFFDDLEDLLH 426 
 
 
>gb|ACZ32941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae LPCoLN] 
          Length = 445 
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 Score =  135 bits (341), Expect = 9e-30,   Method: Compositional matrix adjust. 
 Identities = 116/429 (27%), Positives = 205/429 (47%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +P SKS + R +L A+++EG +++ N L+S D   M+ A + +G S++  K  + 
Sbjct: 11  VYGNAFIPSSKSHTLRAILWASVAEGKSIIYNYLDSPDTEAMICACKQMGASIK--KFPQ 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              +VG     P+    +   +  GN+GI +R +TA         T  + G  +++ RP+ 
Sbjct: 69  ILEIVGN----PLAIFPKYTLIDAGNSGIVLRFMTALACVFSKEIT--VTGSSQLQRRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+  GA       +D   +     G L      + GS  SQ+ SAL +A  LA  
Sbjct: 123 APLLQALRNFGASFH--FSSDKSVLPFTMSGPLRSAYSDVEGS-DSQFASALAVACSLAE 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G     II+     P+ +++L  +E+  +    SD+   F    G  +    + +V GD  
Sbjct: 180 GPCSFTIIEPK-ERPWFDLSLWWLEKLHLPYSCSDTTYSF---PGSSHPQGFSYHVTGDF 235 
 
Query: 255 SSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SSA++  A A ++     + +       +QGD  F  +++ +GA + +    + V      
Sbjct: 236 SSAAFIAAAALLSKSLQPIRLRNLDILDIQGDKIFFSLMQSLGASIQYDNEEILVFP--- 292 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                       ++M+   D    L V+  FAD P+ + +  S + KE++R++AI  EL  
Sbjct: 293 -----SSFSGGSIDMDGCIDALPILTVLCCFADSPSHLYNARSAKDKESDRILAITEELQ 347 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           K+GA ++   D  ++  P  L    +D++DDHR+AMA ++AA  A     I +  C RKT 
Sbjct: 348 KMGACIQPTHDGLLVN-PSPLYGAVLDSHDDHRIAMALTIAALYASGDSRIHNTACVRKT 406 
 
Query: 432 FPDYFDVLS 440 
           FP++   L+ 
Sbjct: 407 FPNFVQTLN 415 
 
 
>ref|ZP_01366612.1| hypothetical protein PaerPA_01003760 [Pseudomonas aeruginosa PACS2] 
          Length = 746 
 
 Score =  135 bits (341), Expect = 9e-30,   Method: Compositional matrix adjust. 
 Identities = 130/437 (29%), Positives = 213/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G+  +         P  + T R++  FG   E   S  +  ++ G K  S   
Sbjct: 487 LLAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVELEGSTAK--VESGHKL-SAT 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E    
Sbjct: 539 HIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQR 595 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 596 EVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 655 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+  A  P 
Sbjct: 656 SDRIQVMADGLKALGVKAEPTPDGIVIE-GGAFGGGEVWAHGDHRIAMSFSVASLRASGP 714 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
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           + I D      +FP++  
Sbjct: 715 IRIHDCANVATSFPNFL 731 
 
 
>ref|YP_515210.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila felis 
           Fe/C-56] 
 sp|Q255H3.1|AROA_CHLFF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAE81065.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila felis 
           Fe/C-56] 
          Length = 445 
 
 Score =  135 bits (341), Expect = 9e-30,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 210/435 (48%), Gaps = 29/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISG+V +P SKS + R + LA++++GT+ + N L S D   M+ A   LG  ++     K 
Sbjct: 11  ISGSVCVPPSKSHTLRAIFLASIAQGTSTIYNALTSPDSEAMIQACEQLGAKIQ-----K 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           ++  +   G  P         +  G++GI  R  TA   AA  +    + G  +++ RPI 
Sbjct: 66  KSSFLEITGT-PHLSLPPNTIINAGSSGIVFRFFTA--LAAIFSEKVTITGSSQLQRRPI 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSISSQYLSALLMAAPLA 193 
             L+  L+  GA    F     P      + G +  G  ++SG   SQY SAL MA  LA 
Sbjct: 123 APLIHALENFGA---TFSYEGAPYTLSFTVSGPISSGYTEVSGD-DSQYASALAMACSLA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G     I++     P+ ++TL  +E+  +   +S S D +   G  + ++  +  V GD 
Sbjct: 179 EGPFSFTIVNPK-ERPWFDLTLWWLEQLAMP--YSQSGDTYSFLGKSRPRT-FSYTVGGD 234 
 
Query: 254 ASSASYFLAGAAI--TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            SSA++  A A +  +     +    +   QGD +   +L+ +GA +T+   SV V     
Sbjct: 235 FSSAAFLAAAALLSKSPHPTYLNDLNSNDAQGDKELFYLLQKLGADITFENDSVIVFS-- 292 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                       +++M+   D    LAV+  FA  P+ + +    + KE++R++AI  EL 
Sbjct: 293 ------STFSGGNIDMDPFIDALPILAVLCCFATSPSHLYNARGAKDKESDRIIAITEEL 346 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRK 430 
            K+GA ++   +  +I  P  L   ++ +++DHR+AMA S+AA  A     I D  C +K 
Sbjct: 347 QKMGACIQPCHNGLLIN-PSPLYGASMHSHNDHRIAMALSVAAMNASGDSIIHDTECVKK 405 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           TFP++   L++   N 
Sbjct: 406 TFPNFIQALNSLHAN 420 
 
 
>ref|YP_002439508.1| still frameshift 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE 
           prephenate dehydrogenase [Pseudomonas aeruginosa LESB58] 
 emb|CAW26632.1| still frameshift 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE 
           prephenate dehydrogenase [Pseudomonas aeruginosa LESB58] 
          Length = 746 
 
 Score =  135 bits (341), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 130/437 (29%), Positives = 213/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
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           L+A   A G+  +         P  + T R++  FG   E   S  +  ++ G K  S   
Sbjct: 487 LLAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVEVEGSTAK--VESGHKL-SAT 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E    
Sbjct: 539 HIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQR 595 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 596 EVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 655 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+  A  P 
Sbjct: 656 SDRIQVMADGLKALGVKAEPTPDGIVIE-GGAFGGGEVWAHGDHRIAMSFSVASLRASGP 714 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I D      +FP++  
Sbjct: 715 IRIHDCANVATSFPNFL 731 
 
 
>gb|ACN18619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  135 bits (341), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 124/439 (28%), Positives = 220/439 (50%), Gaps = 33/439 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K    P       ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEKTRDHPE-----HMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SA++F+    IT G+   +T  G   T         +V+E MG  +   ++S + TG    
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTR----TGIFDVVEQMGGSLVVKDSSRS-TGKLA 289 
 
Query: 313 EPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ 
Sbjct: 290 GTVVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAV 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
            TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P 
Sbjct: 350 ATELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERP 409 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
                ++P +F+ + + +K 
Sbjct: 410 EAVSVSYPTFFEDIRSLLK 428 
 
 
>ref|YP_004200006.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter sp. M18] 
 gb|ADW14730.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter sp. M18] 
          Length = 429 
 
 Score =  135 bits (341), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 127/452 (28%), Positives = 220/452 (48%), Gaps = 35/452 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +   +Q  K + G +++PG KS+S+R ++  ++++G T V   L  ED    L A R +G 
Sbjct: 2   QSYTVQTAKGLRGEIRVPGDKSISHRSIMFGSIAKGVTKVSGFLRGEDALATLEAFRAMG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + ++ D   +   +VG G    +   +E   +   GN+G +MR LT  +  AG N   VL 
Sbjct: 62  VQIDDD--GETVTIVGKG----LHGLEEPTDVLDCGNSGTSMRLLTGLL--AGQNFFSVL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QY 182 
            G   +R RP+  +V  L ++GA +    G +  P+ + G   L G  ++    +SS Q  
Sbjct: 114 SGDKYLRARPMKRVVGPLGRMGARIGGRAGGEKAPLAIQG-SKLKG--IEYDSPVSSAQV 170 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
            SA+++A   A G+        ++  P++  + + R++  FG   E         ++GG  
Sbjct: 171 KSAIMLAGLYAEGET-------VVREPHLSRDHSERMLRAFGANVETFPGG--VKVRGGA 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +  + ++  V GD SSA++F+  A I  G  + + G G    +  +   ++L+ MGA +  
Sbjct: 222 EL-TGRDIVVPGDISSAAFFMVAALIIPGADLLIRGVGVNPTRTGI--IDILKGMGADLE 278 
 
Query: 300 WTETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
                   TG P      +H  LKA++++   +P   D    + V A  A G T +R  + 
Sbjct: 279 LVNER-DETGEPVADIRVRHSQLKAMEISGELVPRAIDEFPAICVAASLAQGTTVVRGAS 337 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKET+R+ A+   L + G +V E PD   IT    L   A D++ DHR+AM+  +A  
Sbjct: 338 ELRVKETDRIAAMADNLKRAGVTVLETPDGMEITGSAALKACAADSFGDHRIAMSMMVAG 397 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
             A+   T+ D  C   +FP + ++L   V+  
Sbjct: 398 LAAKGETTVSDVDCIATSFPGFRELLEGVVQR 429 
 
 
>ref|YP_060391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS10394] 
 ref|YP_596876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS9429] 
 ref|YP_600759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS2096] 
 ref|YP_001128322.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes str. Manfredo] 
 sp|Q5XBK5.1|AROA_STRP6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q1JB43.1|AROA_STRPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q1JL87.1|AROA_STRPC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A2RE13.1|AROA_STRPG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAT87208.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS10394] 
 gb|ABF32332.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS9429] 
 gb|ABF36215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS2096] 
 emb|CAM30088.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes str. Manfredo] 
          Length = 430 
 
 Score =  135 bits (341), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 124/444 (27%), Positives = 214/444 (48%), Gaps = 39/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 13  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G +      +    L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 71  QLVIEGQGFQGLTAPCQT---LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
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             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 126 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 185 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 236 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 237 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V           HLK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 295 VV--------YSHLKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 347 IQVVTDTLNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 406 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           +        ++P +F  L     + 
Sbjct: 407 LDKEEAIMTSYPTFFKDLERLCHD 430 
 
 
>ref|ZP_06060710.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           2_1_36FAA] 
 gb|EEY79894.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           2_1_36FAA] 
          Length = 427 
 
 Score =  135 bits (341), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 127/447 (28%), Positives = 221/447 (49%), Gaps = 41/447 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R +G+ +E DK  
Sbjct: 8   KGLRGSLRVPGDKSISHRSIIFGSLAKGVTKVHDILRGEDVLSTMQVFREMGVQIE-DKG 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                + GCG  F   D  +E Q  L +GN+G +MR L A V A G N +  + G   +  
Sbjct: 67  -DLVEIHGCG--F---DGLQEPQRPLDMGNSGTSMR-LIAGVLA-GQNFSAQMVGDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + + L+Q+G ++      D PP+ ++G   L   + +L  + S+Q  SAL+ AA 
Sbjct: 119 KRPMDRISLPLRQMGVEIAGQTERDLPPLTIHGNPSLKPIQYQLPIA-SAQVKSALIFAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVE-MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             A G  E  II+K ++  + E M L+   +  V  +         + G Q+ ++ +    
Sbjct: 178 LQAQG--ESLIIEKDLTRNHTEDMLLQFGGQLKVDGKE------IRVAGKQELQA-QEVV 228 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET----- 303 
           V GD SSA++ L AG  +    +T+   G    +  +   +V++ MG K++ +E       
Sbjct: 229 VPGDISSAAFCLVAGLVVPNSKITLTNVGINETRTGI--LDVIQAMGGKLSVSEVDEVAK 286 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
           S T+T    E      L   ++    +P +   L ++AL A   +G T IRD    +VKE 
Sbjct: 287 SATITVESSE------LHGTEIGGELIPRLIDELPIIALLATQAEGQTLIRDAEELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEV 418 
           T+R+  +   L  +GA ++   D  II     L   ++ TY DHR+ M  ++AA    +  
Sbjct: 341 TDRIQVVADALNSMGADIQPTADGMIIQGKTPLKGASVHTYGDHRIGMMTAIAALLVKDG 400 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            V +        ++PD+F  L   + + 
Sbjct: 401 NVELERAEAINTSYPDFFAHLEGLLSD 427 
 
 
>ref|ZP_07643638.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           SK321] 
 gb|EFN96940.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           SK321] 
          Length = 427 
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 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 121/443 (27%), Positives = 213/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I  + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   ISHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L   + +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLHLKGTKNLKPIQYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK  S +   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKL-SGQKVVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRVVLKNVGINETRTGI--IDVIRAMGGKLEITEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTTIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L   + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLENLI 425 
 
 
>ref|YP_002250779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dictyoglomus 
           thermophilum H-6-12] 
 gb|ACI18321.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dictyoglomus 
           thermophilum H-6-12] 
          Length = 435 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 123/449 (27%), Positives = 225/449 (50%), Gaps = 31/449 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++  K + G V++PG KS+S+R L+ +++ EG +++ N L S+D    +  L++LG+ 
Sbjct: 3   KLLVKKSKVLKGEVEVPGDKSISHRALIFSSMGEGESIIRNFLFSQDCISTMNCLKSLGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           S+E   +  R  V G G    ++  KE E  L  GN+G  +R LT  ++   G    V+  
Sbjct: 63  SIEVYDSIVR--VKGNG----IKGFKEPENVLDAGNSGTTIRLLTGLLSGLPG-VFSVIT 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R RP+  +V  L+++GA++      + PP+ + G   +  G+  +    S+Q  S 
Sbjct: 116 GDSSLRRRPMKRVVDPLRKMGANIWGRNNDNNPPLAIKGEKLV--GESHILNVASAQVKS 173 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+A  LA G  E  + +  +S  + E   R+ +  G+  +      + +  G + YK+ 
Sbjct: 174 ALLIAGLLAEG--ETCVTEPSLSRDHTE---RMFQYLGLPLKREGLTLKTH--GIESYKN 226 
 
Query: 245 PKNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV----T 299 
            K+  + GD SSA++ +A G  + G  V ++  G    +      ++L+  GAK     T 
Sbjct: 227 -KDFNIPGDFSSAAFIIAAGLLVEGSKVIIKNVGINPTR--TGMLDILKEAGAKFNIIDT 283 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
           W +    +     E      LKA ++  + +P   D    LA++A  A G +  +DV    
Sbjct: 284 WEDGGELIGNLMIE---YSDLKAFEIKGDIVPTLIDEVPILAIIATQAKGESIFKDVEEL 340 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
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           +VKE++R+ A+   + K+G   +   +  ++  P KL    I+TY DHR+AMAF++A    
Sbjct: 341 KVKESDRIKAVVDGINKMGGKAKVIDNGFVVYGPTKLKGGEIETYGDHRIAMAFAIAGLI 400 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
               TI +      +FP + + + +   N 
Sbjct: 401 ADDETIVESDSINISFPTFTETIKSLGGN 429 
 
 
>ref|ZP_06877827.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas aeruginosa PAb1] 
          Length = 746 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 130/437 (29%), Positives = 213/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G+  +         P  + T R++  FG   E   S  +  ++ G K  S   
Sbjct: 487 LLAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVEVEGSTAK--VESGHKL-SAT 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E    
Sbjct: 539 HIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQR 595 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 596 EVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 655 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+  A  P 
Sbjct: 656 SDRIQVMADGLKALGVKAEPTPDGIVIE-GGAFGGGEVWAHGDHRIAMSFSVASLRASGP 714 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I D      +FP++  
Sbjct: 715 IRIHDCANVATSFPNFL 731 
 
 
>ref|NP_225233.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae CWL029] 
 ref|NP_301094.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae J138] 
 ref|NP_445352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae AR39] 
 ref|NP_877351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae TW-183] 
 sp|Q9Z6M0.1|AROA_CHLPN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAD19176.1| Phosphoshikimate Vinyltransferase [Chlamydophila pneumoniae CWL029] 
 gb|AAF73706.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae AR39] 
 dbj|BAA99246.1| phosphoshikimate vinyltransferase [Chlamydophila pneumoniae J138] 
 gb|AAP99008.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           pneumoniae TW-183] 
          Length = 445 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 116/429 (27%), Positives = 205/429 (47%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           + G   +P SKS + R +L A+++EG +++ N L+S D   M+ A + +G S++  K  + 
Sbjct: 11  VYGNAFIPSSKSHTLRAILWASVAEGKSIIYNYLDSPDTEAMICACKQMGASIK--KFPQ 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              +VG     P+    +   +  GN+GI +R +TA         T  + G  +++ RP+ 
Sbjct: 69  ILEIVGN----PLAIFPKYTLIDAGNSGIVLRFMTALACVFSKEIT--VTGSSQLQRRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+  GA       +D   +     G L      + GS  SQ+ SAL +A  LA  
Sbjct: 123 APLLQALRNFGASFH--FSSDKSVLPFTMSGPLRSAYSDVEGS-DSQFASALAVACSLAE 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G     II+     P+ +++L  +E+  +    SD+   F    G  +    + +V GD  
Sbjct: 180 GPCSFTIIEPK-ERPWFDLSLWWLEKLHLPYSCSDTTYSF---PGSSHPQGFSYHVTGDF 235 
 
Query: 255 SSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SSA++  A A ++     + +       +QGD  F  +++ +GA + +    + V      
Sbjct: 236 SSAAFIAAAALLSKSLQPIRLRNLDILDIQGDKIFFSLMQNLGASIQYDNEEILVFP--- 292 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                       ++M+   D    L V+  FAD P+ + +  S + KE++R++AI  EL  
Sbjct: 293 -----SSFSGGSIDMDGCIDALPILTVLCCFADSPSHLYNARSAKDKESDRILAITEELQ 347 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           K+GA ++   D  ++  P  L    +D++DDHR+AMA ++AA  A     I +  C RKT 
Sbjct: 348 KMGACIQPTHDGLLVN-PSPLYGAVLDSHDDHRIAMALTIAALYASGDSRIHNTACVRKT 406 
 
Query: 432 FPDYFDVLS 440 
           FP++   L+ 
Sbjct: 407 FPNFVQTLN 415 
 
 
>ref|YP_002319974.1| hypothetical protein AB57_2630 [Acinetobacter baumannii AB0057] 
 ref|YP_002325075.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB307-0294] 
 ref|ZP_05826672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           baumannii ATCC 19606] 
 ref|ZP_06781607.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter sp. 6013113] 
 ref|ZP_06795992.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter sp. 6013150] 
 ref|ZP_07237203.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter baumannii 
           AB058] 
 gb|ABO12699.2| hypothetical protein A1S_2276 [Acinetobacter baumannii ATCC 17978] 
 gb|ACJ42738.1| hypothetical protein AB57_2630 [Acinetobacter baumannii AB0057] 
 gb|ACJ56148.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB307-0294] 
 gb|EEX04290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           baumannii ATCC 19606] 
          Length = 756 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 382 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 433 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 434 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 492 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 493 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 542 
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Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 543 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 599 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 600 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 660 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 719 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 720 LRTSGPITIHGTETVATSFPTFTEL 744 
 
 
>ref|YP_003840078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           obsidiansis OB47] 
 gb|ADL42092.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           obsidiansis OB47] 
          Length = 433 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 127/446 (28%), Positives = 211/446 (47%), Gaps = 37/446 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  V +P  KS+S+R +++ +L++G T ++N L S+D    +  L+ LG    AD   
Sbjct: 9   RKINSNVIVPPDKSISHRSIMIGSLAKGVTEIENFLFSDDCLATINCLKNLG----ADIE 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   ++  G  F +   K+   L   N+G   R L   ++     +  +L G   +++R 
Sbjct: 65  IRNDKIIVKGNDFNLSAPKQ--ILDCQNSGTTTRLLLGILSTQEFES--ILTGDSSLKKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + V L Q+GA  +     D  P++V G   L   +  L  S S+Q  SAL+ A+   
Sbjct: 121 PMKRVTVPLSQMGAKFEFLEKEDFLPIKVKGSKKLKPIEYTLPIS-SAQVKSALIFASLK 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   I+   K  S  + E+ L+          +  SW+    + ++      S      
Sbjct: 180 AEGKSVIKESPK--SRDHTELMLKHA------GANIKSWEENGIYIVEILPSQLSSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I    +V +E C     +  +   +VL+ MGA++        V  
Sbjct: 232 IPSDISSAAFFIVLALICDNSSVVIENCILNPTRTGI--IDVLKQMGAEIRIE----NVE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +LK + V+ N +P   D    LAV A FA+G T I + +  RVKE 
Sbjct: 286 NRNGEFVGKIVAKSSNLKGVKVDKNDIPRIIDEIPILAVAAAFAEGKTTIDNASELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EV 418 
           ++R+      L   GA   E  +   II   EKL    +++Y DHR+AMA S+ ACA E  
Sbjct: 346 SDRIKTTAQMLRSFGAECHELENGLEIIGSKEKLKSAIVNSYKDHRIAMAASIMACAVEG 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI D  C   +FP+++D+L +  K 
Sbjct: 406 ESTILDADCASISFPNFYDILFSSTK 431 
 
 
>ref|YP_001713131.1| bifunctional protein [Includes: putative prephenate or 
           cyclohexadienyl dehydrogenase; 3-phosphoshikimate 
           1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (AroA)] [Acinetobacter baumannii AYE] 
 ref|ZP_07227906.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter baumannii 
           AB056] 
 ref|ZP_07240660.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter baumannii 
           AB059] 
 emb|CAM86130.1| bifunctional protein [Includes: putative prephenate or 
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           cyclohexadienyl dehydrogenase; 3-phosphoshikimate 
           1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (AroA)] [Acinetobacter baumannii AYE] 
          Length = 748 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 711 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 712 LRTSGPITIHGTETVATSFPTFTEL 736 
 
 
>gb|EFU13047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX1341] 
          Length = 428 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + GI  L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGIQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
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Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|YP_001085301.1| hypothetical protein A1S_2276 [Acinetobacter baumannii ATCC 17978] 
          Length = 714 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 280 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 339 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 340 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 391 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 392 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 450 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 451 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 500 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 501 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 557 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 558 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 617 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 618 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 677 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 678 LRTSGPITIHGTETVATSFPTFTEL 702 
 
 
>ref|ZP_00234980.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 1/2a F6854] 
 ref|ZP_05259304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes J0161] 
 ref|ZP_05262493.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes J2818] 
 ref|ZP_05268505.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes F6900] 
 gb|EAL05174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 1/2a F6854] 
 gb|ACN18349.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18439.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18445.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18502.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
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           monocytogenes] 
 gb|ACN18583.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18628.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18634.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18649.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18652.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18658.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18661.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18664.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18688.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|ACN18706.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
 gb|EEW22011.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes F6900] 
 gb|EFF98797.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes J2818] 
          Length = 428 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 122/437 (27%), Positives = 221/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGT 291 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 292 VVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P   
Sbjct: 352 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEA 411 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 412 VSVSYPTFFEDIRSLLK 428 
 
 
>ref|ZP_00682490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Ann-1] 
 gb|EAO31956.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Ann-1] 
          Length = 442 
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 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 131/432 (30%), Positives = 207/432 (47%), Gaps = 35/432 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++ AAL++GT+ +D  L +ED       L  LG+ +E   + + 
Sbjct: 17  LHGVLSIPGDKSISHRAVMFAALADGTSRIDGFLEAEDTRSTAAILARLGVRIETPSSTQ 76 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G F   D    + L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 77  RIVHGVGVDG-FQASD----IALDCGNAGTGMRLLAGLLVAQPFDS--VLVGDASLSKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+R+ G G L  G   +S   S+Q  SA+L+A   A 
Sbjct: 130 MRRVTDPLSQMGARIDTS-DDGTPPLRIYG-GQLLRGIDFISPVASAQIKSAVLLAGLYA 187 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +  +         P  + T R++  FGV  + S    R  ++GGQ+  +  N  +  D 
Sbjct: 188 RNETVVREPH-----PTRDYTERMLTAFGVDIDVSTGCAR--LRGGQRLCA-TNITIPAD 239 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L A + I G  +T+   G    +  +    VL +MGA +   E++    G    
Sbjct: 240 FSSAAFYLVAASVIPGSDITLRAVGLNPRR--IGLLTVLRLMGADI--VESNCHEQGG-- 293 
 
Query: 313 EPFGRKHLKAIDVNMNKMP--------DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP     ++   +   ++P        D    L + A  A+G T +   A  RVKE++R+ 
Sbjct: 294 EPVADLRVRYAPLQGTRVPEDLVPDMIDEFPVLFIAAAAAEGQTVVSGAAELRVKESDRL 353 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIR 423 
            A+ T L  LG  V+E  D   I     +    I+++ DHR+AMAFS+A    V  V I  
Sbjct: 354 AAMVTGLRVLGVQVDETADGATIH-GGPIGHGTINSHGDHRIAMAFSIAGQLSVSTVRIE 412 
 
Query: 424 DPGCTRKTFPDY 435 
           D      +FP+Y 
Sbjct: 413 DVANVATSFPNY 424 
 
 
>ref|YP_001706723.1| bifunctional protein [Includes: putative prephenate or 
           cyclohexadienyl dehydrogenase; 3-phosphoshikimate 
           1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (AroA)] [Acinetobacter baumannii SDF] 
 emb|CAP00598.1| bifunctional protein [Includes: putative prephenate or 
           cyclohexadienyl dehydrogenase; 3-phosphoshikimate 
           1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (AroA)] [Acinetobacter baumannii] 
          Length = 748 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
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Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 711 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 712 LRTSGPITIHGTETVATSFPTFTEL 736 
 
 
>ref|YP_598767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS10270] 
 sp|Q1JGC1.1|AROA_STRPD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF34223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS10270] 
          Length = 430 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 126/444 (28%), Positives = 216/444 (48%), Gaps = 39/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 13  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G  F   +A  +  L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 71  QLVIEGQG--FQGLNAPCQT-LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 126 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 185 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 236 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 237 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIAYEDMNKKEQVTSIR 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V           HLK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 295 VV--------YSHLKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 347 IQVVTDILNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 406 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           +        ++P +F  L     + 
Sbjct: 407 LDKEEAIMTSYPTFFKDLERLCHD 430 
 
 
>ref|ZP_01086437.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           5701] 
 gb|EAQ73732.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           5701] 
          Length = 454 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 134/445 (30%), Positives = 212/445 (47%), Gaps = 37/445 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + GTV++PG KS+S+R LL  A++EG T ++ LL +ED       LR +G+S+   +A 
Sbjct: 23  RSLRGTVRVPGDKSISHRALLFGAIAEGETRIEGLLPAEDPLSTAACLRAMGVSIGPIQA 82 
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Query: 73  AKRAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +V G G      D  +E    L  GN+G  MR +   +    G   +VL+G   +R 
Sbjct: 83  GEPVLVQGVG-----LDGLQEPDDVLDCGNSGTTMRLMLGLLAGRTGR-HFVLNGDASLR 136 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLS 184 
            RP+  +   L  +GA +    G +  P+ + G         +L G++      S+Q  S 
Sbjct: 137 RRPMARVGQPLAGMGALIRGRAGGNLAPLAIEG--------CQLHGAVIGTPVASAQVKS 188 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ALL+AA  A G   +  I+   S  + E   R++  FG K +      R            
Sbjct: 189 ALLLAALTASGSTTV--IEPARSRDHSE---RMLSAFGAKLDVGGDMGRMICLHPGASLR 243 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +  V GD SSA+++L  AAIT G  +TVE  G    +      EVL+ M A++      
Sbjct: 244 GLSVVVPGDISSAAFWLVAAAITPGAEITVENVGLNPTR--TGILEVLQQMEARLEVLNP 301 
 
Query: 304 SVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
              V G P       H  LKA ++  + +P   D    LAV A  A+G + IRD    RV 
Sbjct: 302 R-DVAGEPVGDVRVSHGPLKAFEIGGDLIPRLVDEIPILAVAACCAEGVSRIRDAEELRV 360 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           KET+R+  +  +L  +GA++EE  D  +I     L+   +D+  DHR+AM+  +AA   V 
Sbjct: 361 KETDRLAVMARQLGAMGAALEETSDGLVIEGGRPLHGAEVDSETDHRVAMSLGVAAQVAV 420 
 
Query: 419 PVT-IRDPGCTRKTFPDYFDVLSTF 442 
            +T +        ++P ++D L+   
Sbjct: 421 GITRLHRCDAAAVSYPGFWDDLARL 445 
 
 
>ref|ZP_06750766.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_27] 
 gb|EFG34554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium sp. 
           3_1_27] 
          Length = 421 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 101/430 (23%), Positives = 206/430 (47%), Gaps = 40/430 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V  P SKS+ +R ++ ++L++G + ++N+  S+D+   + A++ LG  +   K      
Sbjct: 13  GEVSPPPSKSILHRYIIASSLAKGISKIENISYSDDIIATIEAMKKLGAKI---KKNNNY 69 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++     F  E    + ++    +G  +R L            +   G  ++ +RP+   
Sbjct: 70  LLIDGSKTFDKEYLNNDSEIDCNESGSTLRFLFPLSIVKQNRILF--KGKGKLFKRPLSP 127 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
                 +   +   +   +   + ++  G L  G  ++ G+ISSQ+++ LL + PL   + 
Sbjct: 128 YFENFDKYQIN---YSYINESEILLD--GELKSGVYEIDGNISSQFITGLLFSLPLLNEN 182 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            +I I  KL S  Y+++T+  + +FG+K   ++S   F I+G Q YKS  +  VE D S  
Sbjct: 183 SKIIIRGKLESSSYIDITVDCLNKFGIKI-INNSRQEFIIEGNQTYKSG-DYEVEADYSQ 240 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
            ++FL   +I G  + + G  + SLQGD K  + +  +     W +    +          
Sbjct: 241 IAFFLVANSI-GSNIKINGLNSNSLQGDRKIVDFISQID---NWNKKEKLI--------- 287 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
                   ++ ++ PD+   L++ A  +     I ++A  R+KE++R+ A   ELTKLG  
Sbjct: 288 --------LDGSETPDIIPILSLKACISKKEIEIINIARLRIKESDRLKATVEELTKLGF 339 
 
Query: 377 SVEEGPDYCIITPPEKLNVTA------IDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTR 429 
            + E  D  +I   +  N  +      + ++ DHR+AM  ++A+   +  + + +  C + 
Sbjct: 340 DLIEKEDSILINSRKNFNEISNNSPIYLSSHSDHRIAMMIAIASTYYDGKIILDNLDCVK 399 
 
Query: 430 KTFPDYFDVL 439 
           K++P++++V  
Sbjct: 400 KSYPNFWEVF 409 
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>gb|ABX52003.1| G6 [synthetic construct] 
          Length = 507 
 
 Score =  135 bits (340), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 132/446 (29%), Positives = 214/446 (47%), Gaps = 33/446 (7%) 
 
Query: 2   AGAEEIVL--QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           +GA +++   QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A 
Sbjct: 68  SGANDLIFLAQPGGRLNGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQA 127 
 
Query: 60  LRTLGLSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            R +G+ +E     +  +  VG  G  P         L++GN+G +MR L+  +  AG + 
Sbjct: 128 FRDMGVVIEGPNHGRVTIHGVGLHGLKPPPG-----PLYVGNSGTSMRLLSGLL--AGQS 180 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGS 177 
               + G   + +RP+  +   L+++GA V+   G +  PP+ + G   L G    L  + 
Sbjct: 181 FDVTMTGDASLSKRPMNRVANPLREMGAVVET--GPEGRPPLTIRGGHKLKGLTYTLPMA 238 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S+Q  S LL+A   A G   +         P  + T R++  FG   E +       ++ 
Sbjct: 239 -SAQVKSCLLLAGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYSVESNGPV--ASLQ 290 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            G K  + +   V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  
Sbjct: 291 SGGKLTATR-IEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGG 347 
 
Query: 297 KVTWTETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIR 351 
            +T  E    V G P      +   LK ID+    +P   D    L V A  A+G T +R 
Sbjct: 348 DITL-ENQREVGGEPVADLRVRGAQLKGIDIPEALVPLAIDEFPVLFVAAACAEGRTVLR 406 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
                RVKE++R+  +   L  LG   E  PD  II    +L    +  + DHR+AMAFS 
Sbjct: 407 GAEELRVKESDRIQVMADGLITLGIKCEPTPDGIIID-GGQLGGGEVHGHGDHRIAMAFS 465 
 
Query: 412 LAAC-AEVPVTIRDPGCTRKTFPDYF 436 
           +A+  A  P+ I D      +FP++  
Sbjct: 466 VASLRASAPIRIHDCANVATSFPNFL 491 
 
 
>ref|YP_790016.1| EPSP synthase/prephenate dehydrogenase [Pseudomonas aeruginosa 
           UCBPP-PA14] 
 gb|ABJ12389.1| EPSP synthase/prephenate dehydrogenase [Pseudomonas aeruginosa 
           UCBPP-PA14] 
          Length = 746 
 
 Score =  135 bits (339), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 130/437 (29%), Positives = 213/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDV 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G+  +         P  + T R++  FG   E   S  +  ++ G K  S   
Sbjct: 487 LLAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVEVEGSTAK--VESGHKL-SAT 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E    
Sbjct: 539 HIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQR 595 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 596 EVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 655 
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Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+  A  P 
Sbjct: 656 SDRIQVMADGLKALGVKAEPTPDGIVIE-GGAFGGGEVWAHGDHRIAMSFSVASLRASGP 714 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I D      +FP++  
Sbjct: 715 IRIHDCANVATSFPNFL 731 
 
 
>ref|YP_003474269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermocrinis albus 
           DSM 14484] 
 gb|ADC90142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermocrinis albus 
           DSM 14484] 
          Length = 433 
 
 Score =  135 bits (339), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 133/442 (30%), Positives = 219/442 (49%), Gaps = 29/442 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++ +K++ G +++P  KS+S+R ++L+A++EG +VV + L S D    L A+R LG  V+ 
Sbjct: 4   VRKVKKVRGELRVPSDKSVSHRAVILSAMAEGESVVHDWLISADTLATLRAVRALGTKVQ 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              A  R  + G   +F         Q    N+G   R L   +      +T  + G    
Sbjct: 64  RKGATLR--IWGRAMRFQEPSDVLNAQ----NSGTTARLLMGLLATQPFFST--ITGDSS 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R+RP+  +V  L+Q+GA +D     +  PV V G  G   G    +   S+Q  SA+L+ 
Sbjct: 116 LRKRPMLRVVEPLRQMGAWLDGRERGNKLPVSVRG--GTLKGISFFNVKASAQVKSAILL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK--GGQKYKSPK 246 
           A   A G  ++E  + ++S  + E  L+L   FGV+    D+     +K  GGQ  KS + 
Sbjct: 174 AGLGAEGYTQVE--EPVLSRDHTERMLKL---FGVEVLTLDTEKGRMVKIEGGQIPKSAE 228 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             +   D SSA++F+A A +   +  +      +   D  F +V +M G    + E     
Sbjct: 229 -VFCPADPSSAAFFVALALLVDDSEVLLKDVMVNPTRDGFFRKVRQMGGE--IYYENLRE 285 
 
Query: 307 VTGPP----REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           ++G P    R   GRK LK ++V   ++P   D    L+V+   A+G + ++  +  RVK 
Sbjct: 286 ISGEPIADIRVVGGRK-LKGVEVKGEEVPSLIDEIPVLSVLMALAEGRSRVKGASELRVK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           E++R+ A+   L  +GA VEE  D   I     L    I TY DHR+AMAF++A   AE  
Sbjct: 345 ESDRIRAVVENLRSMGAKVEELEDGFEIEGVSSLKGAFIKTYGDHRIAMAFTVAGLVAEG 404 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
              I +P C   ++PD++  L+ 
Sbjct: 405 ETVIDNPHCVAVSYPDFYRDLA 426 
 
 
>ref|ZP_05825120.1| 5-enolpyruvylshikimate-3-phosphate synthase [Acinetobacter sp. 
           RUH2624] 
 gb|EEW99527.1| 5-enolpyruvylshikimate-3-phosphate synthase [Acinetobacter sp. 
           RUH2624] 
          Length = 756 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 129/443 (29%), Positives = 209/443 (47%), Gaps = 37/443 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KTFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +  V++   G + ++       L++GN+G +MR L+  ++A   ++  V+ G   + +R 
Sbjct: 382 GE--VIIHGVGMYGLKAPAS--ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLSKR 435 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A    
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Sbjct: 436 PMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAGLW 494 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  V 
Sbjct: 495 AEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNIQV 544 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      G 
Sbjct: 545 PSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIAGG 601 
 
Query: 310 PPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE++R 
Sbjct: 602 EPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKESDR 661 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAAC- 415 
           +  +   L  +G       D  II    K            I+++ DHR+AM+FS+A    
Sbjct: 662 IQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAGLR 721 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDV 438 
              P+TI        +FP + ++ 
Sbjct: 722 TSGPITIHGTETVATSFPTFTEL 744 
 
 
>gb|ADR61430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas putida 
           BIRD-1] 
          Length = 746 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 131/436 (30%), Positives = 208/436 (47%), Gaps = 31/436 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 QPGGRLNGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         L++GN+G +MR L+  +  AG      + G    
Sbjct: 377 PNHGRVTIHGVGLHGLKPPPG-----PLYVGNSGTSMRLLSGLL--AGQPFDVTMTGDAS 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA V+   G D  PP+ + G   L G    L  + S+Q  S LL 
Sbjct: 430 LSKRPMNRVANPLREMGAVVET--GPDGRPPLTIRGGHKLKGLTYTLPMA-SAQVKSCLL 486 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +         P  + T R++  FG   + +       ++ G K  + +  
Sbjct: 487 LAGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYSVDSNGPV--ASLQSGGKLTATR- 538 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  +T  E     
Sbjct: 539 IEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGGDITL-ENQRE 595 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +   LK ID+    +P   D    L V A  A+G T +R     RVKE+ 
Sbjct: 596 VGGEPVADLRVRGAKLKGIDIPEALVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKES 655 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   LT LG   E  PD  II   + L    +  + DHR+AMAFS+A+  A  P+ 
Sbjct: 656 DRIQVMADGLTTLGIKCEPTPDGIIIDGGQ-LGGGEVHGHGDHRIAMAFSVASLRASAPI 714 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I D      +FP++  
Sbjct: 715 RIHDCANVATSFPNFL 730 
 
 
>ref|ZP_07737605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           lactoaceticus 6A] 
 gb|EFR11967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           lactoaceticus 6A] 
          Length = 433 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 127/446 (28%), Positives = 213/446 (47%), Gaps = 37/446 (8%) 
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Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  V +P  KS+S+R +++ +L++G T ++N L S+D    +   + LG  +E     
Sbjct: 9   RKINSNVTVPSDKSISHRSIMIGSLAKGVTEIENFLFSDDCLATINCFKNLGTDIE---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   ++  G  F +   K+   L   N+G   R L   ++     +  +L G   +++R 
Sbjct: 65  IRNDKIIVKGNDFNLFAPKQ--ILDCQNSGTTTRLLLGILSTQEFES--ILTGDSSLKKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + + L Q+GA+ +     D  P++V G   L   +  L    S+Q  SAL+ A+   
Sbjct: 121 PMKRVTLPLSQMGAEFEFLEKEDFLPIKVKGSKKLKPIEYTLPIP-SAQVKSALIFASLK 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   I+   K  S  + E+ L+     G   +   SW++   + ++      S      
Sbjct: 180 AEGKSVIKESPK--SRDHTELMLK---HAGASIK---SWEKDGVYTVEILPSQVSSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I  G +V +E C     +  +   +VL+ MGA +   +    V  
Sbjct: 232 IPSDISSAAFFIVLALICEGSSVVIENCILNPTRTGI--IDVLKQMGADIRIED----VE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +LK I V+ N +P   D    LAV A FA+G T I + +  RVKE 
Sbjct: 286 NRNGELVGKIIARSSNLKGIKVDKNDIPRIIDEIPILAVAAAFAEGKTTIDNASELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EV 418 
           ++R+      L   GA   E  D   II   EKL    +++Y DHR+AMA S+ ACA E  
Sbjct: 346 SDRIKTTVQMLKSFGADCYELEDGLEIIGSREKLKSAVVNSYKDHRIAMAASIMACAVEG 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI D  C   +FP+++D+L +  K 
Sbjct: 406 ESTILDAECASISFPNFYDILFSSTK 431 
 
 
>ref|YP_001956607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured Termite 
           group 1 bacterium phylotype Rs-D17] 
 sp|B1GYQ3.1|AROA_UNCTG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAG14146.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured Termite 
           group 1 bacterium phylotype Rs-D17] 
          Length = 430 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 126/447 (28%), Positives = 226/447 (50%), Gaps = 26/447 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EI L+    +SG +++P  KS+++R ++L++L+EG ++V + L S+D +  + A R +G+ 
Sbjct: 2   EIKLKKTNYVSGVIEVPSDKSITHRAVMLSSLAEGNSIVRDYLPSDDCNRTIEAFRQMGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            ++ D  +    V G G K   +    +  ++ GN+G   R L+  +  AG +   V+ G 
Sbjct: 62  EIKIDNGS--LYVKGAGLKL-AKPQNGKYNIYAGNSGTTTRLLSGIL--AGQDFETVITG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +++ L Q+GA++    G    P+ + G   L     + S   ++Q  SA 
Sbjct: 117 DDSLSKRPMRRVILPLSQMGANIKSNDG--LLPLIIKGRNPLKELNYE-SDKSTAQVKSA 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L A   A G    +  + + S  + E   R+++ FGV  + + ++   Y    +K  +  
Sbjct: 174 ILFAGLFADGATTYK--EPVKSRDHSE---RMLKAFGVNIKVNGNFVTVY--PAEKLIA- 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           ++  V GD SSA++F+A A I     +T+   G    +      EVL+ MGA +T      
Sbjct: 226 QDITVPGDISSAAFFIAAALIVPDSNLTIRNVGVNPTRDG--LIEVLKQMGADITLANMR 283 
 
Query: 305 VTVTGPPREPFGR-KHLKAIDVNMN---KMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                P  +   +   LKA D++ +   +M D      ++A  ADG T I      RVKE 
Sbjct: 284 EISQEPVCDIVVKYSKLKAADIDASLVPRMVDEIPVFVLIATQADGITRISGAKELRVKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA-CAE 417 
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           ++R+ ++ ++  KLGA +E   D  II    K N+  T +D++DDHR+AM  ++A+  AE 
Sbjct: 344 SDRIESVTSQFKKLGAQIESLEDGFIINGNSKFNLAGTIVDSFDDHRIAMTLAIASLIAE 403 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
               IRD  C   +FP ++ VL+   + 
Sbjct: 404 GETIIRDSHCVDISFPGFYKVLNNICR 430 
 
 
>ref|ZP_01820852.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP6-BS73] 
 ref|ZP_01831017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP18-BS74] 
 ref|ZP_02715416.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC0288-04] 
 gb|EDK68131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP18-BS74] 
 gb|EDK76117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP6-BS73] 
 gb|EDT94991.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC0288-04] 
          Length = 427 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 210/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVDGKKIIVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_02042497.1| hypothetical protein RUMGNA_03299 [Ruminococcus gnavus ATCC 29149] 
 gb|EDN76197.1| hypothetical protein RUMGNA_03299 [Ruminococcus gnavus ATCC 29149] 
          Length = 432 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 130/448 (29%), Positives = 203/448 (45%), Gaps = 33/448 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  I  + G V +PG KS+S+R ++ A+L+ G T + N LN  D    +   R +G+ +E 
Sbjct: 5   LTSITGLKGEVSIPGDKSISHRSVMFASLANGMTEIHNFLNGADCLATIDCFRKMGIKIE 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             +   R +V G  G   +    E +Q+   N+G   R L+  +  AG   +  L G    
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Sbjct: 65  EHQ--NRILVHG-KGLHGLTAPSETLQV--KNSGTTTRLLSGIL--AGQPFSTSLSGDES 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG---GKVKLSGSISSQYLSA 185 
           +  RP+  ++  L Q+GA +    G  C P+ +      PG   G    S   S+Q  S  
Sbjct: 118 LNSRPMKRIIEPLTQMGAHISSLHGNGCAPLVIE-----PGKLHGIHYTSPVASAQVKSC 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEH--SDSWDRFYIKGGQK 241 
           +L+A   A G  E  + + ++S  + E+ L+    FG  ++  H  + S     I+  Q+ 
Sbjct: 173 ILLAGLYAEG--ETSVTEPILSRNHTELMLK---EFGADIRTVHQLAGSEATSVIQPCQE 227 
 
Query: 242 YKSPKNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
               K   V GD SSA+YF+A G  +    + V+  G    +      +V E MG  +T  
Sbjct: 228 LHGQK-ITVPGDISSAAYFIAAGLLVPDSEILVKNVGINPTRAG--LLKVCEDMGGNITL 284 
 
Query: 301 TETSVTVTGPPREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
                       +   R   L  I ++ + +P   D    +AV+A  A+G T IRD     
Sbjct: 285 LNERTEAGEKMADILVRSSQLHGISIHGDIIPTLIDEIPIIAVMAACAEGTTIIRDAQEL 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           RVKET+R+  I   L  +G SV    D  +I   E L    I T  DHR+AMAFS+AA   
Sbjct: 345 RVKETDRIETITDNLIAMGCSVLPTEDGMVIKGGEPLKGATIHTLLDHRIAMAFSIAALV 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           A+    I D  C   ++P ++D     + 
Sbjct: 405 ADGRTKILDSHCIDVSYPGFYDAFEHLL 432 
 
 
>ref|ZP_06056213.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           calcoaceticus RUH2202] 
 gb|EEY77512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           calcoaceticus RUH2202] 
          Length = 756 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 130/445 (29%), Positives = 209/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KTFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 382 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 433 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 434 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGAQQLKGIQYDLPMA-SAQVKSGILLAG 492 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     +  
Sbjct: 493 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TDI 542 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 543 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 599 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 600 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            ++++ DHR+AM+FS+A  
Sbjct: 660 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFTGGEVESHHDHRIAMSFSMAG 719 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDV 438 
                P+TI+       +FP + ++ 
Sbjct: 720 LRNSGPITIQGTETVATSFPTFTEL 744 
 
 
>ref|ZP_01725453.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. B14905] 
 gb|EAZ83996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. B14905] 
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          Length = 428 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 129/443 (29%), Positives = 213/443 (48%), Gaps = 34/443 (7%) 
 
Query: 6   EIVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E VLQ  K  + G++ +PG KS+S+R ++  +++ GTT V+  L  ED    +   + LG 
Sbjct: 3   EKVLQYNKPSLQGSLTVPGDKSVSHRSVMFGSIATGTTTVEGFLLGEDCLSTIDCFQKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E +      V +   G    ++  +   L+ GN+G   R +   +  AG     V+  
Sbjct: 63  VHIEVEGTN---VTIESPGMNSWQEPTD--VLYTGNSGTTTRLMLGIL--AGSTVHSVMT 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  ++  L+Q+GA +         P+ + G   L     K+  + S+Q  S 
Sbjct: 116 GDASIGKRPMRRVIDPLRQMGAHITGRADGQYTPLAIQGTK-LQAIDYKMPVA-SAQVKS 173 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+A   A G   +   +  +S  + E   R++ +FG   E  D      ++GGQ   S 
Sbjct: 174 AILLAGLRAEGTTIVR--ETEVSRDHTE---RMLRQFGADVEVKDGV--VSLEGGQTL-S 225 
 
Query: 245 PKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +  V GD SSA++FL AGA      +T+E  G    +  +   EVL  MGA    T T 
Sbjct: 226 GTHVSVPGDISSAAFFLVAGAICNTSQLTLENVGVNPTRDGI--IEVLSKMGA----TMT 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
            +       EP     ++   ++        + ++ D    LA++A  A G T I+D    
Sbjct: 280 VIPNDDRQAEPTATIQIQTSTLSGTTIEGELIPRLIDEIPILALLATQAHGQTIIKDAEE 339 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            +VKET+R+ A+ TEL KLGA++E   D  II  P  L   ++ TY DHR+ M  ++AA  
Sbjct: 340 LKVKETDRITAVVTELKKLGANIEATNDGMIIEGPTPLKGASLKTYGDHRIGMMGAVAAL 399 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFD 437 
             E  VT+ D  C   ++P +F+ 
Sbjct: 400 ITEGSVTLDDAQCIAVSYPSFFE 422 
 
 
>ref|YP_001374559.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           subsp. cytotoxis NVH 391-98] 
 sp|A7GN56.1|AROA_BACCN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS21564.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cytotoxicus 
           NVH 391-98] 
          Length = 424 
 
 Score =  135 bits (339), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 123/440 (27%), Positives = 214/440 (48%), Gaps = 33/440 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+ +PG KS+S+R ++  A++EGTT V N L  ED    +   R LG  V+ D++ 
Sbjct: 8   KGLNGTIAIPGDKSISHRAVMFGAIAEGTTKVSNFLLGEDCLSTIACFRKLG--VKIDQS 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                + G  G   +++ KE   L +GN+G  +R +   +     + T + D    + +R 
Sbjct: 66  GNDVTIYG-KGLTGLQEPKE--VLDVGNSGTTIRLMLGILANVPFHCTIIGD--DSIGKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L+++ A +D        P+ + G G + G     S   S+Q  SA+L+A    
Sbjct: 121 PMKRVTDPLREMNAQIDGREDGQYTPLSIRG-GNIKGIHYD-SPVASAQVKSAILLAG-- 176 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G+    + + L S  + E   R++  FG   E +       ++GGQ     +   V G 
Sbjct: 177 LKGEGVTTVTEPLQSRDHTE---RMLRAFGCTVEVTGQT--VSLRGGQSLIGTE-IEVPG 230 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL AGA +    + ++  G    +  +   +VL+ MGA ++       V     
Sbjct: 231 DISSAAFFLVAGAIVPNSKIVLKNVGLNPTRTGI--IDVLQKMGAILSVDH----VRNEE 284 
 
Query: 312 REPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETER 363 
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            EP G        L+ I++  + +P +   + ++AL A    G T I+D    +VKET R 
Sbjct: 285 FEPCGDITIETSKLQGIEIGGSLIPRLIDEIPIIALLATQATGTTVIKDAEELKVKETNR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           +  +  EL KLG  +E   D  II   +KL    +D++ DHR+ M  ++A+C A+  V I 
Sbjct: 345 IDTVVQELKKLGVKIEATSDGMIIYGNQKLQGGIVDSHGDHRIGMMLAIASCIADGEVEI 404 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
           +       ++P++FD L++  
Sbjct: 405 QRSDAVSVSYPNFFDQLASL 424 
 
 
>ref|ZP_06788118.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter sp. 6014059] 
 gb|ADX93090.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter baumannii 
           TCDC-AB0715] 
          Length = 748 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMYGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 711 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 712 LRTSGPITIHGTETVATSFPTFTEL 736 
 
 
>ref|YP_001667604.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas putida GB-1] 
 gb|ABY97268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas putida 
           GB-1] 
          Length = 746 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 130/436 (29%), Positives = 208/436 (47%), Gaps = 31/436 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 QPGGRLNGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         L++GN+G +MR L+  +  AG +    + G    
Sbjct: 377 PNHGRVTIHGVGLHGLKPPPG-----PLYVGNSGTSMRLLSGLL--AGQSFDVTMTGDAS 429 
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Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA V+   G +  PP+ + G   L G    L  + S+Q  S LL 
Sbjct: 430 LSKRPMNRVANPLREMGAVVET--GPEGRPPLTIRGGHKLKGLTYTLPMA-SAQVKSCLL 486 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +         P  + T R++  FG   E +       ++ G K  + +  
Sbjct: 487 LAGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYSVESNGPV--ASLQSGGKLTATR- 538 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  +T  E     
Sbjct: 539 IEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGGDITL-ENQRE 595 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +   LK ID+    +P   D    L V A  A+G T +R     RVKE+ 
Sbjct: 596 VGGEPVADLRVRGAQLKGIDIPEALVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKES 655 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   L  LG   E  PD  II   + L    +  + DHR+AMAFS+A+  A  P+ 
Sbjct: 656 DRIQVMADGLITLGIKCEPTPDGIIIDGGQ-LGGGEVHGHGDHRIAMAFSVASLRASAPI 714 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I D      +FP++  
Sbjct: 715 RIHDCANVATSFPNFL 730 
 
 
>ref|YP_003731401.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter sp. DR1] 
 gb|ADI90028.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter sp. DR1] 
          Length = 748 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 210/445 (47%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGSQQLKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     +  
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TDI 534 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G+ V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGSDVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTDDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 711 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDV 438 
                P+TI+       +FP + ++ 
Sbjct: 712 LRNSGPITIQGTETVATSFPTFTEL 736 
 
 
>ref|YP_001847133.1| 5-enolpyruvylshikimate-3-phosphate synthase [Acinetobacter 
           baumannii ACICU] 
 gb|ACC57786.1| 5-enolpyruvylshikimate-3-phosphate synthase [Acinetobacter 
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           baumannii ACICU] 
 gb|ADX02847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           baumannii 1656-2] 
          Length = 756 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 382 GEVTIHGVGMYGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 433 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 434 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 492 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 493 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 542 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 543 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 599 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 600 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 660 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 719 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 720 LRTSGPITIHGTETVATSFPTFTEL 744 
 
 
>ref|YP_518495.1| hypothetical protein DSY2262 [Desulfitobacterium hafniense Y51] 
 ref|YP_002459846.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfitobacterium 
           hafniense DCB-2] 
 sp|Q24V91.1|AROA_DESHY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B8G2R0.1|AROA_DESHD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAE84051.1| hypothetical protein [Desulfitobacterium hafniense Y51] 
 gb|ACL21410.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfitobacterium 
           hafniense DCB-2] 
          Length = 435 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 129/447 (28%), Positives = 212/447 (47%), Gaps = 29/447 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I + P+  I G +++PG KS+S+R  L   +++G T + N L  +D    L  L+TLG   
Sbjct: 10  IRINPMGRIQGEIEVPGDKSISHRAALFGGMAQGETHITNFLLGQDCLSTLACLKTLG-- 67 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           VE ++      + G G  F      +++ L +GN+G  MR +   +  AG   +  L G  
Sbjct: 68  VEWERRDAEVWIRGRG--FENWHEPQDI-LDVGNSGTTMRLMLGVL--AGCPFSATLTGD 122 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R RP+  + + L+++GA +         P+ + G  GL  G    S   S+Q  SA+ 
Sbjct: 123 SSIRSRPMARVTLPLQEMGARILGRQEGKYAPLTIQG--GLLQGIQFRSPVASAQVKSAI 180 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV--KAEHSDSWDRFYIKGGQKYKS 244 
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           L+A   A G  E  + +  +S  + E   R++  FGV  K+E   +     ++GG    S 
Sbjct: 181 LLAGLRAKG--ETMVTEPCLSRDHTE---RMLRGFGVDLKSEGRTA----KVRGGAAL-S 230 
 
Query: 245 PKNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   V GD SSA++FL  G  I  G + ++  G    +  +   + L  MGA +   E  
Sbjct: 231 GQEVAVPGDISSAAFFLVLGTLIPQGELLIKNVGMNPTRTGI--LDALWQMGADIQVEEE 288 
 
Query: 304 SVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
                 P      R   L  I++    +P   D    LAV A  A G T IRD A  RVK 
Sbjct: 289 REECGEPRANLRVRPAQLHGIEIQGEMIPKLIDEVPVLAVAASLAQGETVIRDAAELRVK 348 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET+R+  +   L  LGA+ +E PD   I   + L   A  ++ DHR+AMA+ +A   AE  
Sbjct: 349 ETDRIQTVVQGLQALGANAQELPDGLRIQGAKSLRGGAAHSHGDHRLAMAWVVAGLLAEE 408 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            ++++       +FP++ +++    ++ 
Sbjct: 409 GISLQGIEAAEVSFPNFLELIHEIAES 435 
 
 
>ref|ZP_05584251.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           CH188] 
 ref|ZP_07762493.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0635] 
 gb|EEU85222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           CH188] 
 gb|EFQ16472.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0635] 
 gb|EFT91286.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX4244] 
 gb|EFU89892.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0630] 
          Length = 428 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                ++V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---IIVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 ADAVSVSYPAFFDDL 423 
 
 
>ref|YP_002219472.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidithiobacillus 
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           ferrooxidans ATCC 53993] 
 ref|YP_002425379.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidithiobacillus 
           ferrooxidans ATCC 23270] 
 sp|B7J781.1|AROA_ACIF2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B5EQ20.1|AROA_ACIF5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACH83265.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidithiobacillus 
           ferrooxidans ATCC 53993] 
 gb|ACK78170.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidithiobacillus 
           ferrooxidans ATCC 23270] 
          Length = 433 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 134/438 (30%), Positives = 215/438 (49%), Gaps = 35/438 (7%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +++P   ++G   +PG KS+S+R ++L AL+EG T V+ LL   DV   + A R++G+ + 
Sbjct: 5   LVRPGSRLAGRFPVPGDKSISHRAVILGALAEGVTEVEGLLEGADVLATIAAFRSMGVQM 64 
 
Query: 68  EA-DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           E  DK   R    G  G + PV      V L  GN+G AMR L   +      +T V D  
Sbjct: 65  EGPDKGHLRIHGAGLQGLRAPV------VPLDCGNSGTAMRLLAGVLAGQPFPSTLVGDA 118 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLS 184 
              +++RP+G ++  L+ +GA++    G    P+ ++   G P   +  +  + S+Q  S 
Sbjct: 119 --SLQKRPMGRILNPLRAMGAEIAAQDGRA--PLHIH---GRPLHGIDYALPVASAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+A   A G   +         P  + + R+++ FG   E      R  ++GG +    
Sbjct: 172 AVLLAGLYADGQTCVT-----EPAPTRDHSERMLQGFGQPVER--HGPRACLRGGGRLCG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   V GD SSA++FL GA I  G+ +T+EG G    +      E+L  MGA++  T   
Sbjct: 225 -QALQVPGDISSAAFFLLGATIAPGSDLTLEGVGINPTR--TGIIEILTRMGARIDLTAL 281 
 
Query: 304 SVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
              V G P      ++  L+ I +    +P   D    L + A  A G T I      RV 
Sbjct: 282 R-EVGGEPVADIRVRYAPLQGIAIPPRLVPLAIDEFPALFIAAACAKGQTVITGAEELRV 340 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KE++R+  +   L  LGA+VEE  D  II+    L    +D++ DHR+AMAF++AA  A+ 
Sbjct: 341 KESDRIAVMAGGLRALGATVEERVDGAIISGSALLG-GRVDSHGDHRIAMAFAMAALVAQ 399 
 
Query: 418 VPVTIRDPGCTRKTFPDY 435 
             + I D      +FP + 
Sbjct: 400 GDMEILDCANVATSFPSF 417 
 
 
>ref|YP_280561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS6180] 
 ref|ZP_07460422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes ATCC 10782] 
 sp|Q48SV4.1|AROA_STRPM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAX72206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS6180] 
 gb|EFM33700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes ATCC 10782] 
          Length = 427 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 212/435 (48%), Gaps = 39/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 10  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 67 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G +      +    L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 68  QLVIEGQGFQGLTAPCQT---LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 123 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 182 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 234 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 291 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V           HLK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 292 VV--------YSHLKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 344 IQVVTDILNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 403 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           +        ++P +F 
Sbjct: 404 LDKEEAIMTSYPTFF 418 
 
 
>emb|CBW36848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae INV104] 
          Length = 427 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 209/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_002728958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurihydrogenibium 
           azorense Az-Fu1] 
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 gb|ACN98673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurihydrogenibium 
           azorense Az-Fu1] 
          Length = 431 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 133/446 (29%), Positives = 217/446 (48%), Gaps = 23/446 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E  ++P+K I G++++P  KS+S+R ++L +L+EG +V+ N L + D    L   R LG+ 
Sbjct: 2   EKTVKPVKRIEGSLRVPSDKSVSHRSIILPSLAEGESVIKNFLKAGDTLTTLNVYRKLGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +E     ++  V+   GK  +E  KE +  L +GN+G   R LT  V A G N    L  
Sbjct: 62  DIE-----EKDNVIYVKGK-GLEGLKEPDDVLDMGNSGTTTR-LTLGVLA-GQNFFATLT 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R+RP+  +V  L ++GA VD     +  P+ + G  G   G    +  +S+Q  S 
Sbjct: 114 GDDSLRKRPMKRVVDPLSEMGAKVDGRKEANNLPISIRG--GKLKGISYFNSKMSAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK- 243 
           A+L+A   A  +   E+++ ++S  + E  L  M   G   E     D + +K  +  +  
Sbjct: 172 AILLAGLYA--ETPTEVVEPIVSRDHTEKMLNWM---GANIEIDFMTDGYKVKISKTDRL 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-- 301 
            P +  V  D SSA++F A A+I   +  +      +   D  F   L+ MGA + +    
Sbjct: 227 KPIHINVPADPSSAAFFAAAASIVPKSEIILKDVMVNPTRD-GFFRKLKEMGADIEYKNK 285 
 
Query: 302 --ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
             E    V     +    K +K +   +  M D    LA+VA  A+G T I      RVK 
Sbjct: 286 RDEAGEIVADVIVKYNDLKGVKVVKEEVPSMIDELPLLAIVATQAEGETVITGAEELRVK 345 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEV 418 
           E++R+ AI     +L   +EE  D  +I   +K+    +D+Y DHR+AM F+ L   +E  
Sbjct: 346 ESDRIKAIVENFKRLNLEIEELEDGMVIKGKQKVKGGVVDSYKDHRIAMGFAILGLVSED 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +TI+D  C   ++PD+F  L    K 
Sbjct: 406 GITIKDADCVYISYPDFFKHLEKVSK 431 
 
 
>ref|ZP_06027856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           periodonticum ATCC 33693] 
 gb|EFE85564.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fusobacterium 
           periodonticum ATCC 33693] 
          Length = 418 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 102/438 (23%), Positives = 206/438 (47%), Gaps = 48/438 (10%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           + ++ G +  P SKS+ +R ++ ++L++G + ++N+  SED+   + A++ LG  +E    
Sbjct: 6   VDKLVGELSPPPSKSVLHRYIIASSLAKGISKIENISFSEDIIATIEAMKKLGAKIE--- 62 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             ++   +   G    ++  E +++    +G  +R L            +   G  ++ + 
Sbjct: 63  --QKENYLLIDGSDTFKNLNENIEIDCNESGSTLRFLFPLSIVKENKVLF--KGRGKLFK 118 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYLSALLM 188 
           RP+       ++               +  N I   G L  G  ++ G+ISSQ+++ LL  
Sbjct: 119 RPMTPYFENFEKYK--------IKHSYIDENEILLEGKLKAGIYEIDGNISSQFITGLLF 170 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           + PL  G+ +I I  KL S  Y++++L  + +FG+K   ++S+  F I+G Q Y+   N  
Sbjct: 171 SLPLLDGESKIIINGKLESSNYIDISLDCLSKFGIKI-INNSYQEFIIEGNQSYRVG-NY 228 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
             E D S A++FL   AI G  + +      SLQGD K   +++ +     W   +  +  
Sbjct: 229 RTEADYSQAAFFLVANAI-GSNIKINDLRENSLQGDKK---IIDFISEIDNWNSKNTLI- 283 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                           ++ ++ PD+   L++ A  +     I ++   R+KE++R+ A   
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Sbjct: 284 ----------------LDGSETPDIIPILSLKAAVSGKKIEIVNIERLRIKESDRLKATV 327 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVT------AIDTYDDHRMAMAFSLA-ACAEVPVT 421 
            EL+KL   + E  D  +I   E   V       ++  + DHR+AM  ++A  C +  +  
Sbjct: 328 EELSKLNFDLIEKKDSILINSRENFEVNKNEKIVSLSAHSDHRIAMMIAIATTCYDGEIL 387 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           + +  C +K++P++++V  
Sbjct: 388 LDNLDCIKKSYPNFWEVF 405 
 
 
>ref|ZP_06612397.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus oralis 
           ATCC 35037] 
 ref|ZP_07640576.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus oralis 
           ATCC 35037] 
 gb|ACH47977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae] 
 gb|EFE56500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus oralis 
           ATCC 35037] 
 gb|EFO02036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus oralis 
           ATCC 35037] 
          Length = 427 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 120/442 (27%), Positives = 213/442 (48%), Gaps = 35/442 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIKGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G+  L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLHLKGMKNLTPIHYELPIA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G Q+    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVEGKKITVQGPQRLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRVVLQNVGINETRTGI--IDVIRAMGGKLEITEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            +        ++P +FD L +  
Sbjct: 403 ELDRAEAINTSYPSFFDDLESM 424 
 
 
>gb|EFT94547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0012] 
          Length = 428 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
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                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVRQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E  D   +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVDDK--KIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + +   G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLVNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_05426434.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T2] 
 ref|ZP_07559153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0860] 
 gb|EET99342.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T2] 
 gb|EFM74652.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0860] 
          Length = 428 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 205/435 (47%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                ++V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---IIVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
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Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>gb|ADY82353.1| bifunctional protein aroA [Acinetobacter calcoaceticus PHEA-2] 
          Length = 756 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 210/445 (47%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 382 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 433 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 434 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGSQQLKGIQYDLPMA-SAQVKSGILLAG 492 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     +  
Sbjct: 493 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TDI 542 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G+ V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 543 QVPSDISSAAFFMVGAAITEGSDVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 599 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 600 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 660 DRIQVMADGLKIMGIDCTPTDDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 719 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDV 438 
                P+TI+       +FP + ++ 
Sbjct: 720 LRNSGPITIQGTETVATSFPTFTEL 744 
 
 
>ref|YP_003528097.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus 
           halophilus Nc4] 
 gb|ADE15710.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus 
           halophilus Nc4] 
          Length = 443 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 130/442 (29%), Positives = 210/442 (47%), Gaps = 29/442 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
            V++P   ++  +++PG KS+S+R ++  AL+EG T +   L  ED    L A R LG++ 
Sbjct: 13  FVVEPGGSLAAQLRVPGDKSISHRAIIFGALAEGITEITGFLEGEDTLATLQAFRALGVN 72 
 
Query: 67  VEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           +E  +  +  +  VG  G         E  L+LGN+G +MR L      AG      L G 
Sbjct: 73  IEGPEEGRVKIHGVGLQGL-----QAPEKPLYLGNSGTSMRLLAGLF--AGQPFDITLVG 125 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP+G +   L Q+GA ++       PP+ ++G   L G +  +    S+Q  S+ 
Sbjct: 126 DRSLSCRPMGRVCDPLAQMGALIEA-TAQGTPPLHIHGGQSLQGIEYAMP-VASAQVKSS 183 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A   A G   +     +   P  + T R++  FG   E   +  +  +KG    +   
Sbjct: 184 LLLAGLYATGSTCV-----IEPAPTRDHTERMLMGFGYPVEREGA--KVCVKGTGVLRG- 235 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
               V  D SSA++F+ GAAI+ G+ + +E  G    +  V   E+L  MGA++   ET  
Sbjct: 236 TAVEVPADISSAAFFMVGAAISQGSDILLEHVGINPTRTGV--IEILGRMGAQIEIEETG 293 
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Query: 305 VTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           V V G P      +   L+ I++    +P   D    L V A  A+G T +      RVK 
Sbjct: 294 V-VGGEPVAAIRVRASRLQGINIPEELVPLAIDEFPALFVAAACAEGETVLTGAEELRVK 352 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           E++R+  +   L +LG S +  PD  II     L    + ++ DHR AMAF++A   A+  
Sbjct: 353 ESDRIQVMADGLQRLGISAQPTPDGIIIQ-GGALQGGEVHSHGDHRCAMAFAMAGLAAKD 411 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
            VT+ D      +FP + ++ S 
Sbjct: 412 TVTVHDCANVATSFPGFLELAS 433 
 
 
>gb|ACN18355.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes] 
          Length = 428 
 
 Score =  134 bits (338), Expect = 2e-29,   Method: Compositional matrix adjust. 
 Identities = 123/439 (28%), Positives = 222/439 (50%), Gaps = 33/439 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGQDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQTLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+ + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SA++F+    IT G+   +T  G   T         +V+E MG  +   ++S + TG    
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTR----TGIFDVVEQMGGSLVVKDSSRS-TGKLA 289 
 
Query: 313 EPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ 
Sbjct: 290 GTVVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAV 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
            TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +  P 
Sbjct: 350 ATELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEDGDVELERP 409 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
                ++P +F+ +++ +K 
Sbjct: 410 EAVSVSYPTFFEDINSLLK 428 
 
 
>ref|ZP_07029961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidobacterium sp. 
           MP5ACTX8] 
 gb|EFI57448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidobacterium sp. 
           MP5ACTX8] 
          Length = 437 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 129/449 (28%), Positives = 206/449 (45%), Gaps = 48/449 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +++P + + G++ LPG KS+S+R  +LA  + GT+ + N     D H  LG ++ +G  V 
Sbjct: 14  IVRPARSLRGSLTLPGDKSISHRYAMLAGFAAGTSRLTNFSTGADPHSSLGCMKAMGAQV 73 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D   +   V G GG       + +  L  GN+G  MR L   V    G  T+V D    
Sbjct: 74  ALD--GRTISVTGTGGNLH----QPKHNLDCGNSGSTMRMLAGLVAPQQGVYTFVGD--E 125 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSAL 186 
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            +  RP+  +   L+ +GA ++   G    P+ V+G    P   +     I+S Q  +A+ 
Sbjct: 126 SLTVRPMERIRKPLEAMGARIELTEGH--APMTVHGA---PLKAIDFDAPIASAQVKTAV 180 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A   A G       + + +  + E  LR    FGV+ E  D  +R YI+GGQK ++   
Sbjct: 181 LFAGLQAQGVTSFA--ESVRTRDHTEHALRA---FGVELERRD--ERLYIQGGQKLQA-I 232 
 
Query: 247 NAYVEGDASSASYFLAGAAI-TGGTVTVEGCGT-----------TSLQGDVKFAEVLEMM 294 
           +A V GD SSA++FL  A +     + ++  G            T+L G +K  +V E   
Sbjct: 233 DATVPGDMSSAAFFLCAALLFEDSNLVLDLLGMNPTRAALLDVITALGGTIKVLDVQEQY 292 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIR 351 
           G      + + +          R  LK ID+      ++ D    +A +A +      IR 
Sbjct: 293 GEMAGTIQVNRS----------RGGLKGIDIAGALSAQLIDELPVIAAIAPYTQDGIRIR 342 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           D    RVKE++R+  +   L  +GA V E  D   +   ++L    +D+  DHR+AMAFS 
Sbjct: 343 DAKELRVKESDRIALVVKNLRAMGAEVTEHEDGMDVPGGQRLRGGIVDSGMDHRIAMAFS 402 
 
Query: 412 LAAC-AEVPVTIRDPGCTRKTFPDYFDVL 439 
           +AA  AE    I        +FP++F  L 
Sbjct: 403 IAALRAEGETEIHGAEAASISFPEFFTYL 431 
 
 
>ref|NP_358822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae R6] 
 gb|AAL00033.1| 3-Enolpyruvylshikimate-5-phosphate synthetase [Streptococcus 
           pneumoniae R6] 
          Length = 431 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 120/443 (27%), Positives = 212/443 (47%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 11  IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 71  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 124 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 183 QAKG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 234 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L    I     + ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 235 GDISSAAFWLVAGLINPNSHLVLQNVGINETRTGI--IDVIRAMGGKLEVTEIDPVAKSS 292 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 293 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 347 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 406 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 407 ELDRAEAINTSYPSFFDDLESLI 429 
 
 
>ref|ZP_07107141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TUSoD Ef11] 
 gb|EFK77843.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TUSoD Ef11] 
          Length = 429 
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 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 10  VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 69 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 70  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 123 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 181 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + KN  V  
Sbjct: 182 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGKNVVVP 233 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 234 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 291 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 292 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 349 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 350 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 409 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 410 AEAVSVSYPAFFDDL 424 
 
 
>ref|YP_004026961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           kristjanssonii 177R1B] 
 gb|ADQ41348.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           kristjanssonii 177R1B] 
          Length = 433 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 126/446 (28%), Positives = 213/446 (47%), Gaps = 37/446 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  V +P  KS+S+R +++ +L++G T ++N L S+D    +   + LG  +E     
Sbjct: 9   RKINSNVTVPSDKSISHRSIMIGSLAKGVTEIENFLFSDDCLATINCFKNLGTDIE---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   ++  G  F +   K+   L   N+G   R L   ++     +  +L G   +++R 
Sbjct: 65  IRNDKIIVKGNDFNLFAPKQ--ILDCQNSGTTTRLLLGILSTQEFES--ILTGDSSLKKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + + L Q+GA+ +     D  P++V G   L   +  L    S+Q  SAL+ A+   
Sbjct: 121 PMKRVTLPLSQMGAEFEFLEKEDFLPIKVKGSKKLKPIEYTLPIP-SAQVKSALIFASLK 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   I+   K  S  + E+ L+     G   +   SW++   + ++      S      
Sbjct: 180 AEGKSVIKESPK--SRDHTELMLK---HAGASIK---SWEKDGVYTVEILPSQVSSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I  G +V +E C     +  +   +VL+ MGA +   +    V  
Sbjct: 232 IPSDISSAAFFIVLALICEGSSVVIENCILNPTRTGI--IDVLKQMGADIRIED----VE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +LK + V+ N +P   D    LAV A FA+G T I + +  RVKE 
Sbjct: 286 NRNGELVGKIIARSSNLKGVKVDKNDIPRIIDEIPILAVAAAFAEGKTTIDNASELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EV 418 
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           ++R+      L   GA   E  D   II   EKL    +++Y DHR+AMA S+ ACA E  
Sbjct: 346 SDRIKTTVQMLKSFGADCYELEDGLEIIGSREKLKSAVVNSYKDHRIAMAASIMACAVEG 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI D  C   +FP+++D+L +  K 
Sbjct: 406 ESTILDAECASISFPNFYDILFSSTK 431 
 
 
>ref|ZP_07458332.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           oral taxon 071 str. 73H25AP] 
 gb|EFM35789.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           oral taxon 071 str. 73H25AP] 
          Length = 427 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 119/443 (26%), Positives = 213/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVKIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG       ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDALKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLYLKGTKNLTPIHYELPIA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  I++K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVILEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLIAGLIVPNSRVVLQNVGINETRTGI--IDVIRAMGGKLEITEIDPIAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGETVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II    +L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSRLHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_01825180.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP11-BS70] 
 ref|ZP_02721747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae MLV-016] 
 ref|YP_002038019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae G54] 
 sp|B5E5M9.1|AROA_STRP4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EDK63671.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP11-BS70] 
 gb|EDT98889.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae MLV-016] 
 gb|ACF55539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae G54] 
 emb|CBW32859.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae OXC141] 
          Length = 427 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 209/438 (47%), Gaps = 25/438 (5%) 
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Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITVQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_003759471.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus watsoni 
           C-113] 
 gb|ADJ27150.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus watsoni 
           C-113] 
          Length = 444 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 131/442 (29%), Positives = 215/442 (48%), Gaps = 33/442 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
            V++P   +SG +++PG KS+S+R ++L AL+EG T +   L  ED    L A R LG+S 
Sbjct: 14  FVVEPGGALSGRLRVPGDKSISHRAVILGALAEGVTRITGFLEGEDTLATLRAFRDLGVS 73 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E  +   R  + G G       A EE  L+LGN+G + R L      AG +   +L G  
Sbjct: 74  IEGPEGG-RVEIHGVG--MQGLQAPEE-PLYLGNSGTSARLLAGLF--AGQSFDVILRGD 127 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+  +   L ++GA ++       PP+ ++G   L G +  +  + S+Q  S+L 
Sbjct: 128 ESLSRRPMRRVCDPLARMGAFIET-TAQGTPPLHIHGRQPLYGIEYAMPMA-SAQVKSSL 185 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G   +     +   P  + T R++  FG   E   +  +  I+GG        
Sbjct: 186 LLAGLYASGRTCV-----IEPAPTRDHTERMLAGFGYPVEREGA--KVCIQGGGSLYG-T 237 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              +  D SSA++F+ GAAI  G+ + +E  G    +  +   ++L  MGA +   ET V 
Sbjct: 238 VVEIPADISSAAFFMVGAAIGKGSDILLEHVGINPTRTGI--VDILRRMGADIEIKETGV 295 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALF-----ADGPTAIRDVASWR 357 
            V G   EP     ++A  ++   +P+  + LA+    ALF     A+G T +      R 
Sbjct: 296 -VGG---EPVAAIRVRASRLHGINIPEDLVPLAIDEFPALFVAAACAEGETVLAGAGELR 351 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           VKE++R+  +   L  LG S +   D  II    KL    + ++ DHR AMAF++ +  A 
Sbjct: 352 VKESDRIQVMADGLQALGISAQPTADGIIIQ-GGKLQGGEVHSHGDHRCAMAFAMTSLVA 410 
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Query: 417 EVPVTIRDPGCTRKTFPDYFDV 438 
           + P+ IRD      +FP + ++ 
Sbjct: 411 KGPIIIRDCANVATSFPGFLEL 432 
 
 
>ref|ZP_07957165.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 5_1_63FAA] 
 gb|EFV16004.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 5_1_63FAA] 
          Length = 424 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 122/442 (27%), Positives = 204/442 (46%), Gaps = 41/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  +L++GTT + N L+  D    +   R +G+ +E +     
Sbjct: 9   LRGELSIPGDKSISHRAVMFGSLAKGTTHISNFLSGADCLSTIDCFRKMGVLIEQNGTNV 68 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                G  G K P E       L +GN+G   R ++  +  AG +   VL G   + +RP 
Sbjct: 69  TVHGNGLHGLKAPSE------TLDVGNSGTTTRLISGIL--AGQDFETVLSGDASLNKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------ISSQYLSALL 187 
           +G ++  L+Q+GA +    G  C P+++ G         KL+ +       S+Q  S +L 
Sbjct: 121 MGRIIKPLEQMGAKITSVNGNGCAPLKIEG--------TKLNATHYDSPVASAQVKSCVL 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A  D +  + +  +S  + E+ LR    FGVK E  D+          +     + 
Sbjct: 173 LAGLYA--DGKTSVTEPALSRNHTELMLR---SFGVKVESHDTTATIT---PPEEMIATD 224 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++F+    IT    + ++  G    +  +    V + MGA VT  E  +  
Sbjct: 225 IVVPGDISSATFFIVAGLITPNSCIRLKNVGINPTRDGI--LRVCKDMGADVTL-ENVID 281 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKET 361 
             G P      K   LK   +    +P +   + V+AL   FA+G T I+D A  +VKE+ 
Sbjct: 282 NGGEPTADIVVKTSKLKGTVIGGEVIPTLIDEIPVIALLAAFAEGETVIKDAAELKVKES 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+      L K+G       D  II     L+  +I+   DHR+AM FS+A   AE    
Sbjct: 342 DRIALTVDNLVKMGVDATATDDGMIIKGGNPLHGASINCKYDHRIAMTFSIAGINAEGET 401 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I D  C   ++P +++ L++  
Sbjct: 402 VIEDSECVDVSYPTFYEQLNSL 423 
 
 
>ref|YP_002352953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dictyoglomus turgidum 
           DSM 6724] 
 gb|ACK42339.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dictyoglomus turgidum 
           DSM 6724] 
          Length = 433 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 123/453 (27%), Positives = 219/453 (48%), Gaps = 39/453 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++  + + G +K+PG KS+S+R L+ +++ EG +++ N L S+D    +  LR LG  
Sbjct: 3   KLMIKKSRSLMGEIKIPGDKSISHRALIFSSMGEGESIIKNFLFSQDCISTMNCLRALGT 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           S+E  +   +    G  G    E+      L  GN+G  +R  T  ++   G    V+ G 
Sbjct: 63  SIEICENVIKVKGNGINGFREPENV-----LDAGNSGTTIRLFTGLLSGLPG-IFSVITG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+  +V  L  +GA +    G + PP+ + G   L G    LS + S+Q  SA 
Sbjct: 117 DDSLRRRPMKRVVEPLLGMGAKIWGRNGGNNPPLAIKG-EKLKGRDHTLSVA-SAQVKSA 174 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A  LA  D E  + +  +S  + E   R+ +  G+    +    + +  G + +K+  
Sbjct: 175 LLIAGLLA--DGETSVTEPSLSRDHTE---RIFQYLGLPLIRNGLTLKTH--GIEGFKN- 226 
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Query: 246 KNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----W 300 
           K+  + GD SSA++ +A G  + G  + ++  G    +  +    VL+  GAK+     W 
Sbjct: 227 KDFNIPGDFSSAAFIIAAGLLVEGSKIVIKNVGINPTR--IGMLSVLKEAGAKIQILNQW 284 
 
Query: 301 TETSVTVTGPPREPFGR-----KHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRD 352 
            E          EP G        L++ +V    + K+ D    LA++A  A G +  +D 
Sbjct: 285 EEGG--------EPIGDLIVEFSILESFEVRGEIVPKLIDEVPILAIIATQAKGKSVFKD 336 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           V   +VKE++R+ A+   + K+G   E   +   +  P KLN   I+TY+DHR+AM+F++ 
Sbjct: 337 VGELKVKESDRIKAVVDGINKMGGKAEIIDEGFAVYGPTKLNGNEIETYNDHRIAMSFAI 396 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A       TI +      +FP++ + +     N 
Sbjct: 397 AGLLADGETIVESNSISISFPNFGETIKKLGGN 429 
 
 
>ref|YP_004002066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           owensensis OL] 
 gb|ADQ04266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           owensensis OL] 
          Length = 433 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 123/446 (27%), Positives = 210/446 (47%), Gaps = 37/446 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  + +P  KS+S+R +++ +L++G T ++N L S+D    +   + LG+ +E     
Sbjct: 9   RKINSNIIIPPDKSISHRSIMIGSLAKGVTEIENFLFSDDCLATINCFKNLGIDIEIRN- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + +V G    F   +   + Q    N+G   R L   ++     +  +L G   +++R 
Sbjct: 68  -DKIIVKGNNFNFVAPEKSLDCQ----NSGTTARLLLGILSTQEFES--ILTGDNSLKKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + + L Q+GA  +     D  P+RV G   L   +  L    S+Q  SAL+ A+   
Sbjct: 121 PMKRVTLPLSQMGAKFEFLEKEDFLPIRVKGNKNLKPIEYTLPIP-SAQVKSALIFASLR 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   ++   K  S  + E+ L+          +  SW+    + ++      S      
Sbjct: 180 AEGKSILKESPK--SRDHTELMLKHA------GANIKSWEEDGVYTVEILPSQLSSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I    +V +E C     +  +   +VL+ MGA +T  +    V  
Sbjct: 232 IPSDISSAAFFIVLALICENSSVVIENCILNPTRTGI--IDVLKQMGADITIED----VE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +LK + V+ N +P   D    LAV A FA+G T I + +  RVKE 
Sbjct: 286 NRNGELVGKIVARSSNLKGVKVDKNDIPRIIDEIPILAVAAAFAEGKTIIDNASELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EV 418 
           ++R+      L   GA   E  +   II   EKL    +++Y DHR+AMA S+ ACA E  
Sbjct: 346 SDRIKTTAQMLRSFGAECHELENGLEIIGSREKLKSAIVNSYKDHRIAMAASIMACAVEG 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI D  C   +FP+++D+L +  K 
Sbjct: 406 ESTILDADCASISFPNFYDILFSSTK 431 
 
 
>ref|ZP_06691868.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
 gb|EFF86381.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
          Length = 756 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 209/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
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Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 382 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 433 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 434 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGSQQLKGIQYDLPMA-SAQVKSGILLAG 492 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     +  
Sbjct: 493 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TDI 542 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G+ V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 543 QVPSDISSAAFFMVGAAITEGSDVILEAVGINPTRTGV--IEILKQMGADLT-VENERIA 599 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 600 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 660 DRIQVMADGLKIMGIDCTPTDDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 719 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 720 LRNSGPITIHGTETVATSFPTFTEL 744 
 
 
>ref|YP_003622471.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Leuconostoc kimchii 
           IMSNU 11154] 
 gb|ADG41502.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Leuconostoc kimchii 
           IMSNU 11154] 
          Length = 432 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 133/449 (29%), Positives = 217/449 (48%), Gaps = 55/449 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +PG KS+S+R L+  A+++G T ++N L S+DV + +   R LG+++  D+  K 
Sbjct: 12  LRGTMTVPGDKSISHRALMFGAIAQGVTEIENFLVSDDVLHTMAVFRELGVTI--DQHGK 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V+G G +   +  K    L +GN+G + R L   ++    N   V D    +  RP+ 
Sbjct: 70  HVRVIGRGSEHFTQPQKA---LDMGNSGTSTRLLMGLLSRQPFNIHIVGD--ESLSRRPM 124 
 
Query: 135 GDLVVGLKQLGADV-----DCFLGTDCPPVRVNGIG-GLPGGKVKLSGSISSQYLSALLM 188 
             ++  L  +GAD+     D   G      +V GI   +P          S+Q  SA+L+ 
Sbjct: 125 KRVLTPLALMGADIRLSENDTLPGVIYANSQVTGITYEMPVA--------SAQVKSAILL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G     II+K   IP  + T R++ +FG      D   R  +   Q + + ++  
Sbjct: 177 AGIQAEGVT--TIIEK---IPSRDHTERMLRQFGGTITVKDG--RVSVTKHQ-HLTGQHV 228 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+    IT    +T++  G    +  V   ++L+ MGA +    +++ V 
Sbjct: 229 IVPSDISSAAFFIVAGLITPNSKLTIKKVGINKTRDGV--LQLLKRMGANIVM--SNINV 284 
 
Query: 308 TGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVK 359 
            G   EPF       + LK ID+    +P     L ++AL    A G T I      RVK 
Sbjct: 285 NG---EPFADITIEAQQLKGIDITEKDIPSSVDELPIIALAATQAQGDTTITGAGELRVK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDT-YDDHRMAMAFSLAAC 415 
           ET+R+  + +ELTKLGA++E   D  II   TP    N +A+ T + DHR+ M  ++AA  
Sbjct: 342 ETDRIATVISELTKLGANIEALEDGMIIHGGTPLHVTNESALLTSHGDHRIGMMNAIAAL 401 
 
Query: 416 ----AEVPVTIRDPGCTRKTFPDYFDVLS 440 
                +V +T  D      ++P + + LS 
Sbjct: 402 ITTGGDVVLTGED--AISVSYPGFLENLS 428 
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>ref|YP_816672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae D39] 
 sp|Q8CWQ7.2|AROA_STRR6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q04JX6.1|AROA_STRP2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ54185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae D39] 
          Length = 427 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 120/443 (27%), Positives = 212/443 (47%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L    I     + ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLINPNSHLVLQNVGINETRTGI--IDVIRAMGGKLEVTEIDPVAKSS 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_003239117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ammonifex degensii 
           KC4] 
 gb|ACX52267.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ammonifex degensii 
           KC4] 
          Length = 434 
 
 Score =  134 bits (337), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 148/451 (32%), Positives = 215/451 (47%), Gaps = 47/451 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + GT+ +PG KS+S+R LLL +L+ G TV++N L  +D    L  LR LG+ +E ++  
Sbjct: 9   KRLEGTITVPGDKSISHRALLLGSLAHGETVIENFLQGKDCLATLRCLRQLGVKIE-EEG 67 
 
Query: 73  AKRAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             R  V G G G        EEV L  GN+G  MR L   +  AG     VL G   +R  
Sbjct: 68  EGRLRVEGRGLGNL---QEPEEV-LDAGNSGTTMRLLLGVL--AGNPIFAVLTGDASLRR 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL------SGSISSQYLSA 185 
           RP+  + + LK +GA++         P+ + G       + KL      S   S+Q  SA 
Sbjct: 122 RPMDRVTLPLKLMGAEIWGRQEGKLAPLAIRG-------QRKLRPLEYTSPVASAQVKSA 174 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G  E  + +  +S  + E   R++  FGV  +      R     G+      
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Sbjct: 175 VLLAGLYAEG--ETSVTEPALSRDHTE---RMLGYFGVPVKREGLTVRLK---GRALLQG 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD S+A++FLA AAI   G VTV   G    +    F EVLE MGA++     S 
Sbjct: 227 RPVRVPGDFSAAAFFLAAAAILPEGRVTVREVGLNPTR--TGFLEVLEAMGARL-----S 279 
 
Query: 305 VTVTGP-PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
           V VTG    EP G        L+ +++    +P   D    L VVA  A G T IR     
Sbjct: 280 VEVTGEWAGEPVGNVTVESSALRGVEIGGEIIPRLIDEIPVLTVVAACAAGKTVIRGAEE 339 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            R KE++R+  +  EL +LGA VE  PD  II     L  + + ++ DHR+AMA ++A   
Sbjct: 340 LRYKESDRLATMAQELGRLGAKVEVLPDGLIIHGGYPLQGSRVQSHGDHRVAMAMAVAGL 399 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            AE    I        +FP++  +L+T  +  
Sbjct: 400 VAEGETIIEGAEAIDVSFPNFPTLLATLTEE 430 
 
 
>ref|NP_345829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae TIGR4] 
 ref|ZP_01407871.1| hypothetical protein SpneT_02001692 [Streptococcus pneumoniae 
           TIGR4] 
 sp|Q9S400.2|AROA_STRPN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAK75469.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae TIGR4] 
          Length = 427 
 
 Score =  134 bits (336), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 209/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLKQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_001694807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae Hungary19A-6] 
 sp|B1ICH2.1|AROA_STRPI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ACA36348.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae Hungary19A-6] 
          Length = 427 
 
 Score =  134 bits (336), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 209/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ASVIIEKECTRNHTE---DMLKQFG--GHLSVDSKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 STLTVESSDLKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_001181460.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           saccharolyticus DSM 8903] 
 sp|A4XMY4.1|AROA_CALS8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABP68269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           saccharolyticus DSM 8903] 
          Length = 433 
 
 Score =  134 bits (336), Expect = 3e-29,   Method: Compositional matrix adjust. 
 Identities = 127/445 (28%), Positives = 210/445 (47%), Gaps = 45/445 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I   V +P  KS+S+R +++ +L+ GTT ++N L +ED    +   + LG  +E     
Sbjct: 9   RKIRAKVAIPSDKSISHRSIMIGSLARGTTEIENFLFAEDCLSTINCFKKLGAEIE---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K   V+  G  + +   ++   L  GN+G   R L   ++     A  VLDG   +R+R 
Sbjct: 65  IKNDKVIVKGKNYSLSVPQQ--VLDCGNSGTTTRLLLGILSTQEFEA--VLDGDSSLRKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L Q+GA  +     DC P++V G   L      L  S S+Q  SAL+ AA   
Sbjct: 121 PMKRVTQPLSQMGASFEFLEKEDCLPIKVKGKKNLKPIDYTLPVS-SAQVKSALIFAALK 179 
 
Query: 193 ALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK--------GGQKYK 243 
           A G     +I +L +S  + E+ L+        A+ +  ++  + K           K K 
Sbjct: 180 AEGK---SVIKELPMSRDHTELMLK-----SAGADIATCFENGFYKIEVMPSNLEALKIK 231 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            P       D SSA++F+  A I   + V +E C     +  +   ++L+ MGA +     
Sbjct: 232 VP------SDISSAAFFIVLALICEDSEVIIENCILNPTRTGI--IDILKQMGADIEIGN 283 
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Query: 303 TSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
             +           R  +LK + V+ N +P   D    LAV A FADG T I + +  RV 
Sbjct: 284 VEIQNGELVGTIVARSSNLKGVVVDKNDIPRIIDEIPILAVAAAFADGKTIIDNASELRV 343 
 
Query: 359 KETERMVAIRTELTKLGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           KE++R+      L   GA    +E G +  I+   + L    +++Y+DHR+AMA S+ AC 
Sbjct: 344 KESDRIKTTLEMLRNFGAECYELENGLE--IVGSRDNLKAGIVNSYNDHRIAMAASILAC 401 
 
Query: 416 A-EVPVTIRDPGCTRKTFPDYFDVL 439 
           A E   TI +  C   +FP+++++L 
Sbjct: 402 AVEGESTILNAECASISFPNFYEIL 426 
 
 
>ref|YP_003414233.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes 08-5578] 
 gb|ADB68871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes 08-5578] 
          Length = 430 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 120/437 (27%), Positives = 219/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 14  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 71 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 72  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 126 RVMLPLQQMGAKMHGKDGSEFAPITITGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 184 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +K GQK+ + +   V GD S 
Sbjct: 185 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKVGQKF-TGQEMTVPGDVS 236 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 237 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLEVKDSSRS-TGKLAGT 293 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 294 VVVKTSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 353 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P   
Sbjct: 354 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEA 413 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 414 VSVSYPTFFEDIRSLLK 430 
 
 
>ref|NP_743926.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas putida KT2440] 
 gb|AAN67390.1|AE016365_5 prephenate dehydrogenase, putative/3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas putida KT2440] 
          Length = 746 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 130/436 (29%), Positives = 207/436 (47%), Gaps = 31/436 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 QPGGRLNGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         L++GN+G +MR L+  +  AG      + G    

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1137



 

 

Sbjct: 377 PNHGRVTIHGVGLHGLKPPPG-----PLYVGNSGTSMRLLSGLL--AGQPFDVTMTGDAS 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA V+   G D  PP+ + G   L G    L  + S+Q  S LL 
Sbjct: 430 LSKRPMNRVANPLREMGAVVET--GPDGRPPLTIRGGHKLKGLTYTLPMA-SAQVKSCLL 486 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +         P  + T R++  FG   +         ++ G K  + +  
Sbjct: 487 LAGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYSVDSHGPV--ASLQSGGKLTATR- 538 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  +T  E     
Sbjct: 539 IEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGGDITL-ENQRE 595 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +   LK ID+    +P   D    L V A  A+G T +R     RVKE+ 
Sbjct: 596 VGGEPVADLRVRGAKLKGIDIPEALVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKES 655 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   LT LG   E  PD  II   + +    +  + DHR+AMAFS+A+  A  P+ 
Sbjct: 656 DRIQVMADGLTTLGIKCEPTPDGIIIDGGQ-MGGGEVHGHGDHRIAMAFSVASLRASAPI 714 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I D      +FP++  
Sbjct: 715 RIHDCANVATSFPNFL 730 
 
 
>ref|ZP_02437933.1| hypothetical protein CLOSS21_00371 [Clostridium sp. SS2/1] 
 gb|EDS22957.1| hypothetical protein CLOSS21_00371 [Clostridium sp. SS2/1] 
 emb|CBL38582.1| 3-phosphoshikimate 1-carboxyvinyltransferase [butyrate-producing 
           bacterium SSC/2] 
          Length = 424 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 122/442 (27%), Positives = 204/442 (46%), Gaps = 41/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  +L++GTT + N L+  D    +   R +G+ +E +     
Sbjct: 9   LRGELSIPGDKSISHRAVMFGSLAKGTTHISNFLSGADCLSTIDCFRKMGVLIEQNGTNV 68 
 
Query: 75  RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                G  G K P E       L +GN+G   R ++  +  AG +   VL G   + +RP 
Sbjct: 69  TVHGNGLHGLKAPSE------TLDVGNSGTTTRLISGIL--AGQDFETVLSGDASLNKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------ISSQYLSALL 187 
           +G ++  L+Q+GA +    G  C P+++ G         KL+ +       S+Q  S +L 
Sbjct: 121 MGRIIKPLEQMGAKITSVNGNGCAPLKIEG--------TKLNATHYDSPVASAQVKSCVL 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A  D +  + +  +S  + E+ LR    FGVK E  D+          +     + 
Sbjct: 173 LAGLYA--DGKTSVTEPALSRNHTELMLR---SFGVKVESHDTTATIT---PPEEMIATD 224 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++F+    IT    + ++  G    +  +    V + MGA VT  E  +  
Sbjct: 225 IVVPGDISSATFFIVAGLITPNSCIRLKNVGINPTRDGI--LRVCKDMGADVTL-ENVID 281 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKET 361 
             G P      K   LK   +    +P +   + V+AL   FA+G T I+D A  +VKE+ 
Sbjct: 282 NGGEPTADIVVKTSKLKKTVIGGEVIPTLIDEIPVIALLAAFAEGETVIKDAAELKVKES 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+      L K+G       D  II     L+  +I+   DHR+AM FS+A   AE    
Sbjct: 342 DRIALTVDNLVKMGVDATATDDGMIIKGGNPLHGASINCKYDHRIAMTFSIAGINAEGET 401 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I D  C   ++P +++ L++  
Sbjct: 402 VIEDSECVDVSYPTFYEQLNSL 423 
 
 
>ref|YP_001681737.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter sp. K31] 
 sp|B0T270.1|AROA_CAUSK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABZ69239.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter sp. K31] 
          Length = 439 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 140/443 (31%), Positives = 209/443 (47%), Gaps = 37/443 (8%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + GTV+ PG KS+S+R ++L AL+ GTT V+ LL   DV     A+R+ G  VE   
Sbjct: 10  PGGPLRGTVRAPGDKSISHRSMILGALASGTTTVEGLLEGADVLATAQAMRSFGARVE-Q 68 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +   R  + G GG     D  +      GNAG  +R +  A       AT+  DG   +R 
Sbjct: 69  EGVGRWRIEGQGGFLEPSDVVD-----CGNAGTGVRLIMGAAAGFPLCATFTGDG--SLR 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            RP+  ++  L ++GA    +LG D    P+ + G G L G +  L    S+Q  SA+L+ 
Sbjct: 122 SRPMSRVLDPLARMGA---TWLGRDKGRLPLTLKG-GNLRGLQYTLP-MASAQVKSAVLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK--GGQKYKSPK 246 
           A   A G V  E+I+   +  + E   R++  FG +    D     +I+   GQK      
Sbjct: 177 AGLHAEGGV--EVIEPEATRDHTE---RMLRAFGAEVIVEDQGGVRHIRLPAGQKLTG-T 230 
 
Query: 247 NAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT---E 302 
           +  V GD SSA++  +AG  + G  VTVEG     L+        L  MGA +  +   E 
Sbjct: 231 HVAVPGDPSSAAFPLVAGLIVPGSEVTVEGVMLNELR--TGLFTTLREMGADLVISNVRE 288 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           +S    G     + R H   + V   + P   D    LAV A FA G T +R V   RVK 
Sbjct: 289 SSGEEVGDITARYSRMH--GVVVPPERAPAMIDEYPILAVAAAFATGDTVMRGVGEMRVK 346 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMA-FSLAACA 416 
           E++R+      L   G  VEE P+  I+  T         ++T+ DHR+AM+   L   A 
Sbjct: 347 ESDRIALTAAGLEACGVDVEEEPEGFIVHGTGQAPRGGAMVETHGDHRIAMSHLILGLAA 406 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
           +  V+I +PG    +FP + +++ 
Sbjct: 407 QSAVSIDEPGMIATSFPGFAEMM 429 
 
 
>ref|ZP_07645382.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           SK564] 
 gb|EFN99374.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mitis 
           SK564] 
          Length = 427 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 211/438 (48%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTIQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ + G   L     +L  + S+Q  S+L+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLHLKGTKNLRPIHYELPIA-SAQVKSSLMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE +  V    
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLKNVGINETRTGI--IDVIRAMGGKLEITEIN-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
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                   +LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLTVESSNLKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTVDGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_002028921.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stenotrophomonas 
           maltophilia R551-3] 
 gb|ACF52238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stenotrophomonas 
           maltophilia R551-3] 
          Length = 435 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 127/445 (28%), Positives = 215/445 (48%), Gaps = 32/445 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+ A+  + +  + + G++ +PG KS+S+R ++ AAL++GT+ ++  L  ED         
Sbjct: 1   MSNAQHWIARKGQPLQGSLTIPGDKSVSHRSVMFAALADGTSHIEGFLEGEDTRATARIF 60 
 
Query: 61  RTLGLSVEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
             LG+ +E    ++R V  VG  G K P      +  L  GNAG  MR L   +     + 
Sbjct: 61  GQLGVRIETPSPSQRIVHGVGIDGLKAP------DAPLDCGNAGTGMRLLAGLLAGQAFD 114 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            T + D    +  RP+  +   L Q+GA +D       PP+ V+G   L G  +  +  + 
Sbjct: 115 CTLIGD--ESLSGRPMRRVTGPLSQMGAKIDT-ESDGTPPLHVHGGQSLHG--IDFASPV 169 
 
Query: 179 SS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S Q  SA+L+A   A G+  +     +   P  + T R++  FGV+ E S    R  ++ 
Sbjct: 170 ASAQIKSAVLLAGLYAQGETSV-----VEPHPTRDYTERMLSAFGVEIEFSPGKAR--LR 222 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GGQ+ ++  +  V  D SSA+++L  A+I  G+ + ++  G    +        L +MGA 
Sbjct: 223 GGQRLRA-TDIVVPADFSSAAFYLVAASIIPGSELRLKQVGLNPRR--TGLLHALRLMGA 279 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIR 351 
            ++  E      G P      ++  LK   +    +PD+      L V A  A+G T +  
Sbjct: 280 DIS-EENPAEQGGEPVADLVVRYAPLKGARIPEELVPDMIDEFPALFVAAAAAEGQTVVS 338 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
             A  RVKE++R+ A+ T L  LG  V+E  D   +    +L    I+++ DHR+AMAF+ 
Sbjct: 339 GAAELRVKESDRLAAMATGLRALGMQVDETEDGATLHGGVRLGSGTIESHGDHRIAMAFA 398 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDY 435 
           +A   ++  V I D      +FPD+ 
Sbjct: 399 IAGQISDGEVRINDIANVATSFPDF 423 
 
 
>ref|YP_003876989.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus 
           pneumoniae AP200] 
 gb|ADM84987.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus 
           pneumoniae AP200] 
          Length = 431 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 209/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 11  IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 71  GVITVQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 123 
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Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 124 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 183 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 234 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 235 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 291 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 292 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 351 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 352 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 411 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 412 EAINTSYPSFFDDLESLI 429 
 
 
>ref|ZP_04438735.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           ATCC 29200] 
 ref|ZP_05423378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T1] 
 ref|ZP_05599604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           X98] 
 ref|ZP_07569067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0109] 
 ref|ZP_07770395.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0102] 
 gb|EEN70919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           ATCC 29200] 
 gb|EET96286.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T1] 
 gb|EEU94398.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           X98] 
 gb|EFM69181.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0109] 
 gb|EFQ13748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0102] 
 gb|EFT96494.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0031] 
 gb|EFT99772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0043] 
 gb|EFU02095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0312] 
 gb|EFU08037.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX1302] 
          Length = 428 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASISK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
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            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|YP_001450649.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           gordonii str. Challis substr. CH1] 
 sp|A8AXY9.1|AROA_STRGC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV10421.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           gordonii str. Challis substr. CH1] 
          Length = 427 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 123/438 (28%), Positives = 221/438 (50%), Gaps = 41/438 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G++++PG KS+S+R ++  +L++G T V ++L  EDV   +   R +G+ +E DK  
Sbjct: 8   KGLRGSLRVPGDKSISHRSIIFGSLAKGVTKVHDILRGEDVLSTMQVFREMGVQIE-DKG 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                + GCG  F   D  +E Q  L +GN+G +MR L A V A G N +  + G   +  
Sbjct: 67  -DLVEIHGCG--F---DGLQEPQRPLDMGNSGTSMR-LIAGVLA-GQNFSAQMVGDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + + L+++G ++      D PP+ ++G   L   + +L  + S+Q  SAL+ AA 
Sbjct: 119 KRPMDRISLPLRRMGVEIAGQTERDLPPLTIHGNPNLKPIQYQLPIA-SAQVKSALIFAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVE-MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             A G  E  II+K ++  + E M L+   +  V  +         + G Q+ ++ +    
Sbjct: 178 LQAQG--ESLIIEKDLTRNHTEDMLLQFGGQLKVDGKE------IRVAGKQELQA-QEVV 228 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET----- 303 
           V GD SSA+++L AG  +    +T+   G    +  +   +V++ MG K++ +E       
Sbjct: 229 VPGDISSAAFWLVAGLIVPSSKITLTNVGINETRTGI--LDVIQAMGGKLSVSEVDEVVK 286 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
           S T+T    + +G       +++   +P +   L ++AL A   +G T I+D    +VKE 
Sbjct: 287 SATITVESSDLYG------TEISGELIPRLIDELPIIALLATQAEGQTLIQDAEELKVKE 340 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEV 418 
           T+R+  +   L  +GA ++   D  II     L   ++ TY DHR+ M  ++AA    +  
Sbjct: 341 TDRIQVVADALNSMGADIQPTADGMIIQGKTSLKGASVHTYGDHRIGMMTAIAALLVKDG 400 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
            V +        ++PD+F 
Sbjct: 401 SVELSRAEAINTSYPDFF 418 
 
 
>ref|YP_360747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Carboxydothermus 
           hydrogenoformans Z-2901] 
 sp|Q3AAT7.1|AROA_CARHZ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB15286.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Carboxydothermus 
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           hydrogenoformans Z-2901] 
          Length = 428 
 
 Score =  134 bits (336), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 134/442 (30%), Positives = 208/442 (47%), Gaps = 34/442 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G V +PG KS+S+R L+L AL+EG T ++N L ++D    L  L   G+ +E     
Sbjct: 9   KGLKGQVTVPGDKSISHRALILGALAEGITEIENFLVAQDTLATLNCLEKYGVRIERRDT 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             R  V G    F       + Q    N+G  +R L+    AA      V  G   +R R 
Sbjct: 69  FVR--VFGTAQNFSEPQDVLDAQ----NSGTTLRLLSG--VAATFPFVSVFTGDASLRRR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L Q+GA V      D  P  + G G L G    L  + S+Q  SALL+A    
Sbjct: 121 PMKRVLEPLTQMGARVLARGQGDYAPFAIKG-GKLRGQDFILKKA-SAQVKSALLLAGLR 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+  +   +  +S  + E   R++  FG K +      R  I GGQK    K   V G 
Sbjct: 179 AEGNTSV--TEPQLSRDHTE---RMLVGFGAKIKREGL--RVEISGGQKLLGQK-VIVPG 230 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV---TWTETSVTVT 308 
           D S+AS+F+  A I   + + ++  G    +       VL+ MGA +    + E S     
Sbjct: 231 DFSTASFFIVAALIVPDSHLIIKNVGLNPTR--TGLLTVLKEMGANIQILNFHENS---- 284 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      K+  LKA++V    +P   D    LAV    A G + +R     RVKE++R 
Sbjct: 285 GEPVGDLEVKYSPLKAVEVPPEIVPAMIDEFPILAVAMALAYGESKVRGAEELRVKESDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPVTI 422 
           + +I +E +K+G +V+E PD  II+   K+  T +D++ DHR+AM+ + L   A     I 
Sbjct: 345 IKSIVSEFSKMGVAVKELPDGFIISGGNKILGTTVDSHHDHRIAMSLAVLGLTAAGTTEI 404 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +      ++P++F  L+   + 
Sbjct: 405 LNADAVAISYPEFFQQLTKLTE 426 
 
 
>ref|YP_381441.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CC9605] 
 sp|Q3AKJ6.1|AROA_SYNSC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB34886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           CC9605] 
          Length = 441 
 
 Score =  133 bits (335), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 129/441 (29%), Positives = 204/441 (46%), Gaps = 33/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+PG KS+S+R LL  A++EGTT +D LL +ED       LR +G+S+        
Sbjct: 19  LQGRVKVPGDKSISHRSLLFGAIAEGTTTIDGLLPAEDPLSTAACLRAMGVSISPITDGG 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    V+  +E  ++   GN+G  MR +   +    G   +VLDG   +R RP 
Sbjct: 79  IVTVEGVG----VDGLQEPAEVLDCGNSGTTMRLMLGLLAGRDGR-HFVLDGDASLRRRP 133 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L  +GA+V    G +  P+ V G         +L G++    +++  + + L  
Sbjct: 134 MRRVGQPLASMGAEVRGRDGGNLAPLAVQG--------RQLKGTVIGTPVASAQVKSALL 185 
 
Query: 194 LGDVEIE----IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNA 248 
           L  +  E    +I+   S  + E   R+++ FG          R   ++ G   +  KN  
Sbjct: 186 LAALTAESPTTVIEPAQSRDHSE---RMLKAFGADLTVGGEIGRHISVRPGATLQG-KNV 241 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA+++L AGA I G  +T+E  G    +      EVLE MGA +        V 
Sbjct: 242 VVPGDISSAAFWLVAGALIPGADLTIENVGLNPTR--TGILEVLEQMGALIEVLNPR-DV 298 
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Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P       H  LK  +     MP   D    L+V A F +G + I   +  RVKET+ 
Sbjct: 299 AGEPVGDLRVTHGPLKPFNFGEEIMPSLVDEVPILSVAACFCEGESRISGASELRVKETD 358 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+  +  +L  +GA ++E  D   I     L   A+D+  DHR+AM+  +AA  A+   + 
Sbjct: 359 RLAVMARQLKAMGADIDEHEDGMTIRGGRPLKGAALDSETDHRVAMSLGVAAMLADGNSS 418 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           +        ++P ++D L    
Sbjct: 419 LARSEAAAVSYPSFWDELERL 439 
 
 
>ref|ZP_06483994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. vasculorum NCPPB702] 
          Length = 474 
 
 Score =  133 bits (335), Expect = 4e-29,   Method: Compositional matrix adjust. 
 Identities = 131/434 (30%), Positives = 208/434 (47%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 50  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 109 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G  P  ++     L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 110 RIVHGVGVDGLQPPTES-----LDCGNAGTGMRLLAGLLAAQRFDS--VLVGDESLSKRP 162 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+RV+G+  L G    +S   S+Q  SA+L+A   A 
Sbjct: 163 MRRVTGPLAQMGARIDT-QDDGTPPLRVHGVQALHGIDF-VSPVASAQVKSAVLLAGLYA 220 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV  + S    R  ++GGQ+ ++   A V  D 
Sbjct: 221 QGETSVTEPH-----PTRDYTERMLSAFGVDIDFSPGKAR--LRGGQRLRATDIA-VPAD 272 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I  G+ V +   G    +        L +MGA +   E      G P  
Sbjct: 273 FSSAAFFIVAASIVPGSEVVLRAVGLNPRR--TGLLAALRLMGANID-EENHAEHGGEPV 329 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 330 ADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAM 389 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 390 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSTGSVQVNDVA 448 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 449 NVATSFPG-FDTLA 461 
 
 
>ref|NP_721197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus mutans 
           UA159] 
 sp|Q8DUV8.1|AROA_STRMU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAN58503.1|AE014920_1 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus mutans 
           UA159] 
          Length = 427 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 218/437 (49%), Gaps = 37/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+K+PG KS+S+R ++  +L++G T +  +L  EDV   + A R LG+ +   K    
Sbjct: 10  LSGTLKIPGDKSISHRSIMFGSLAKGITKIYGILRGEDVLSTMQAFRDLGVEI---KDKD 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G   ++  K+   L +GN+G ++R ++  +  AG + T  + G   + +RP+ 
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Sbjct: 67  DFVEIHGRGFDGLKSPKK--ALDMGNSGTSIRLISGVL--AGQDFTVEMFGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             + V L+Q+G  +      D PP+ + G   L   + +L  + S+Q  SAL+ AA  A  
Sbjct: 123 DRVTVPLRQMGVQILGRTERDLPPLTMKGSKRLKPIRYELPVA-SAQVKSALIFAALQAS 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSPKNAYVEGD 253 
           G  E  II+K  +  + E    ++++FG    H D       I GGQ++ + +N  V GD 
Sbjct: 182 G--ESVIIEKEKTRNHTE---DMIKQFG---GHLDVDGKEIRISGGQEF-TAQNVIVPGD 232 
 
Query: 254 ASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++LA G  ++   +T++  G    +  +   EV+E MG KV  ++      + T+ 
Sbjct: 233 ISSAAFWLAAGLIVSNSKLTLKNVGINETRTGI--LEVIEAMGGKVELSDRDDLAKAATL 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T          +LK  ++  + +P +   L ++AL A   +G T I D    +VKET+R+ 
Sbjct: 291 T------VESSNLKGTEIGGDIIPRLIDELPIIALLATQANGRTVIYDAQELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA    E  V + 
Sbjct: 345 QVVADALNAMGAKITPTDDGMIIEGKTNLHGAKVNTFGDHRIGMMTAIAALLVKEGEVEL 404 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
                   ++P +F  L 
Sbjct: 405 ERAEAINTSYPTFFSDL 421 
 
 
>ref|YP_002513612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thioalkalivibrio sp. 
           HL-EbGR7] 
 gb|ACL72625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thioalkalivibrio sp. 
           HL-EbGR7] 
          Length = 441 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 131/456 (28%), Positives = 221/456 (48%), Gaps = 47/456 (10%) 
 
Query: 1   MAGAEEIVL--QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 58 
           M+ A+E+    Q    ++G +++PG KS+S+R ++L +L+EGTT V   LN ED    L  
Sbjct: 1   MSQAQELAFEVQSGGTLTGRIRVPGDKSISHRSIMLGSLAEGTTEVTGFLNGEDCMATLA 60 
 
Query: 59  ALRTLGLSVEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
           A R +G+ ++  +  +  +  VG  G K P         L LGN+G +MR ++  +     
Sbjct: 61  AFRAMGVQIDGPREGRVTIQGVGLHGLKAPAGP------LDLGNSGTSMRLMSGLLAGQA 114 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
            + T V D    + +RP+  +   L  +GA +D    T  PP+ V+G   L G   ++   
Sbjct: 115 FDTTLVGDA--SLTKRPMKRVTEPLAAMGARIDTS-ATGTPPLHVHGGQTLRGIDYQMPM 171 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           + S+Q  S LL+A   A G   +         P  + T R++  FG     S   +R  + 
Sbjct: 172 A-SAQVKSCLLLAGLYAEGSTCVT-----EPAPTRDHTERMLTGFGYPV--SREGNRACV 223 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
           +GG + K+ +   V  D SSA++FL GA+I  G+ +T+E  G    +  V   ++L +MG 
Sbjct: 224 QGGGRLKATR-IDVPADISSAAFFLVGASIAKGSEITLEHVGMNPTR--VGVIDILRLMG 280 
 
Query: 296 AKVTWTETSVTVTGPPREPFGR--KHLKAIDVNMN--KMPDVAMTLAV---VALF----- 343 
           A++            PRE  G     L+ +   +   ++P+  + LA+    ALF      
Sbjct: 281 AEIHVEN--------PREAGGEPVADLRVVSAPLRGVRIPEELVPLAIDEFPALFIAAAC 332 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 403 
           A+G T +      RVKE++R+  +   L   G   E  PD   I    +L    +D++ D 
Sbjct: 333 AEGETLLTGAEELRVKESDRIQVMADGLLACGIEAEPTPDGIRIR-GGQLRGATVDSHGD 391 
 
Query: 404 HRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDV 438 
           HR+AM+F++ A  AE  + IR+      +FP + ++ 
Sbjct: 392 HRIAMSFAMGALRAEGAMHIRNCANVNTSFPGFVEL 427 
 
 
>gb|AAM16078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16082.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
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 gb|AAM16083.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 61 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 61/61 (100%), Positives = 61/61 (100%) 
 
Query: 385 CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
Sbjct: 1   CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 60 
 
Query: 445 N 445 
           N 
Sbjct: 61  N 61 
 
 
>ref|ZP_04935174.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [Pseudomonas aeruginosa 2192] 
 gb|EAZ59293.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [Pseudomonas aeruginosa 2192] 
          Length = 746 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 129/437 (29%), Positives = 213/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A+G+  +         P  + T R++  FG       S  +  ++ G K  S   
Sbjct: 487 LLAGLYAVGETSVT-----EPAPTRDHTERMLRGFGYPVVVEGSTAK--VESGHKL-SAT 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E    
Sbjct: 539 HIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-ENQR 595 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 596 EVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 655 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+  A  P 
Sbjct: 656 SDRIQVMADGLKALGVKAEPTPDGIVIE-GGAFGGGEVWAHGDHRIAMSFSVASLRASGP 714 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I D      +FP++  
Sbjct: 715 IRIHDCANVATSFPNFL 731 
 
 
>ref|ZP_05593092.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           AR01/DG] 
 gb|EEU87886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           ARO1/DG] 
          Length = 428 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
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                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAQGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>gb|EDZ73120.1| YDR127Wp-like protein [Saccharomyces cerevisiae AWRI1631] 
          Length = 217 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 84/187 (44%), Positives = 117/187 (62%), Gaps = 8/187 (4%) 
 
Query: 158 PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID-KLISIPYVEMTLR 216 
           P++V       GG+++L+ ++SSQY+S++LM AP A   V + ++  K IS  YV+MT++ 
Sbjct: 20  PIKVYTDSVFKGGRIELAATVSSQYVSSILMCAPYAEEPVTLALVGGKPISKLYVDMTIK 79 
 
Query: 217 LMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           +ME+FG+  E S +    +YI  G  Y +P    +E DASSA+Y LA AA+TG TVTV   
Sbjct: 80  MMEKFGINVETSTTEPYTYYIPKGH-YINPSEYVIESDASSATYPLAFAAMTGTTVTVPN 138 
 
Query: 276 CGTTSLQGDVKFA-EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
            G  SLQGD +FA +VL+ MG K+T T TS TV+GPP      K LK +D  M  M D   
Sbjct: 139 IGFESLQGDARFARDVLKPMGCKITQTATSTTVSGPPVGTL--KPLKHVD--MEPMTDAF 194 
 
Query: 335 MTLAVVA 341 
           +T  VVA 
Sbjct: 195 LTACVVA 201 
 
 
>ref|ZP_02929027.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Verrucomicrobium 
           spinosum DSM 4136] 
          Length = 459 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 134/452 (29%), Positives = 224/452 (49%), Gaps = 34/452 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ ++ +K +   + +PG KS+S+R ++ A L EGTT+++N L+S+D    L A++ +G  
Sbjct: 3   QLKVRSLKHVPPELIVPGDKSISHRAVMFAGLCEGTTLIENFLSSDDCLCSLNAMKAMGA 62 
 
Query: 66  SVE---ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             E    D   K   +   G    ++   E +    GN+G  MR ++  + A    AT   
Sbjct: 63  EYEVLQTDSRGKPVKLTVTGHGMQLKAPAETIDC--GNSGTTMRLMSGILAAQSFTAT-- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G P + +RP+  +   L Q+GA ++        P+ ++G G L      L  + S+Q  
Sbjct: 119 MAGDPSLSKRPMKRVADPLSQMGARLEGQGEKISAPITIHG-GELEAITYTLPMA-SAQV 176 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
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            SA+L+A     G  +  +I+ + +  + E   RL+  F VK          Y  GGQK  
Sbjct: 177 KSAVLLAGWNTPG--KTTVIEPVTTRDHTE---RLLAHFDVKVVRDGHAISIY--GGQKP 229 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           + PK+ +V GD SSA+++L  AA T G ++T++  G    +  +    VL  MGA++    
Sbjct: 230 Q-PKDLFVPGDISSAAFWLVAAAATPGASLTIKKVGLNPTRTGI--LNVLIRMGARI--- 283 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAID-----VNMNKMPDVAMTLAVVAL---FADGPTAIRDV 353 
             + TV     EP G   ++  D     +   ++P+V   L ++A+    A G T IRD  
Sbjct: 284 --NDTVEISDGEPCGHITVQGGDLVGTEIGGLEIPNVIDELPILAVAGALARGVTVIRDA 341 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              RVKET+R+ A+   L  +G  VEE  D   IT    L+   +++Y DHR+AMAF++A 
Sbjct: 342 KELRVKETDRIAAVARNLRLMGVHVEEFDDGMEITGGLDLHGAELESYGDHRIAMAFAIA 401 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              AE   TI +  C   ++P +   L  F + 
Sbjct: 402 GLFAEGVTTINETECISTSYPGFEKHLELFQR 433 
 
 
>pdb|1RF4|A Chain A, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase, Tetrahedral Intermediate Bound State 
 pdb|1RF4|B Chain B, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase, Tetrahedral Intermediate Bound State 
 pdb|1RF4|C Chain C, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase, Tetrahedral Intermediate Bound State 
 pdb|1RF4|D Chain D, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase, Tetrahedral Intermediate Bound State 
 pdb|1RF5|A Chain A, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In Unliganded State 
 pdb|1RF5|B Chain B, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In Unliganded State 
 pdb|1RF5|C Chain C, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In Unliganded State 
 pdb|1RF5|D Chain D, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In Unliganded State 
 pdb|1RF6|A Chain A, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In S3p-Glp Bound State 
 pdb|1RF6|B Chain B, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In S3p-Glp Bound State 
 pdb|1RF6|C Chain C, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In S3p-Glp Bound State 
 pdb|1RF6|D Chain D, Structural Studies Of Streptococcus Pneumoniae Epsp 
           Synthase In S3p-Glp Bound State 
 gb|AAD45819.1|AF169483_1 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus 
           pneumoniae] 
          Length = 427 
 
 Score =  133 bits (335), Expect = 5e-29,   Method: Compositional matrix adjust. 
 Identities = 119/438 (27%), Positives = 208/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G +++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGIIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITVQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
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Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_527618.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Saccharophagus degradans 
           2-40] 
 gb|ABD81406.1| prephenate dehydrogenase / 3-phosphoshikimate 
           1-carboxyvinyltransferase [Saccharophagus degradans 
           2-40] 
          Length = 745 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 125/434 (28%), Positives = 210/434 (48%), Gaps = 31/434 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + GT+++PG KS+S+R ++L +L+EG T V+  L  ED    L A R +G+ +E   
Sbjct: 318 PGGTVQGTIRVPGDKSISHRSIMLGSLAEGVTHVEGFLEGEDALATLQAFRDMGVVIEGP 377 
 
Query: 71  KAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +  +  V  VG  G + P         L++GN+G +MR L   +  AG      L G    
Sbjct: 378 EDGRVTVHGVGLHGLQAP------SGPLYVGNSGTSMRLLAGIL--AGQKFESELTGDES 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  + + L ++GA +        PP++++G   L G    +  + S+Q  S LL+ 
Sbjct: 430 LTKRPMNRVALPLAEMGASI-ATANEGRPPLKIHGGAALKGINYDMPMA-SAQVKSCLLL 487 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G   +         P  + T R++  FG   +   + D   ++ G K  +  +  
Sbjct: 488 AGLYAEGKTSVT-----EPAPTRDHTERMLRGFGYDVQR--TGDTITVESGGKL-TATDI 539 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            +  D SSA++FL  AAIT G+ +T+   G    +  +    +L +MGA +  +     V 
Sbjct: 540 DIPADISSATFFLVAAAITPGSDITLTHVGINPTR--IGVINILNLMGANIELSNER-EV 596 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P      ++  LK I+V  +++P   D    L V A  A+G T I      RVKET+ 
Sbjct: 597 GGEPVADIRLRYAPLKGIEVPESQVPLAIDEFPALMVAAACAEGTTVITGAEELRVKETD 656 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
           R+ A+   LT LG       D  II   + L    ++++ DHR+AM+F++AA  A   +T 
Sbjct: 657 RIQAMIDGLTTLGIKCHATEDGAIIEGGQ-LGGGEVESFHDHRIAMSFTIAALRASGEIT 715 
 
Query: 422 IRDPGCTRKTFPDY 435 
           + +      +FP++ 
Sbjct: 716 VNNCANVSTSFPNF 729 
 
 
>emb|CBL19339.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus sp. 
           SR1/5] 
          Length = 424 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 115/454 (25%), Positives = 213/454 (46%), Gaps = 50/454 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++  K++SG++ +PG KS+S+R ++  +L+EGTT + N L   D    +   R +G+++E 
Sbjct: 3   IKKAKKLSGSLAIPGDKSISHRAVMFGSLAEGTTKITNFLEGADCLSTISCFRKMGINIE 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             +     ++V   G   +    E   L +GN+G   R ++  +  AG +    L G    
Sbjct: 63  NTEGE---ILVHGKGLHGLSAPSE--TLDIGNSGTTTRLISGIL--AGQDFVSELTGDAS 115 
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Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +++RP+  ++  L Q+GAD+    G  C P++++G                 + L A+   
Sbjct: 116 IQKRPMKRIMTPLSQMGADIISLNGNGCAPLKISG-----------------KKLHAIHY 158 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-----IKGGQKYK 243 
            +P+A   V+  +   L++  Y +   R+ E   +   H++    ++      +G      
Sbjct: 159 NSPVASAQVKSCV---LLAGMYSDGITRVTEPV-LSRNHTEIMLNYFGANVTAEGTTASI 214 
 
Query: 244 SP------KNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            P      +   V GD SSA+YF+A G  +    + ++  G    +  +    V   MGA 
Sbjct: 215 KPDPSLYGREILVPGDISSAAYFIAAGLLVPNSEILLKNVGINPTRDGI--LRVCRAMGA 272 
 
Query: 297 KVTWTETSVTVTGPPREPF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIR 351 
            +T      T  G P          L    +    +P   D    +AV+A FA+G T IR 
Sbjct: 273 DITLLNE--TTEGEPTADLLIRSSALHGTTIEGAIIPTLIDELPMIAVMAAFAEGTTVIR 330 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           D    RVKE++R+  +   L K+GA ++E  D  II   + L+   ID++ DHR+AM+F+ 
Sbjct: 331 DAQELRVKESDRIQVMTENLRKMGADIQETEDGMIIHGGKALHGAEIDSHLDHRVAMSFA 390 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +A    E  ++I++  C   ++P+++  L +  + 
Sbjct: 391 VAGLLCEGTLSIKNGECVNISYPEFYSDLYSLAE 424 
 
 
>ref|YP_436095.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Hahella chejuensis KCTC 2396] 
 gb|ABC31670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hahella chejuensis 
           KCTC 2396] 
          Length = 738 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 125/430 (29%), Positives = 213/430 (49%), Gaps = 31/430 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           + G +++PG KS+S+R ++L +L+EG T ++  L  ED    L A R +G+ +E  D+ + 
Sbjct: 314 VCGDIRVPGDKSMSHRSIMLGSLAEGVTEIEGFLEGEDALATLQAFRDMGVVIEGPDRGS 373 
 
Query: 74  KRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VG  G K P         L+LGN+G +MR L   ++  G +    L G   + +R 
Sbjct: 374 VTINGVGMHGLKQP------PGPLYLGNSGTSMRLLAGLLS--GQSFDVELTGDESLSKR 425 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L+++GA++    G   PPV++ G   L G    +  + S+Q  S+L++A    
Sbjct: 426 PMERVAKPLREMGAEISTSEGGR-PPVKIKGGSRLHGIHYDMPVA-SAQVKSSLVLAGLY 483 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+  +         P  + + R++  FG   + + S  +  IKGG K  + K   V   
Sbjct: 484 AEGETSVT-----EPAPTRDHSERMLRGFGYPVDVNGS--KVTIKGGHKLSATK-IDVPS 535 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL  A+IT G+ +T+   G    +  V    +L+MMGA +  +     V G P 
Sbjct: 536 DISSAAFFLVAASITPGSDLTLRHVGVNPTR--VGVISILKMMGADIELSNHK-EVGGEP 592 
 
Query: 312 REPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 ++  LK I +   ++P   D    L + A+ A+G T +      RVKE++R+   
Sbjct: 593 VADIRVRYAPLKGIRIPEEQVPLAIDEFPVLFIAAVCAEGETVLSGAEELRVKESDRIQT 652 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           +   L  LG S E   D  ++   E +    +D++ DHR+AMAF++A+  A   + I+D  
Sbjct: 653 MADGLAALGVSSEVKEDGIVLRSAE-IGGGTVDSHGDHRIAMAFAVASLRATGAIVIKDC 711 
 
Query: 426 GCTRKTFPDY 435 
                +FP + 
Sbjct: 712 ANVATSFPGF 721 
 
 
>ref|ZP_05576906.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           E1Sol] 
 gb|EEU77877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
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           E1Sol] 
 gb|EFT88428.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX2141] 
 gb|EFU04457.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0645] 
          Length = 428 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|YP_002720995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachyspira 
           hyodysenteriae WA1] 
 sp|C0QZK3.1|AROA_BRAHW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACN83291.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brachyspira 
           hyodysenteriae WA1] 
          Length = 420 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 118/428 (27%), Positives = 221/428 (51%), Gaps = 31/428 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN--SEDVHYMLGALRTLGLSVEADK 71 
           EI G++ +  SKS ++R L+ ++L++  +++   ++  S DV     A+            
Sbjct: 9   EIFGSIYIQMSKSDAHRALIASSLAKTPSIIKRWIDNVSVDVEVTKNAVSNF-------- 60 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            A   ++      FP ++ K+E+ + +  +G ++R L   ++A G   T+   G  ++   
Sbjct: 61  -ADLEIIDDNLKVFPKKEYKKELVIDVKESGSSLRFLIPIMSAFGITCTFT--GSKKLFS 117 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI       K+ G +   F+ ++   ++++G   L     K+ G++SSQ+LS LL A P 
Sbjct: 118 RPIDVYKKIWKEEGLE---FIHSE-DSIKISG--QLKASNFKVLGNLSSQFLSGLLFALP 171 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           L  G+  I I  +L S PYV MTL+ ++   ++    D+ +   + G Q+Y S  +  VE 
Sbjct: 172 LLDGNSNIIIDGELESEPYVMMTLKTLKAANIETLRHDN-NIIEVYGNQEY-SGIDYEVE 229 
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Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-TSVTVTGP 310 
            D S A++F A  A+ G T T+ G    S+QGD +   +L+ MGA V++ +  S+T+    
Sbjct: 230 SDWSHAAFFAAAGALGGET-TLYGLNKYSIQGDKEILNILKFMGASVSYNDDNSITIKKT 288 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R       L A+D++M+ +PD+   +  +A  A G T + +    R KE++RM  +    
Sbjct: 289 NR-------LNALDIDMSDIPDLGPIITTLAATAKGRTRLYNAGRLRYKESDRMNDLMDS 341 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEVPVTIRDPGCTR 429 
            +++GA++E   D  +I   E+L      +++DHR+AMA ++A A ++  + I D      
Sbjct: 342 FSRIGANIEVSEDEILIEGVERLKGGNTTSHNDHRIAMALAVASAVSDNDIIIDDAESIN 401 
 
Query: 430 KTFPDYFD 437 
           K+  ++ + 
Sbjct: 402 KSSFNFIE 409 
 
 
>ref|ZP_08050752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           M334] 
 gb|EFX59073.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus sp. 
           M334] 
          Length = 427 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 119/443 (26%), Positives = 213/443 (48%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I  + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   ISHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      + PP+ + G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGETERNLPPLNLKGTKNLAPIHYELPIA-SAQVKSALIFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVEGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGVNETRTGI--IDVIRAMGGKLEITEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA++    D  II     L+   ++T+ DHR+ M  ++AA   A+  V 
Sbjct: 343 RIQVVADALNSMGANITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L + + 
Sbjct: 403 ELDRAEAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_05475914.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           ATCC 4200] 
 ref|ZP_05579539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           Fly1] 
 gb|EEU17771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           ATCC 4200] 
 gb|EEU80510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           Fly1] 
          Length = 428 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
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Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_02210434.1| hypothetical protein CLOBAR_02842 [Clostridium bartlettii DSM 
           16795] 
 gb|EDQ95471.1| hypothetical protein CLOBAR_02842 [Clostridium bartlettii DSM 
           16795] 
          Length = 419 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 124/445 (27%), Positives = 212/445 (47%), Gaps = 42/445 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT +L G KS+S+R ++ +A+S+G   V N L  +D    +   R +G+ +E   A K 
Sbjct: 2   LRGTFELIGDKSISHRSIMFSAISKGNNKVSNFLMGQDCLSTVSCFRKMGVDIEI--AGK 59 
 
Query: 75  RAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              + G G  G  P  D      L +GN+G  +R +   +  AG +    L G   + +R 
Sbjct: 60  DVFIKGNGIRGLKPPTDI-----LDVGNSGTTIRLIMGIL--AGNDFESTLIGDESIGKR 112 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L+ +G D+      +  P+ V G G L     K+  + S+Q  SA+++A+   
Sbjct: 113 PMKRVTDPLRMMGCDITGKDDANFTPITVRG-GHLHSIDYKMPVA-SAQVKSAIILASLY 170 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS------DSWDRFYIKGGQKYKSPK 246 
           A G   I   +K+ S  + E+ L+    FG   + +      +  D  +          + 
Sbjct: 171 ADGQSIIR--EKVKSRNHTEIMLK---AFGADIKENGLDIIVNPVDELF---------NQ 216 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           + YV GD SSA++ + GA I+ G+ V ++  G    +  +   +V++ M   +   +  V 
Sbjct: 217 DIYVPGDISSAAFIIVGALISEGSEVLIKNVGLNETRTGI--IDVIKNMNGNIEIIDERV 274 
 
Query: 306 TVTGPPREPFGR--KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                  +   R  K L A  ++   +P   D    +AV+A  A+G T I+D    +VKE 
Sbjct: 275 VGGEKVGDLLVRYSKDLTATTIDKTIIPRLIDEIPVIAVLATQAEGTTIIKDAQELKVKE 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEVP 419 
           + R+  +   L K+GA +EE  D  II    KL+   I+T+ DHR+AM+FS+A   ++   
Sbjct: 335 SNRIKTVVDNLKKMGADIEELEDGMIIKGKTKLHGATIETFKDHRIAMSFSIADLISDSR 394 
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Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
           V + D  C   +FP YF++L    K 
Sbjct: 395 VMLDDTNCINISFPGYFNLLKDLTK 419 
 
 
>ref|ZP_02709501.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC1873-00] 
 gb|EDT50279.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC1873-00] 
          Length = 427 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 208/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L    I     + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLINPNSHLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|NP_607461.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS8232] 
 sp|Q8P0H1.1|AROA_STRP8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAL97960.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Streptococcus pyogenes MGAS8232] 
          Length = 427 
 
 Score =  133 bits (334), Expect = 6e-29,   Method: Compositional matrix adjust. 
 Identities = 122/435 (28%), Positives = 211/435 (48%), Gaps = 39/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 10  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G +      +    L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 68  QLVIEGQGFQGLTAPCQT---LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 123 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 181 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 182 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 234 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 291 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V           HLK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 292 VV--------YSHLKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++ A    +  V  
Sbjct: 344 IQVVTDILNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAITALLVKQGQVH 403 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           +        ++P +F 
Sbjct: 404 LDKEEAIMTSYPTFF 418 
 
 
>sp|Q9ANY6.2|AROA_ENTFA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 426 
 
 Score =  133 bits (334), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 7   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 67  TT---ITVEGRGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 120 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 179 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 231 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 288 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 289 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 346 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 347 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 406 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 407 AEAVSVSYPAFFDDL 421 
 
 
>ref|YP_002562501.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus uberis 
           0140J] 
 sp|B9DSK8.1|AROA_STRU0 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAR42616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus uberis 
           0140J] 
          Length = 427 
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 Score =  133 bits (334), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 113/434 (26%), Positives = 216/434 (49%), Gaps = 25/434 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PG KS+S+R L+  +++EG T +  LL S+DV   L ALR LG+++E  ++ + 
Sbjct: 10  LKGNVTVPGDKSISHRALIFGSIAEGKTEIKGLLKSQDVQRTLVALRHLGVTIE--ESDQ 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + ++ G G  F    A +   L +GN+G ++R L   ++  G +      G   + +RP+ 
Sbjct: 68  KVIIQGKG--FSGLTAPDS-PLDMGNSGTSLRLLAGLLS--GQDFPVQFFGDASLSQRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V+ L+++GA V+       PP+ V G   L     ++  + S+Q  SA+L+AA     
Sbjct: 123 DRIVIPLREMGARVEGQGPKHLPPITVLGSSQLTAINYQMPLA-SAQVKSAILLAALQTK 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  + ++ +K ++  + E+   ++++FG   E   S     I G Q  K  ++  + GD  
Sbjct: 182 G--QTQVFEKAVTRNHTEV---MIKQFG--GEIFQSGKEIRIIGPQTLKG-QSLTIPGDI 233 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++++  A I  G  ++++  G    +  +   ++++ MG  +  T+    +       
Sbjct: 234 SSAAFWIVAALIIPGSAISIKNVGINPTRTGI--IDLVKKMGGAIELTDRD-DINQSATI 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK   +    +P +   L ++AL A   +G T ++D    RVKET+R+  + +  
Sbjct: 291 HVSYSKLKGTRIAGEMIPRLIDELPIIALLATQAEGTTVVQDAQELRVKETDRIQVVTSL 350 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCT 428 
           L K+GA +EE  D  +I    +L+    D + DHR+ M  ++AA       + +       
Sbjct: 351 LRKMGADIEEKTDGFVIKGKTELHSCQADAFLDHRIGMMVAIAALLVKTGEMILNGEEAI 410 
 
Query: 429 RKTFPDYFDVLSTF 442 
           + ++P +F  L +  
Sbjct: 411 QTSYPQFFKDLESL 424 
 
 
>ref|ZP_04261280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST196] 
 gb|EEL07113.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           BDRD-ST196] 
          Length = 424 
 
 Score =  133 bits (334), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 122/442 (27%), Positives = 212/442 (47%), Gaps = 41/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++  A++EGTT V N L  ED    +   + LG+ +E       
Sbjct: 10  LNGTIVVPGDKSISHRSVMFGAIAEGTTKVSNFLLGEDCLSTIACFQKLGVQIEQ---FG 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G   +++ KE   L +GN+G  +R +   +     ++T + D    + +RP+ 
Sbjct: 67  NDVTIYGKGLHNLQEPKE--VLDVGNSGTTIRLMLGILANTPFHSTIIGDA--SIGKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAA 190 
             +   L ++ A +D        P+ + G      GKVK     S   S+Q  SA+L+A  
Sbjct: 123 KRVTDPLSKMNAQIDGRENGQYTPLSIRG------GKVKGMHYHSPVASAQVKSAVLLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G+    + + + S  + E   R++  FG   + +       ++GGQ+ K   +  V 
Sbjct: 177 --LQGEGITTVTEPMQSRDHTE---RMLRAFGCTVDVNGRT--VSLQGGQQLKGA-DIEV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    + +E  G    +  V   EVL  MGA ++       +   
Sbjct: 229 PGDISSAAFFLVAGAIVPNSKLVLENVGLNPTRTGV--LEVLTKMGALISIDH----IRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
              EP G        LK I++    +P +   + V+AL A   +G T I++    +VKET 
Sbjct: 283 EEFEPCGDITIETSKLKGIEIGGTLIPRLIDEIPVIALLATQAEGITVIKNAEELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
            R+  +  EL KLGA +E  PD  II   + L    ++++ DHR+ M  ++A+C  +  V 
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Sbjct: 343 NRIDTVVDELGKLGAKIEATPDGMIIYGKQSLKGNTVNSHGDHRIGMMLAIASCIIDGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I +      ++P++F+ L+   
Sbjct: 403 KIENSDAVAVSYPEFFEQLAAL 424 
 
 
>ref|YP_693467.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Alcanivorax borkumensis SK2] 
 emb|CAL17195.1| prephenate dehydrogenase/3-phosphoshikimate 1-carboxyvinyltr 
           [Alcanivorax borkumensis SK2] 
          Length = 760 
 
 Score =  133 bits (334), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 132/439 (30%), Positives = 210/439 (47%), Gaps = 33/439 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
            V+ P  ++ G +++PG KS+S+R ++L +L+EG T V+  L  ED    L A R +G+  
Sbjct: 331 FVVAPGGQLQGRLRVPGDKSMSHRSIMLGSLAEGVTQVEGFLEGEDALATLQAFRDMGVV 390 
 
Query: 67  VEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +E     +  +  VG  G K P      E  L++GN+G +MR LT  +  AG +    L  
Sbjct: 391 IEGPHNGQVTIHGVGLHGLKAP------EKALYMGNSGTSMRLLTGLL--AGQSFDVELT 442 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           G   + +RP+  +   L+++GA +    GTD  PPVR+ G   L G    L  + S+Q   
Sbjct: 443 GDASLSKRPMERVAKPLREMGAQITT--GTDGRPPVRIRGGQSLKGFHYDLPMA-SAQVK 499 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+L+    A G+  +         P  + T R++  FG +     +     + GG K   
Sbjct: 500 SAVLLGGLYADGETSVT-----EPAPTRDHTERMLGGFGYEVRRDGATS--ALSGGGKLT 552 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + K   V  D SSA++FL GA+I   + VT+   G    +  V   ++L++MGA +   E 
Sbjct: 553 AGK-LEVPADISSAAFFLVGASIAANSEVTLPHVGINPTRTGV--IDILKLMGADIRL-E 608 
 
Query: 303 TSVTVTGPPREPF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                 G P          LK I++    +P   D    + + A  A G T +R     R 
Sbjct: 609 NQRDAGGEPVADLVVNAAPLKGIEIPEALVPLAIDEFPAIFIAAACAQGDTILRGAEELR 668 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKE++R+  +   L  LG S +   D   IT  E      + ++ DHR+AM+F++AA  A 
Sbjct: 669 VKESDRIQVMADGLAALGVSHQVFDDGIRITGGE-FGGGEVQSHGDHRIAMSFAMAALRA 727 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
             P+TI D      +FP + 
Sbjct: 728 TGPITIHDCANVATSFPGF 746 
 
 
>ref|YP_014545.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 4b F2365] 
 ref|ZP_00231812.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 4b H7858] 
 ref|YP_002758634.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           Clip81459] 
 ref|ZP_05230583.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           FSL J1-194] 
 ref|ZP_05242174.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           FSL R2-503] 
 ref|ZP_05265265.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           HPB2262] 
 ref|ZP_07073764.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL N1-017] 
 sp|Q71Y92.1|AROA_LISMF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C1KWM3.1|AROA_LISMC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAT04722.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes serotype 4b str. F2365] 
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 gb|EAL08346.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 4b H7858] 
 emb|CAS05698.1| Putative 5-enolpyruvylshikimate-3-phosphate synthase [Listeria 
           monocytogenes serotype 4b str. CLIP 80459] 
 gb|EEW18763.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           FSL R2-503] 
 gb|EFF95490.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           HPB2262] 
 gb|EFG02586.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           FSL J1-194] 
 gb|EFK42553.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL N1-017] 
          Length = 428 
 
 Score =  133 bits (334), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 123/439 (28%), Positives = 220/439 (50%), Gaps = 33/439 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SA++F+    IT G+   +T  G   T         +V+E MG  +   ++S + TG    
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTR----TGIFDVVEQMGGSLVVKDSSRS-TGKLA 289 
 
Query: 313 EPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ 
Sbjct: 290 GTVVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAV 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
            TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P 
Sbjct: 350 ATELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERP 409 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
                ++P +F+ + + +K 
Sbjct: 410 EAVSVSYPTFFEDIRSLLK 428 
 
 
>ref|ZP_05790178.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           8109] 
 gb|EEX07378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           8109] 
          Length = 441 
 
 Score =  132 bits (333), Expect = 7e-29,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 204/441 (46%), Gaps = 33/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+PG KS+S+R LL  A++EGTT +D LL +ED       LR +G+S+        
Sbjct: 19  LQGRVKVPGDKSISHRSLLFGAIAEGTTTIDGLLPAEDPLSTANCLRAMGVSISPITDGG 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    ++  +E  ++   GN+G  MR +   +    G   +VLDG   +R RP 
Sbjct: 79  IVTVEGVG----LDGLQEPAEVLDCGNSGTTMRLMLGLLAGRDGR-HFVLDGDASLRRRP 133 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L  +GADV    G +  P+ V G         +L G++    +++  + + L  
Sbjct: 134 MRRVGQPLASMGADVRGRDGGNLAPLAVQG--------RQLKGTVIGSPVASAQVKSALL 185 
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Query: 194 LGDVEIE----IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNA 248 
           L  +  E    +I+   S  + E   R+++ FG          R   ++ G   +  +N  
Sbjct: 186 LAALTAESPTTVIEPAQSRDHSE---RMLKAFGADLTVGGEMGRHISVRPGATLQG-QNV 241 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA+++L AGA I G  +T+E  G    +      EVL+ MGA++        V 
Sbjct: 242 VVPGDISSAAFWLVAGALIPGADLTIENVGLNPTR--TGILEVLKQMGARIEVLNPR-DV 298 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P       H  LK  +     MP   D    L+V A F +G + I   +  RVKET+ 
Sbjct: 299 AGEPVGNLRVTHGPLKPFNFGEQIMPRLVDEVPILSVAACFCEGESRISGASELRVKETD 358 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+  +  +L  +GA ++E  D   I     L    +D+  DHR+AM+  +AA  A+   + 
Sbjct: 359 RLAVMARQLKAMGADIDEHEDGMTIRGGRPLKGAVLDSETDHRVAMSLGVAAMLADGNSS 418 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           +        ++P ++D L    
Sbjct: 419 LARSEAAAVSYPSFWDELERL 439 
 
 
>ref|NP_815283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           V583] 
 ref|ZP_03948806.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0104] 
 ref|ZP_05596295.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T11] 
 gb|AAG53678.1|AF318277_6 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           OG1RF] 
 gb|AAO81353.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           V583] 
 gb|EEI11715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0104] 
 gb|EEU91089.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T11] 
 gb|EFU13750.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX1342] 
 gb|EFU16323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX1346] 
 gb|EFU88053.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0309B] 
 gb|EFU92705.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0309A] 
          Length = 428 
 
 Score =  132 bits (333), Expect = 8e-29,   Method: Compositional matrix adjust. 
 Identities = 125/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGRGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
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Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_03393211.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           amycolatum SK46] 
 gb|EEB63931.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Corynebacterium 
           amycolatum SK46] 
          Length = 464 
 
 Score =  132 bits (333), Expect = 8e-29,   Method: Compositional matrix adjust. 
 Identities = 132/447 (29%), Positives = 212/447 (47%), Gaps = 50/447 (11%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           +++ GSKS++NR L++AALS   +V+   L S D   M+ AL+ LG  + AD     A   
Sbjct: 1   MQIAGSKSITNRALVIAALSSTPSVIHGALRSRDTDLMIRALQALGTDISADSTYSGA-- 58 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGN------AGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                  P    +   ++  G       AG  MR +      A G+  +  +G    + R 
Sbjct: 59  -------PNHTLRVTPRMLRGGVVECGLAGTVMRFVPPIAALAQGSVFF--EGDVEAKAR 109 
 
Query: 133 PIGDLVVGLKQLGADVDC----FLGTDCPPVRVNGIG------GLP--GGKVKLSGSISS 180 
           P+  ++  L+ LG ++      F      P + N +G       LP  GG+V++  S SS 
Sbjct: 110 PMSAVLDALRSLGVNIAGNGLPFTVNPQGPNQGNRLGDSVQEQDLPDIGGEVEIDASASS 169 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS------WDRF 234 
           Q++S LL++AP     + +    ++ S P+++MTL ++   GV+ E + +         F 
Sbjct: 170 QFVSGLLLSAPRYGRGLVLRPTGEIPSRPHIDMTLDMLREAGVQIEETTADTPEGPRTTF 229 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I   +     +   VE D S+A+ FLA AA+TGG+VTV      + Q   +  E+   M 
Sbjct: 230 SIHPTEMIG--RTWQVEPDLSNAAAFLAAAAVTGGSVTVPDWPEHTTQPGDRIREIFTAM 287 
 
Query: 295 GAKVTWT-----ETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
           GA VT+       TS+TV GP P E      L+ I ++M+++ ++  T+A +A  A   T 
Sbjct: 288 GATVTFNRHEGGRTSLTVVGPKPSE------LRGITMDMSEIGELTPTVAAIAALATTRT 341 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
            +  +A  R  ET R+ A+ TE+  LG    E  D   I  P  L+     +Y DHRMA  
Sbjct: 342 ELTGIAHLRGHETNRLAALTTEINGLGGRATELDDGIAID-PVPLHGGLWHSYADHRMAT 400 
 
Query: 409 AFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           A ++       V + + G T KT P + 
Sbjct: 401 AGAIVGLRTEGVEVENIGTTAKTMPGF 427 
 
 
>ref|ZP_04434543.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX1322] 
 ref|ZP_05558500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T8] 
 ref|ZP_07571860.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0411] 
 gb|EEN75117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX1322] 
 gb|EEU26627.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           T8] 
 gb|EFM66537.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX0411] 
 gb|EFT41312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX4000] 
          Length = 428 
 
 Score =  132 bits (333), Expect = 8e-29,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
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Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ A+  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKARNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASISK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAKGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|YP_001814262.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Exiguobacterium 
           sibiricum 255-15] 
 gb|ACB61245.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Exiguobacterium 
           sibiricum 255-15] 
          Length = 417 
 
 Score =  132 bits (333), Expect = 9e-29,   Method: Compositional matrix adjust. 
 Identities = 126/451 (27%), Positives = 207/451 (45%), Gaps = 58/451 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV++PG KS+++R  L+  ++EGTTV+ N L   D    L A+  LG  V+  +    
Sbjct: 3   LRGTVRVPGDKSMTHRAFLMGGIAEGTTVISNALLGADCLASLAAVEALGAHVQQTEQEI 62 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  + G         A +   +  GN+G  +R L+  +  AG   TY L G   ++ RP+ 
Sbjct: 63  R--ITGT-------TALKAATIDCGNSGTTIRLLSGIL--AGSQETYTLTGDESLQRRPM 111 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLA 193 
             + V L  LGAD++   GT  P      I G P  G        S+Q  SA+L+A   A 
Sbjct: 112 DRVTVPLATLGADIE---GTYAPLT----IHGQPLVGTTYTLPVASAQVKSAVLLAGLFA 164 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKS-----PK 246 
            G  E  +++ ++S  + E   R++ +FG  +  +  +   +  ++G  + ++     P  
Sbjct: 165 TG--ETTVVEPILSRDHTE---RMLPKFGTDLTIQEQEQGRKIRLQGPVRLQATEIDIPG 219 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +        +A+   A + IT   V +    T        F +VL  MGA V  T      
Sbjct: 220 DPSSAAFWWAAAILGADSRITTEHVLMNPTRT-------GFLQVLRQMGASVEITNR--- 269 
 
Query: 307 VTGPPREPFGRK---------HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
                RE  G +          L+A+ +   ++P   D    LA++A  A+G T IRD A 
Sbjct: 270 -----RETAGEETADVTLMTTSLQAVAIEGEQIPSLIDEIPLLALLATQAEGRTVIRDAA 324 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKET+R+  + + L K+GA +E   D  II  P  L    +D+  DHR+AM  ++AA 
Sbjct: 325 ELRVKETDRIETVVSTLRKIGAQIEATEDGMIIDGPTPLVGATVDSAGDHRLAMMLTIAA 384 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
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             +  + +        ++P ++D L T  +  
Sbjct: 385 TLQPEIEVLGNEVVEVSYPTFYDDLKTLQQT 415 
 
 
>ref|ZP_05034721.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevundimonas sp. 
           BAL3] 
 gb|EDX82150.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevundimonas sp. 
           BAL3] 
          Length = 436 
 
 Score =  132 bits (333), Expect = 9e-29,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 198/445 (44%), Gaps = 47/445 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV+ PG KS+S+R ++L  ++ G T V+ LL  +DV     A+   G  V+     K 
Sbjct: 13  LAGTVRAPGDKSMSHRSMILGGMASGVTEVEGLLEGDDVLATARAVEAFGAKVQRTGDGK 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +    G + P+        +  GNAG  +R L  A  AAG   T   DG   +R+RP+ 
Sbjct: 73  WRIEGAGGFRTPL------TVIDCGNAGTGVRLLMGA--AAGFPLTATFDGDASLRKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L  +GA  D     D  PV +   GG       +    S+Q  SA+L+A   A  
Sbjct: 125 KRVTGPLADMGARFDWQAAEDRLPVALT--GGTLTAIDYVQTVASAQVKSAILLAGLNAQ 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKA---EHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           G   +   +K       + T R++  FG +    E  + W    +KGGQ       A V  
Sbjct: 183 GVTSVTEPEK-----SRDHTERMLRAFGAEVGVEEMGEGWT-VTLKGGQPLTGTFVA-VP 235 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA++ L AG  + G  VTVEG     L+            G   TW E    +T   
Sbjct: 236 GDPSSAAFPLAAGLIVPGSVVTVEGVMLNPLR-----------TGLFDTWLEMGADLTIS 284 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAM-------------TLAVVALFADGPTAIRDVASWR 357 
            R   G + +  I    + +  V +              LA  A FADG T +R V   R 
Sbjct: 285 NRRQAGGEDVGDITARHSALKGVVVPEARAASMIDEYPILAATAAFADGVTVMRGVGEMR 344 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIIT-PPEKLNVTAIDTYDDHRMAMA-FSLAAC 415 
           VKE++R+  +   L   G  VEE P+  I+T  P  L    + T  DHR+AM+   L    
Sbjct: 345 VKESDRISLMVEGLRACGVQVEEEPEGFIVTGAPRVLGGAVVHTAHDHRIAMSHLVLGLA 404 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A+ PV++ +PG    +FP + ++++ 
Sbjct: 405 ADQPVSVDEPGMIATSFPGFVEMMN 429 
 
 
>ref|ZP_04662200.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB900] 
          Length = 756 
 
 Score =  132 bits (332), Expect = 9e-29,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 207/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 322 KAFKGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 381 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 382 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 433 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G +  L  + S+Q  S +L+A  
Sbjct: 434 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGGQQLKGIQYDLPMA-SAQVKSGILLAG 492 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     N  
Sbjct: 493 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TNI 542 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT    V +E  G    +  V   E+L+ MGA +T  E      
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Sbjct: 543 QVPSDISSAAFFMVGAAITEDADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 599 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 600 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 659 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K            I+++ DHR+AM+FS+A  
Sbjct: 660 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAG 719 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                P+TI        +FP + ++ 
Sbjct: 720 LRTSGPITIHGTETVATSFPTFTEL 744 
 
 
>ref|ZP_04168122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides DSM 
           2048] 
 gb|EEM00156.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides DSM 
           2048] 
          Length = 424 
 
 Score =  132 bits (332), Expect = 9e-29,   Method: Compositional matrix adjust. 
 Identities = 121/442 (27%), Positives = 211/442 (47%), Gaps = 41/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++EGTT V N L  ED    +   + LG+ +E       
Sbjct: 10  LNGKIVVPGDKSISHRSVMFGAIAEGTTKVSNFLLGEDCLSTIACFQKLGVQIEQ---FG 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G   +++ KE   L +GN+G  +R +   +     ++T + D    + +RP+ 
Sbjct: 67  NDVTIYGKGLHNLQEPKE--VLDVGNSGTTIRLMLGILANTPFHSTIIGDA--SIGKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAA 190 
             +   L Q+ A +D        P+ + G      GKVK     S   S+Q  SA+L+A  
Sbjct: 123 KRVTDPLSQMNAQIDGRENGQYTPLSIRG------GKVKGMHYHSPVASAQVKSAVLLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G+    + + + S  + E   R++  FG   + +       ++GGQ+ K   +  V 
Sbjct: 177 --LQGEGITTVTEPMQSRDHTE---RMLRAFGCTVDVNGRT--VSLQGGQQLKGA-DIEV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    + +E  G    +  V   +VL  MGA ++       +   
Sbjct: 229 PGDISSAAFFLVAGAIVQNSKLVLENVGLNPTRTGV--LDVLTKMGALISIDH----IRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
              EP G        LK I++    +P +   + V+AL A   +G T I++    +VKET 
Sbjct: 283 EEFEPCGDITIETSKLKGIEIGGTLIPRLIDEIPVIALLATQAEGSTVIKNAEELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
            R+  +  EL KLGA +E  PD  II   + L    ++++ DHR+ M  ++A+C  +  V 
Sbjct: 343 NRIDTVVDELGKLGAKIEATPDGMIIYGKQSLKGNTVNSHGDHRIGMMLAIASCIIDGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I +      ++P++F+ L+   
Sbjct: 403 KIENSDAVAVSYPEFFEQLAAL 424 
 
 
>gb|EGD18578.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas gardneri 
           ATCC 19865] 
          Length = 438 
 
 Score =  132 bits (332), Expect = 9e-29,   Method: Compositional matrix adjust. 
 Identities = 133/447 (29%), Positives = 208/447 (46%), Gaps = 36/447 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +  + Q    + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG 
Sbjct: 6   QHWIAQQGSALQGSLAIPGDKSVSHRAVMFAALADGISQIDGFLEGEDTRSTAAIFAKLG 65 
 
Query: 65  LSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E   A++R V  VG  G  P  +A     L  GNAG  MR L   + A       VL 
Sbjct: 66  VRIETPSASQRIVHGVGVDGLQPPSEA-----LDCGNAGTGMRLLAGLLAAQ--RFDSVL 118 
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Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   + +RP+  +   L Q+GA +D       PP+RV+G   L G    +S   S+Q   
Sbjct: 119 VGDDSLSKRPMRRVTGPLAQMGARIDTEE-DGTPPLRVHGGQALHGIDF-VSPVASAQVK 176 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+L+A   A GD  +         P  + T R++  FGV+ + S    R  ++GGQ+   
Sbjct: 177 SAVLLAGLYAQGDTSVTEPH-----PTRDYTERMLSAFGVEIDFSPGKAR--LRGGQRLG 229 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +   A V  D SSA++F+  A+I  G+ V +   G    +        L +MGA +   E 
Sbjct: 230 ATDIA-VPADFSSAAFFIVAASIIPGSDVVLRAVGLNPRR--TGLLAALRLMGANIV-EE 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM--------TLAVVALFADGPTAIRDVA 354 
                 G   EP     ++   +   ++P+  +         L V A  A+G T +   A 
Sbjct: 286 NHAEHGG---EPVADLRVRYAPLQGGQIPEALVPDMIDEFPALFVAAAAANGQTIVTGAA 342 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+ A+ T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A  
Sbjct: 343 ELRVKESDRLAAMATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAG 401 
 
Query: 415 CAEVP-VTIRDPGCTRKTFPDYFDVLS 440 
                 V + D      +FP  FD L+ 
Sbjct: 402 QLSTGIVQVNDVANVATSFPG-FDSLA 427 
 
 
>ref|YP_002742356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae Taiwan19F-14] 
 ref|ZP_06964225.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae str. Canada MDR_19F] 
 ref|ZP_06977803.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae str. Canada MDR_19A] 
 ref|YP_003724619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae TCH8431/19A] 
 sp|C1CQY4.1|AROA_STRZT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACO24195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae Taiwan19F-14] 
 gb|ADI69405.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae TCH8431/19A] 
          Length = 427 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 209/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ASVIIEKECTRNHTE---DMLKQFG--GHLSVDGKKIIVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
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              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_003179683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium parvulum 
           DSM 20469] 
 gb|ACV51092.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Atopobium parvulum 
           DSM 20469] 
          Length = 426 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 126/437 (28%), Positives = 211/437 (48%), Gaps = 31/437 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P  ++ GTV+   SKS ++R L+ A+L+ GTT +     SED+   +  L+ LG  
Sbjct: 2   DISITP-HDLFGTVEAISSKSYAHRALICASLANGTTNITCPYISEDIQVTVDCLKALGT 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAK--EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           ++   K   R V        P ++A   + +QL    +G   R +   + A   +AT    
Sbjct: 61  TIARTKQGFRVV--------PAKEANRPQNIQLNCKESGTTFRFILPLLGALNISATISA 112 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           +G  R+  RP+  L+  L   G     F   D   + V+G   L GG  ++ G+ISSQ++ 
Sbjct: 113 EG--RLFSRPLEPLISELSSHGMS---FTWLDEKFLEVSG--QLDGGSFEMPGNISSQFI 165 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S LL++ PL      I+I   + S  Y+ +T  +M  F +      +   + I+  Q Y  
Sbjct: 166 SGLLLSLPLLNKPSTIQITGPIQSKDYLAITEHVMTDFDITTPFEVNSATYTIEA-QHYV 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P    +EGD S+A+ +L   AI  G V V G    S QGD      L ++GA+V+  +  
Sbjct: 225 CPGVYSIEGDWSNAAPWLVAGAIGQG-VEVTGLSMQSTQGDKAILAALSLVGARVSRQQK 283 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                          HL+   ++++++ D+A  LA +A F  G + + D+   R+KE+ R 
Sbjct: 284 GAASM--------MDHLRPFSISISEVCDLAPVLAALAAFIPGTSKLTDIQRLRLKESNR 335 
 
Query: 364 MVAIRTELTKLGASVEEGPDYC--IITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
           + +I T L   G +VE   D    +IT  ++     +D+Y+DHR+ M  + LA+ A  PV 
Sbjct: 336 VQSICTTLKAFGVTVELSEDQTELVITGGKQPTSCIVDSYNDHRIVMMSAILASYATGPV 395 
 
Query: 421 TIRDPGCTRKTFPDYFD 437 
            I       K++P +F+ 
Sbjct: 396 VITHAEAINKSYPLFFE 412 
 
 
>ref|YP_003713717.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xenorhabdus 
           nematophila ATCC 19061] 
 emb|CBJ91611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xenorhabdus 
           nematophila ATCC 19061] 
          Length = 449 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 111/448 (24%), Positives = 219/448 (48%), Gaps = 32/448 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+  + + + P   +  +  +P SK  + R +L A+L++G ++++N L   + + M  A  
Sbjct: 1   MSLLKYLAVNPSNYLLHSAYIPSSKPETQRAILAASLADGKSIINNDLRCLETNTMKEAC 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R++G  +  +   +R ++ G GGK   E   ++V   LG +G+  R +TA    +   A  
Sbjct: 61  RSIGAQIIEE--PERLIIYGTGGKIRPE---KKVIDALG-SGLVFRVITALTCHSETPA- 113 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            V+ G   +R R +  L+  L +LG ++         P  +N  GG  GG+ ++ G+ISS 
Sbjct: 114 -VISGDATLRTRVMEPLLNALVELGGNISSIHMNGKAPF-INW-GGYIGGECEIEGNISS 170 
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Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q+++A+L  APLA     ++I   ++S+ Y++ TL ++   G+K +H++++ +  +  G  
Sbjct: 171 QFITAILFTAPLAKKSTTVKIKGDILSLSYIQQTLEILTIAGIKFQHNENFSQLTVFPG- 229 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           KY + +   + GD +S SY +A A +    +T+    + SLQG+      +E MG ++   
Sbjct: 230 KYNAAEYT-ITGDYTSCSYLVAAATLFPCDLTLRNINSKSLQGEQAILTFVEKMGLEIIR 288 
 
Query: 301 TE--TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            +    + +     +  G       + N++  P++  TLA + ++ DG   I   +  R+ 
Sbjct: 289 NDQRNEIRLINKKGQLTGN-----YEFNVSNCPNIVPTLASIGIYIDGCFRITGGSITRL 343 
 
Query: 359 KETERMVAIRTELTKLGASV------EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
            ++ R+ A+  EL KLG  +      +    + I           + ++ DHR+ M+  + 
Sbjct: 344 HKSPRIKAMVNELLKLGVRIRPLIINDVYDGFEIHGDSSYSGNCTLSSWGDHRIFMSLFV 403 
 
Query: 413 AA--CAEVPVT--IRDPGCTRKTFPDYF 436 
           A+  C +        D  C   +FPD+F 
Sbjct: 404 ASLRCRQANYIDGYEDVHC---SFPDFF 428 
 
 
>ref|NP_147332.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeropyrum pernix K1] 
 sp|Q9YEK9.1|AROA_AERPE RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 dbj|BAA79537.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeropyrum pernix K1] 
          Length = 427 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 140/443 (31%), Positives = 218/443 (49%), Gaps = 40/443 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + +V+ P   + G V+ P SKS ++R+L LA L+ G +VV   L S D    L A+  LG 
Sbjct: 8   DRVVVHP-STVEGRVEAPPSKSYTHRMLFLALLARGRSVVRRPLVSNDTLATLNAVALLG 66 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                     R V    GG     + +    ++   +G  +R +   V A    AT +L  
Sbjct: 67  ----GKPRLGRGVAEVEGG-----EVRGGAVVYAAGSGTTIR-IAMGVAAHSAEAT-LLY 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+  L   L+ +GA V C  G + PPV+V+G   L    V++  +ISSQ+ + 
Sbjct: 116 GDESLNRRPVHPLSEALRSMGARV-CDTGGN-PPVKVSGP--LRRASVEVDAAISSQFAT 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           +LL+A    LG+ E+    +L S  YV++TL  +  FGV+ E  + +  F ++G  K    
Sbjct: 172 SLLIAGS-RLGEFELSAA-RLSSRGYVDITLESLSMFGVRVER-EGYRLFRLRGTPK--- 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +A V GD SSAS+ LA  AI G  V VEG      Q D +  E+L  MGA+V       
Sbjct: 226 PVDAAVPGDYSSASFMLAAGAIAG-RVEVEGLRPVDPQPDRRIVELLRSMGARVRVEGGV 284 
 
Query: 305 VTV--TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           V V  TGP         L+ +DV+++  PD+A   AV+A +A G + +R +   + KE++ 
Sbjct: 285 VAVESTGP---------LEPVDVDLDGSPDLAPVAAVLAAYARGVSRLRGLERLKYKESD 335 
 
Query: 363 RMVAIRTELTKLG--ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           R+ AI   L +LG  A V  G    +      +      ++ DHR+AMA ++A   A  P 
Sbjct: 336 RLSAIAWNLARLGVEARVRGG---ILEIRGGGVEGGVARSWGDHRIAMAMAVAGLGARRP 392 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V +        ++P + + L+   
Sbjct: 393 VAVEGFSRVPDSYPGFLEDLARL 415 
 
 
>ref|YP_003445878.1| 3-enolpyruvylshikimate-5-phosphate synthetase, 3-phosphoshikimate 
           1-carboxyvinyltransferase [Streptococcus mitis B6] 
 emb|CBJ22011.1| 3-enolpyruvylshikimate-5-phosphate synthetase, 3-phosphoshikimate 
           1-carboxyvinyltransferase [Streptococcus mitis B6] 
          Length = 427 
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 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 120/443 (27%), Positives = 210/443 (47%), Gaps = 35/443 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMDGLKAPQNA-----LDMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+ V G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTIPLKKMGVSISGQTERDLPPLHVKGTKKLKPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  +  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAQG--KSVIIEKECTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSV 305 
           GD SSA+++L AG  +    V ++  G    +  +   +V+  MG K+  TE      S  
Sbjct: 231 GDISSAAFWLVAGLIVPNSRVVLKNVGINETRTGI--IDVIRAMGGKLEITEIDPVAKSA 288 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
           T+T    +      LK  ++    +P +   L ++AL A    G T I+D    +VKET+ 
Sbjct: 289 TLTVESSD------LKGTEIGGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
           R+  +   L  +GA +    D  II     L+   ++T+ DHR+ M   +AA   +   V 
Sbjct: 343 RIQVVADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTVIAALLVSNGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFV 443 
            +        ++P +FD L   + 
Sbjct: 403 DLDRAEAINTSYPSFFDDLENLI 425 
 
 
>ref|YP_003485141.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus mutans 
           NN2025] 
 dbj|BAH88249.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus mutans 
           NN2025] 
          Length = 427 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 123/437 (28%), Positives = 217/437 (49%), Gaps = 37/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+K+PG KS+S+R ++  +L++G T +  +L  EDV   +   R LG+ +   K    
Sbjct: 10  LSGTLKIPGDKSISHRSIMFGSLAKGITKIYGILRGEDVLSTMQTFRDLGVEI---KDKD 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G   ++  K+   L +GN+G ++R ++  +  AG + T  + G   + +RP+ 
Sbjct: 67  DFVEIHGRGFDGLKSPKK--ALDMGNSGTSIRLISGVL--AGQDFTVEMFGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             + V L+Q+G  +      D PP+ + G   L   + +L  + S+Q  SAL+ AA  A  
Sbjct: 123 DRVTVPLRQMGVQILGRTERDLPPLTMKGSKRLKPIRYQLPVA-SAQVKSALIFAALQAS 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-SWDRFYIKGGQKYKSPKNAYVEGD 253 
           G  E  II+K  +  + E    ++++FG    H D       I GGQ++ + +N  V GD 
Sbjct: 182 G--ESVIIEKEKTRNHTE---DMIKQFG---GHLDVDGKEIRISGGQEF-TAQNVIVPGD 232 
 
Query: 254 ASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-----TSVTV 307 
            SSA+++LA G  ++   +T++  G    +  +   EV+E MG KV  ++      + T+ 
Sbjct: 233 ISSAAFWLAAGLIVSNSKLTLKNVGINETRTGI--LEVIEAMGGKVELSDRDDLAKAATL 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
           T          +LK  ++  + +P +   L ++AL A   +G T I D    +VKET+R+ 
Sbjct: 291 T------VESSNLKGTEIGGDIIPRLIDELPIIALLATQANGRTVIYDAQELKVKETDRI 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
             +   L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA    E  V + 
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Sbjct: 345 QVVADALNAMGAKITPTDDGMIIEGKTNLHGAKVNTFGDHRIGMMTAIAALLVKEGEVEL 404 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
                   ++P +F  L 
Sbjct: 405 ERAEAINTSYPTFFSDL 421 
 
 
>emb|CBY17222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           psittaci RD1] 
 gb|ADZ18366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila 
           psittaci 6BC] 
          Length = 445 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 121/434 (27%), Positives = 207/434 (47%), Gaps = 27/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISG V +P SKS + R +  A++++GT+++ N L S D   M+ A   LG  +   K+   
Sbjct: 11  ISGRVSVPPSKSHTLRAIFWASVAQGTSIIHNALASPDSEAMIQACEQLGAKI-LRKSTH 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +        P      +  +  G++GI  R  TA   AA  +    + G  +++ RPI 
Sbjct: 70  LEITGTSQLTLP-----RDTSINAGSSGIVFRFFTA--LAAIFSEKITITGSSQLQRRPI 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+  GA           P  V  +G +  G  ++ G   SQY SAL +A  LA  
Sbjct: 123 APLIRALENFGATFSYEGDPYSLPFSV--LGPISSGYTEVLGD-DSQYASALAIACSLAE 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G     II+     P+  +TL  ++   +    SD  D +  +G  + ++  +  V GD  
Sbjct: 180 GPFSFTIINPK-ERPWFALTLWWLDFLAIPYVQSD--DTYSFEGNARPQA-FSYTVGGDF 235 
 
Query: 255 SSASYFLAGAAITGG--TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           S+A++  A A ++       +E      +QGD +   +L+ +GA +T+ E +  +  P   
Sbjct: 236 STAAFLAAAALLSQSPHPTYLENLNIDDIQGDKELFFLLKKLGANITF-ENNTMIIFPST 294 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
              G       +++M+   D    LAV+  FA   + + +    + KE++R++AI  EL  
Sbjct: 295 FSGG-------NIDMDLFIDALPILAVLCCFATSSSYLYNARGAKDKESDRIIAITQELQ 347 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           K+GA ++   D  +I  P  L   ++ +++DHR+AMA S+AA  A     I D GC  KT 
Sbjct: 348 KMGACIQPCHDGLLIN-PSPLYGASMHSHNDHRIAMALSIAAMHASGESIIYDTGCVEKT 406 
 
Query: 432 FPDYFDVLSTFVKN 445 
           FP++  +L++   N 
Sbjct: 407 FPNFIQILNSLHAN 420 
 
 
>ref|ZP_01963432.1| hypothetical protein RUMOBE_01148 [Ruminococcus obeum ATCC 29174] 
 gb|EDM88242.1| hypothetical protein RUMOBE_01148 [Ruminococcus obeum ATCC 29174] 
          Length = 425 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 120/439 (27%), Positives = 207/439 (47%), Gaps = 34/439 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + GT+ +PG KS+S+R ++  +L++GTT + + L   D    +   R +G+S+E  K+  
Sbjct: 8   NLRGTLTVPGDKSISHRAVMFGSLAKGTTCISHFLEGADCLSTISCFRKMGISIECRKSE 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                 G  G      +  E  L +GN+G   R ++  +  AG      LDG   +R RP 
Sbjct: 68  ILVHGKGLHGL-----SAPEALLDVGNSGTTTRLISGIL--AGQKFISELDGDDSIRTRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  ++  L  +GAD+    G  C P+ ++G        V     ++S Q  S +L+A    
Sbjct: 121 MKRIMTPLASMGADITSKRGNGCVPLLIHG---KELHAVHYDSPVASAQVKSCVLLAGMY 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKSPKNAY 249 
           A  D    + +  +S  + E+   ++  FG       +        +  G+  K P     
Sbjct: 178 A--DGVTSVTEPFLSRNHTEI---MLNYFGANVTSEGTTASILPEPVLEGRAVKVP---- 228 
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Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
             GD SSA+YF+A   +T G+ + ++  G    +  +   +V   MGA +T    S T   
Sbjct: 229 --GDISSAAYFIAAGLLTPGSEILLKNVGINPTRAGM--LKVCMDMGADITLLNQS-TEG 283 
 
Query: 309 GPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P  +   R  +LK   V    +P   D    +AV+A FADG T IRD    +VKE++R+ 
Sbjct: 284 EPTADLLIRTSNLKGTTVEGAVIPTLIDEIPMIAVMAAFADGTTVIRDAQELKVKESDRI 343 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
             +   L ++GA +E   D  II   + L+   ID++ DHR+AM+F++A    + P+ I  
Sbjct: 344 TVMVENLKRMGADIEGTDDGMIIHGGKPLHGATIDSHLDHRVAMSFAVAGTICDDPMEIL 403 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
              C + ++P+++  L +  
Sbjct: 404 HGDCVKISYPNFYQDLYSL 422 
 
 
>ref|YP_602694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS10750] 
 sp|Q1J633.1|AROA_STRPF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF38150.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS10750] 
          Length = 427 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 124/444 (27%), Positives = 215/444 (48%), Gaps = 39/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 10  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G +      +    L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 68  QLVIEGQGFQGLTAPCQT---LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 123 DRIVYPLKQMGVEISGETDRQFPPLQLQGNHNLQPITYTLPIS-SAQVKSAILLAALQAK 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 182 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 234 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 291 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V       + R  LK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 292 VV------YSR--LKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 344 IQVVTDTLNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 403 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           +        ++P +F  L     + 
Sbjct: 404 LDKEEAIMTSYPTFFKDLERLCHD 427 
 
 
>ref|NP_664831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS315] 
 ref|NP_802095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes SSI-1] 
 sp|Q8K719.1|AROA_STRP3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAM79634.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
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           [Streptococcus pyogenes MGAS315] 
 dbj|BAC63928.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Streptococcus pyogenes SSI-1] 
          Length = 430 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 124/444 (27%), Positives = 215/444 (48%), Gaps = 39/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 13  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G +      +    L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 71  QLVIEGQGFQGLTAPCQT---LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 126 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 185 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 236 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 237 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V       + R  LK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 295 VV------YSR--LKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 347 IQVVTDTLNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 406 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           +        ++P +F  L     + 
Sbjct: 407 LDKEEAIMTSYPTFFKDLERLCHD 430 
 
 
>ref|ZP_02037297.1| hypothetical protein BACCAP_02911 [Bacteroides capillosus ATCC 
           29799] 
 gb|EDM98985.1| hypothetical protein BACCAP_02911 [Bacteroides capillosus ATCC 
           29799] 
          Length = 411 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 127/427 (29%), Positives = 197/427 (46%), Gaps = 42/427 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V  P SKS ++R+LL AAL++GT+ + N+  S+D+   +  L  LG +V  +     
Sbjct: 10  LHGSVTPPPSKSQAHRLLLAAALADGTSALANVAFSQDIQATVRCLEALGAAVRQE--GD 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  V G  G+      KE  +L  G +G  +R L     A  G   +   G  R+ ERP  
Sbjct: 68  RLAVTGLAGQ--TVSGKELPELDCGESGSTLRFLIPVALAVRGGGVFTGHG--RLMERPQ 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                  ++ G   +   GT      +   G L  G   L G++SSQ+++ LL A PL   
Sbjct: 124 EPYFDIFREKGISYEQQDGT------LTVKGQLTSGVYTLPGNVSSQFVTGLLYALPLLP 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           GD EI +   L S  YV MT+  + +FGV  E+    +R +   G +   P    VE D  
Sbjct: 178 GDSEIHLTTPLESADYVYMTMDALAQFGVAVEYDG--ERIFRVPGNQTGHPAAMTVEADW 235 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S+A+++ A AA     + + G    S QGD            ++ WT         P E  
Sbjct: 236 SNAAFWYA-AAYLDSKLDIRGLNYQSAQGDACI--------GRLYWT------LAKPGE- 279 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELT 372 
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                    +++++  PD+   LA +A        T + + A  R+KE++R+  +   LT 
Sbjct: 280 --------AEIDVSGCPDLVPPLAAMAALRGVGQVTRLVNAARLRIKESDRLATVTEVLT 331 
 
Query: 373 KLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHR-MAMAFSLAACAEVPVTIRDPGCTRK 430 
            LGA VEE  D+ +IT  + L     +  ++DHR   MA   A     PVTI    C RK 
Sbjct: 332 ALGAEVEEHADHLVITGKDSLPGGVTVSGHNDHRIAMMAAIAATNCAAPVTITGAECVRK 391 
 
Query: 431 TFPDYFD 437 
           ++P ++D 
Sbjct: 392 SYPSFWD 398 
 
 
>ref|YP_003226559.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zymomonas mobilis 
           subsp. mobilis NCIB 11163] 
 gb|ACV75975.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zymomonas mobilis 
           subsp. mobilis NCIMB 11163] 
          Length = 453 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 131/439 (29%), Positives = 215/439 (48%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-KAA 73 
           +SG V +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+R++G  +  D K   
Sbjct: 18  LSGKVHVPGDKSISHRALMLSALAVGESFVEGLLEGEDVLATAEAMRSMGADIRKDEKGC 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG G     ++A     L +GN+G + R L   V +    AT++ D    + +RP 
Sbjct: 78  WHIHGVGVGSLLQPQNA-----LDMGNSGTSTRLLMGVVASHPITATFIGDA--SLSKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L  +GA      G    P+ V G+   P   ++    + S+Q  SA+L+A    
Sbjct: 131 MGRISTPLSLMGARFSAAEGNRL-PMTVTGL--YPAIPIEYRLPVASAQVKSAILLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLIS-IPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G      I ++I  +P  + + R+++ +G  +  E +D      I G  + K P++   
Sbjct: 188 TPG------ITRVIEPVPTRDHSERMLKGYGANLSVEENDGVRIISIHGEAELK-PQHII 240 
 
Query: 250 VEGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++  +AG  + G  + VE  G    +  +    +L+ MG ++ +      V  
Sbjct: 241 VPGDPSSAAFLVVAGLIVPGSDLIVENVGLNPTRSGLY--TMLKAMGGQIEYLNPR-EVG 297 
 
Query: 309 GPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      K  HLKAIDV  + +P   D    L + A  A+G + ++ +A  RVKE++R 
Sbjct: 298 GEPVADLSVKYSHLKAIDVPPSIVPSMIDEFPILFIAAAMAEGKSTLQGLAELRVKESDR 357 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPP------EKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           +  +   L  LG S+EE  D  II         +K  + +I  + DHR+AM+F++A   + 
Sbjct: 358 IAVMAEGLKALGVSLEEKEDGLIIEGSAGEGLGQKGKMVSIAAHLDHRIAMSFAVAGLVS 417 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
           E  VTI D      +FP + 
Sbjct: 418 EGAVTIDDRRPIMTSFPVF 436 
 
 
>ref|YP_001972835.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stenotrophomonas 
           maltophilia K279a] 
 emb|CAQ46544.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Stenotrophomonas maltophilia K279a] 
          Length = 435 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 126/444 (28%), Positives = 211/444 (47%), Gaps = 30/444 (6%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+ A+  + +  + + G++ +PG KS+S+R ++ AAL++GT+ ++  L  ED         
Sbjct: 1   MSNAQHWIARKGQPLQGSLTIPGDKSVSHRSVMFAALADGTSHIEGFLEGEDTRATARIF 60 
 
Query: 61  RTLGLSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
             LG+ +E    ++R V  VG  G            L  GNAG  MR L   +     +  
Sbjct: 61  SQLGVRIETPSPSQRIVHGVGIDGL-----QAPSAPLDCGNAGTGMRLLAGLLAGQAFDC 115 
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Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           T + D    +  RP+  +   L Q+GA +D       PP+ V+G   L G  +  +  ++ 
Sbjct: 116 TLIGD--ESLSGRPMRRVTGPLSQMGAKIDT-QDDGTPPLHVHGGQTLHG--IDFASPVA 170 
 
Query: 180 S-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S Q  SA+L+A   A G+  +     +   P  + T R++  FGV  E S    R  ++G 
Sbjct: 171 SAQIKSAVLLAGLYAQGETSV-----VEPHPTRDYTERMLSAFGVDIEFSPGKAR--LRG 223 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQ+ ++  +  V  D SSA+++L  A+I  G+ + ++  G    +        L +MGA  
Sbjct: 224 GQRLRA-TDIVVPADFSSAAFYLVAASIIPGSELRLKQVGLNPRR--TGLLHALRLMGAD 280 
 
Query: 298 VTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRD 352 
           +T  E      G P      ++  LK   +    +PD+      L V A  A+G T +   
Sbjct: 281 IT-EENPAEQGGEPVADLVVRYAPLKGARIPEALVPDMIDEFPALFVAAAAAEGQTVVSG 339 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
            A  RVKE++R+ A+ T L  LG  V+E  D   +    +L    I+++ DHR+AMAF++ 
Sbjct: 340 AAELRVKESDRLAAMATGLRALGMQVDETEDGATLHGGVRLGSGTIESHGDHRIAMAFAI 399 
 
Query: 413 AA-CAEVPVTIRDPGCTRKTFPDY 435 
           A   ++  V I D      +FPD+ 
Sbjct: 400 AGQISDGEVRINDIANVATSFPDF 423 
 
 
>ref|YP_003190309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotomaculum 
           acetoxidans DSM 771] 
 gb|ACV61686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfotomaculum 
           acetoxidans DSM 771] 
          Length = 429 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 129/452 (28%), Positives = 210/452 (46%), Gaps = 43/452 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ + P K + G + +PG KS+S+R ++L  ++ G T ++N L  +D    +  +R LG+ 
Sbjct: 2   DLTVLPKKAVQGIISIPGDKSVSHRSVMLGGIARGVTEIENFLPGQDCLSTVRCMRQLGV 61 
 
Query: 66  SVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           S+E     +  V   GC G    ED      L +GN+G  +R ++  +  AG     VL+ 
Sbjct: 62  SIEQISQTRLKVEGKGCSGLSEPEDI-----LDVGNSGTTIRLISGLL--AGQKFFSVLN 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R RP+  ++  L+++GA +         P+ + G   L G     +   S+Q  S 
Sbjct: 115 GDESIRRRPMARVIKPLQEMGARIQGRDANRLAPLAIQG-AALKGIHCH-TPVASAQVKS 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+A   A  D E  + +   S  + E   ++++ FG          R  I+ G+   + 
Sbjct: 173 AVLLAGLYA--DGETAVTEPSQSRDHTE---KMLKSFGAHIVTEGLTTR--IRPGEL--T 223 
 
Query: 245 PKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   V GD SSA++FL AGA I    +TV+  G    +  +   +VLE MGA +  +   
Sbjct: 224 GRKVIVPGDISSAAFFLVAGAVIPDARITVKNVGLNPTRTGI--LDVLEEMGADIALSNV 281 
 
Query: 304 ---------SVTVTGPPREPFGRKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIR 351 
                     +TVTG          LK I +    + +M D    LAV A  A G T I+ 
Sbjct: 282 YENSGELIGDITVTG--------SSLKGIVIGGALIPRMVDEIPVLAVAAAVASGQTIIK 333 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           D A  +VKE+ R+ A+  E  + G  ++E  D  II    K      ++Y DHR+AMA + 
Sbjct: 334 DAAELKVKESNRLQAVAGEFARFGVDLQETRDGLIINGGRKFGGAVTESYHDHRIAMACA 393 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           L    A     +R   C   +FP +  VL +  
Sbjct: 394 LMGLVASGKTVVRGAECIDISFPSFQTVLESL 425 
 
 
>ref|YP_046840.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Acinetobacter sp. ADP1] 
 emb|CAG69018.1| bifunctional protein [Includes: putative prephenate or 
           cyclohexadienyl dehydrogenase; 3-phosphoshikimate 
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           1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (AroA)] [Acinetobacter sp. ADP1] 
          Length = 748 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 126/419 (30%), Positives = 200/419 (47%), Gaps = 40/419 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KAFKGKFTIPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K PV        L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMNGLKAPVG------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV ++G   L G +  L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSISGSQMLKGIQYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  ++GG K     +  
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKITLQGGGKLVG-THI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT    V +E  G    +  V   E+L+ MGA +   E      
Sbjct: 535 QVPSDISSAAFFMVGAAITENADVVLEAVGINPTRTGV--IEILKQMGADIA-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D   +L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHIPEDQVPLAIDEFPSLFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLA 413 
           +R+  +   L  +G       D  II    K        N   I ++ DHR+AM+FS+A 
Sbjct: 652 DRIQVMADGLKIMGIDCTPTSDGIIIEGKGKSGDWSPVFNGGQIQSHHDHRIAMSFSIA 710 
 
 
>ref|ZP_05581100.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           D6] 
 gb|EEU82071.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           D6] 
 gb|EFT39193.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX2137] 
          Length = 428 
 
 Score =  132 bits (332), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 204/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ A+  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKARNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
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Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_08094921.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planococcus 
           donghaensis MPA1U2] 
 gb|EGA89644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Planococcus 
           donghaensis MPA1U2] 
          Length = 427 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 119/431 (27%), Positives = 212/431 (49%), Gaps = 24/431 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R ++  +++ GTT V+  L  +D    +   R LG+ ++       
Sbjct: 12  LKGSIQVPGDKSISHRAIMFGSIATGTTTVEGFLMGDDCLSTISCFRKLGVKIDV---TD 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G+   ++  E   L  GN+G   R +   + +   ++  V+ G   + +RP+ 
Sbjct: 69  DLVTIQSEGEASWKEPSE--VLDTGNSGTTTRLMLGLLASTSFHS--VMAGDESIAKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L+++GAD+         P+ V G   L      L  + S+Q  SA+L+AA  A  
Sbjct: 125 KRIINPLREMGADIRGRQDGQFTPLAVQGTQ-LKAIDYTLPVA-SAQVKSAILLAALKAD 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   I   + + S  + E+   ++E FG      +      ++GGQK  +  +  V GD  
Sbjct: 183 GQTVIH--EPIASRDHTEI---MLEHFGATVNRENHV--IKLEGGQKL-TAAHVQVPGDI 234 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++ +  A IT  + VT+   G    +  +   +V+E MGA +   E            
Sbjct: 235 SSAAFMIGAALITEDSKVTLTNVGINPTRTGI--LDVVEKMGAVIEIEEKETAGERSADL 292 
 
Query: 314 PFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK  +++ + +P   D    +A++A  A+G T I+D    RVKET+R+ A+ TE 
Sbjct: 293 TISSSTLKGTEISGDLIPRLIDEIPLIALIATQAEGTTVIKDAEELRVKETDRIAAVVTE 352 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIRDPGCTR 429 
           L+K+GA++E   D  II  P  L+   + +Y DHR+ M  ++AA      V I DP C   
Sbjct: 353 LSKMGANIEATEDGMIIHGPTVLSGAEMTSYGDHRLGMMAAVAALVASDEVAIDDPECIS 412 
 
Query: 430 KTFPDYFDVLS 440 
            ++P++F+ L+ 
Sbjct: 413 ISYPNFFEQLN 423 
 
 
>ref|ZP_03925314.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           coleocanis DSM 15436] 
 gb|EEH63833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           coleocanis DSM 15436] 
          Length = 462 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 131/470 (27%), Positives = 206/470 (43%), Gaps = 57/470 (12%) 
 
Query: 1   MAGAEEIVL---QPIK--EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHY 55 
           M+ A + VL    P++   ++G +++PGSKS +NR LLLAA  +    +   L S D    
Sbjct: 1   MSSASQQVLWWPAPLRVGPLNGVLEVPGSKSQTNRFLLLAATGQSKCRLRGCLWSRDTLL 60 
 
Query: 56  MLGALRTLGLS--------VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 107 
           M   L  LG S        +E      R +             +E V +  G AG  MR  
Sbjct: 61  MRAGLEKLGASFLALPDGTIEVSPITTRVL-------------REPVTIECGLAGTVMRF 107 
 
Query: 108 LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGG 166 
           L     A     T+  D   +   RP+  +   LK+ GA V  F G +  P  V G +   
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Sbjct: 108 LPLLAVAFNVPITFTADV--QANARPMQPIFEVLKRFGAKVT-FSGGESFPFTVTGPLTT 164 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPL---ALGDVEIEIIDKLISIPYVEMTLRLMERFGV 223 
           LP  ++++  S+SSQ+ SA+L+A P    + G   IE +    S P+V MT+  ++ FG  
Sbjct: 165 LPE-RIEVDCSLSSQFFSAVLLALPFLAESPGTFFIETVAS-PSHPHVAMTVATLKTFGH 222 
 
Query: 224 KAEHSDSWDRFYIKGGQKYKSPKN-------AYVEGDASSASYFLAGAAITGGTVTVEGC 276 
           +       +   +K      S            VE D SSA+ F+A  A  GG++ +    
Sbjct: 223 EVSLVSDSELKSLKATATITSQPTFNQRLPELIVEPDLSSAAPFIAAVAFAGGSLQLPAV 282 
 
Query: 277 GTTSLQGDVKFAEVLEMMG----AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
             TS Q  ++F E++  +G    +K   T+            F    L   ++N+  + + 
Sbjct: 283 PKTSTQVGIRFLEIVSELGLLTVSKTEDTQNCYYRVASLSTDFSTSPL---EMNLTALGE 339 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-- 390 
           +   L  +A      T    +   R  ET+R+ A+  EL KLG   E GPD   + PP   
Sbjct: 340 LTPILVALATLLPHETTFTGIGHLRGHETDRLTALEKELGKLGIECETGPDCLRVHPPAA 399 
 
Query: 391 -----EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
                E+     ++TY+DHR+AM  +L    + PV + + G T KT P++ 
Sbjct: 400 PAVTRERSQPVKLNTYNDHRLAMFAALMGLRQ-PVLVENIGTTCKTMPNF 448 
 
 
>ref|YP_002315470.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anoxybacillus 
           flavithermus WK1] 
 gb|ACJ33485.1| 5-enolpyruvylshikimate-3-phosphate synthase [Anoxybacillus 
           flavithermus WK1] 
          Length = 428 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 127/443 (28%), Positives = 210/443 (47%), Gaps = 41/443 (9%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I  + G + +PG KS+S+R ++  AL+ GTT + N L  ED    +   R +G+ +   + 
Sbjct: 7   IHALRGEIAVPGDKSISHRAVMFGALANGTTRITNFLTGEDCLSTIDCFRKMGVVIT--Q 64 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                +V G G    VE  KE   +  +GN+G   R L   + A   +A  + D    +  
Sbjct: 65  QGNEVIVEGKG----VEGLKEPTHILNVGNSGTTTRLLLGILAACPFHACLIGDD--SIA 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSAL 186 
           +RP+  +   LKQ+GA +D        P+ + G      G+++     S   S+Q  SA+ 
Sbjct: 119 KRPMDRVTKPLKQMGAHIDGREDGRYTPLAIRG------GQLQPITYHSPVASAQVKSAI 172 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R++  FG         D   +   G++     
Sbjct: 173 LLAGLHAEGTTTV--IEPHQSRDHTE---RMLRAFGADVR----VDGLSVSVAGRQTLQA 223 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SSA++FL AGA +    +T+   G    +  +   +VL+ MGA ++      
Sbjct: 224 IDIEVPGDISSAAFFLVAGAIVPNSEITLTHVGINPTRTGI--IDVLKNMGANISIENVR 281 
 
Query: 305 VTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
              + P  +   R   LKA  +  + +P +   + ++AL A   +G T I D +  +VKE 
Sbjct: 282 HEESEPVADITVRTSTLKATHIGGDIIPRLIDEIPIIALLATQAEGTTIITDASELKVKE 341 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           T+R+  + +EL KLGA +E   D  II   TP    N T +D+Y DHR+ M  ++AA    
Sbjct: 342 TDRIATVVSELRKLGADIEATEDGMIIHGKTPLYAEN-TVVDSYGDHRIGMMLAIAASIT 400 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
           +  VT++ P     ++P +FD L 
Sbjct: 401 KGSVTLQHPEAIAVSYPTFFDHL 423 
 
 
>ref|ZP_03167189.1| hypothetical protein RUMLAC_00856 [Ruminococcus lactaris ATCC 
           29176] 
 gb|EDY33356.1| hypothetical protein RUMLAC_00856 [Ruminococcus lactaris ATCC 
           29176] 
          Length = 427 
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 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 129/449 (28%), Positives = 205/449 (45%), Gaps = 45/449 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PG KS+S+R ++  +++ GTT + N L+  D    +    TLG+ +E D +   
Sbjct: 4   LKGKVTIPGDKSISHRCVMFGSIANGTTEIHNFLSGADCLATIRCFSTLGIKIETDLSQS 63 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + +V G G      +A   + L +GN+G   R ++  +  AG      L G   +  RP+ 
Sbjct: 64  KVIVHGKG--LHGLNAPSSI-LDVGNSGTTTRLISGIL--AGQPFNSELSGDESLNSRPM 118 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L  +GA++   L   C P+ +     L G     S   S+Q  S LL+A   A  
Sbjct: 119 KRIIEPLTSMGANIASVLQNGCAPLYITP-AQLHGIHYD-SPVASAQVKSCLLLAGLYA- 175 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY----- 249 
            D E  + +  +S  + E+ LR    FG  A+   +++    K     +   + Y      
Sbjct: 176 -DGETSVTEPSLSRNHTELMLR---EFG--ADIRSTYEIGSTKATASIRPCTDLYGQKIT 229 
 
Query: 250 VEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA+YF+A G  +    + +E  G    +  +   +V E MG  +T          
Sbjct: 230 VPGDISSAAYFIAAGLIVPDSEILIENTGINPTRAGI--LKVCEDMGGDITLLN------ 281 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP------DVAMTL-------AVVALFADGPTAIRDVAS 355 
              R   G K +  I V  +K+       D+  TL       AV+A  A+G T I+D A  
Sbjct: 282 --ERTEGGEK-IADILVRTSKLHGTTIEGDIIPTLIDEIPVIAVMAAVAEGTTVIKDAAE 338 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            +VKET+R+  +   L  +GA V    D  II     L+ T+I T  DHR+AMAFS+AA  
Sbjct: 339 LKVKETDRIETVTDNLKAMGADVTPTDDGMIIHGGNPLHGTSIHTLLDHRIAMAFSIAAL 398 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
            AE    I D  C   ++P ++D     + 
Sbjct: 399 VAEGNTKILDSKCVDVSYPTFYDTFEALL 427 
 
 
>ref|YP_004024475.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           kronotskyensis 2002] 
 gb|ADQ46656.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           kronotskyensis 2002] 
          Length = 433 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 127/448 (28%), Positives = 213/448 (47%), Gaps = 41/448 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  V +P  KS+S+R +++ +L+ G T ++N L S+D    +   + LG  +E     
Sbjct: 9   RKINSNVIVPPDKSISHRSIMIGSLANGVTEIENFLFSDDCLATINCCKNLGTDIEIRN- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + +V G G  F +   K+   L   N+G   R L   ++     +  +L G   +++R 
Sbjct: 68  -DKIIVRGNG--FALSAPKQ--ILDCQNSGTTTRLLLGILSTQEFES--ILTGDSSLKKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + V L Q+GA+ +     D  P++V G   L   +  L    S+Q  SAL+ A+   
Sbjct: 121 PMKRVTVPLSQMGAEFEFLEKEDFLPIKVKGSKKLKPIEYTLPIP-SAQVKSALIFASLK 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   I+   K  S  + E+ L+          +  SW++   + ++      S      
Sbjct: 180 AEGKSVIKESPK--SRDHTELMLKHA------GANIKSWEKDGVYTVEILPSQISSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I  G +V +E C     +  +   +VL+ MGA++   +    V  
Sbjct: 232 IPSDISSAAFFIVLALICEGSSVVIENCILNPTRTGI--IDVLKQMGAEIKIED----VE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +L+ + V  N +P   D    LAV A FA+G T I   +  RVKE 
Sbjct: 286 NRNGELVGKIVARSSNLRGVKVEKNDIPRIIDEIPILAVAAAFAEGKTTIDHASELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA- 416 
           ++R+      L   GA    +E G +  II   EKL    +++Y DHR+AMA S+ ACA  
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Sbjct: 346 SDRIKTTVEMLKSFGAECYELENGLE--IIGSREKLKSAVVNSYKDHRIAMAASIMACAV 403 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           E   TI D  C   +FP+++D+L +  K 
Sbjct: 404 EGESTILDADCVSISFPNFYDILFSLTK 431 
 
 
>ref|YP_342240.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus oceani 
           ATCC 19707] 
 ref|ZP_05048972.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus oceani 
           AFC27] 
 sp|Q3JEN6.1|AROA_NITOC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABA56710.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus oceani 
           ATCC 19707] 
 gb|EDZ65848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrosococcus oceani 
           AFC27] 
          Length = 444 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 131/457 (28%), Positives = 219/457 (47%), Gaps = 52/457 (11%) 
 
Query: 9   LQPIKEIS---------------GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 53 
           +QPI+E+S               G +++PG KS+S+R ++L AL+EG T +   L  ED  
Sbjct: 1   MQPIEEVSQDTMAFVVAPGGALRGRLRVPGDKSISHRAIILGALAEGITQITGFLEGEDT 60 
 
Query: 54  HYMLGALRTLGLSVEADKAAKRAV--VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 111 
              L A R LG+S+E  +  +  +  V   G + P      E  L+LGN+G ++R L    
Sbjct: 61  LATLQAFRDLGVSIEGPEGGRVKIHGVSLQGLRAP------EKPLYLGNSGTSVRLLAGL 114 
 
Query: 112 VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 171 
              AG +   +L G   +  RP+  +   L ++GA ++       PP+ ++G   L G + 
Sbjct: 115 F--AGQSFDVILRGDESLSRRPMRRVCDPLARMGAFIET-TAQGTPPLHIHGGQSLYGIE 171 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
             +  + S+Q  S+LL+A   A G   +     +   P  + + R++  FG   E   +  
Sbjct: 172 YAMPMA-SAQVKSSLLLAGLYASGRTCV-----VEPAPTRDHSERMLAGFGYPVEREGA- 224 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEV 290 
            +  I+GG          +  D SSA++F+ GAAI  G+ + +E  G    +      ++ 
Sbjct: 225 -KVCIQGGGTLHG-TVVEIPADISSAAFFMVGAAIGKGSDILLEHVGINPTR--TGIIDI 280 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALF---- 343 
           L  MGA++   ET V V G   EP     ++A  ++   +P+  + LA+    ALF     
Sbjct: 281 LRRMGAEIEIRETGV-VGG---EPVAAIRVRASRLHGINIPEDLVPLAIDEFPALFIAAA 336 
 
Query: 344 -ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            A+G T +      RVKE++R+  +   L  LG S +   D  II   E L    + ++  
Sbjct: 337 CAEGETVLAGAGELRVKESDRIQVMADGLQALGISAQPTADGIIIQGGE-LQGGEVHSHG 395 
 
Query: 403 DHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDV 438 
           DHR AMAF++A+  A+ P+ IRD      +FP + ++ 
Sbjct: 396 DHRCAMAFAMASLVAKGPIIIRDCANVATSFPGFLEL 432 
 
 
>ref|YP_444812.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinibacter ruber 
           DSM 13855] 
 ref|YP_003570723.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinibacter ruber 
           M8] 
 sp|Q2S4R9.1|AROA_SALRD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABC44832.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinibacter ruber 
           DSM 13855] 
 emb|CBH23771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salinibacter ruber 
           M8] 
          Length = 430 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 136/442 (30%), Positives = 208/442 (47%), Gaps = 43/442 (9%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV LP  KS+S+R  LL+AL  G + V N  +S D    L  +RTLG  +EA +  + 
Sbjct: 11  LRGTVSLPADKSISHRSALLSALGTGRSRVYNFPDSADPQSTLDCVRTLG--IEAGRNDE 68 
 
Query: 75  RAVVV---GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             + +   G GG  P  +      L  GN+G  MR L+  +  AG     VL G   +++ 
Sbjct: 69  GVLAIHGRGLGGLHPPSEP-----LDCGNSGTTMRLLSGMM--AGQEFGSVLTGDESLQQ 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +   L+ +GA +D   G     +R     GL   + +L  + S+Q  S +L+A   
Sbjct: 122 RPMERIADPLQAMGARIDLRSGHAPIRIRPQRSDGLRPLEYRLPVA-SAQVKSCVLLAGL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-V 250 
            A G   +     + + P  + T R++   G++ +         ++  + +  P   + V 
Sbjct: 181 YASGRTVV-----IETTPSRDHTERML---GLEVQEVGGERHIIVE--EDHTVPAVDWSV 230 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD S A++FL AG  +    + ++  G    +      +VL+ MGA +T     V  +  
Sbjct: 231 PGDFSGAAFFLVAGTLVPDSELHLDDVGLNPSR--TALLDVLDGMGADITVENERVQGS- 287 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              EP G        L  ID+    +P   D    +AV A  A+G T IRD    RVKET 
Sbjct: 288 ---EPVGDITVRSASLSGIDIGGRLIPNLIDEIPVIAVAAACAEGRTEIRDAEELRVKET 344 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           +R+ A+   L  LGA V+E  D  II    P  L   A+ ++DDHR+AMA  +A   A   
Sbjct: 345 DRLHAMAQNLEALGAKVQEREDGLIIDGNGPNLLG-AAVTSHDDHRIAMAMGVAGLVAHG 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
             TI D  C R +FP ++D LS 
Sbjct: 404 TTTISDAECARVSFPGFWDELS 425 
 
 
>ref|NP_779554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Temecula1] 
 sp|Q87BU2.1|AROA_XYLFT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAO29203.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Temecula1] 
          Length = 454 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 131/432 (30%), Positives = 205/432 (47%), Gaps = 35/432 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++ AAL++GT+ +D  L +ED       L  LG+ +E     + 
Sbjct: 29  LHGVLSIPGDKSISHRAVMFAALADGTSRIDGFLEAEDTRSTAAILARLGVRIETPSFTQ 88 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G         ++ L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 89  RIVHGVGVDGL-----QASDIALDCGNAGTGMRLLAGLLVAQPFDS--VLVGDASLSKRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+R+ G G L  G   +S   S+Q  SA+L+A   A 
Sbjct: 142 MRRVTDPLSQMGARIDTS-DDGTPPLRIYG-GQLLRGIDFISPVASAQIKSAVLLAGLYA 199 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +  +         P  + T R++  FGV  + S    R  ++GGQ+  +  N  +  D 
Sbjct: 200 RNETVVREPH-----PTRDYTERMLTAFGVDIDVSTGCVR--LRGGQRLCA-TNITIPAD 251 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L A + I G  +T+   G    +  +    VL +MGA +   E++    G    
Sbjct: 252 FSSAAFYLVAASVIPGSDITLRAVGLNPRR--IGLLTVLRLMGADI--VESNRHEQGG-- 305 
 
Query: 313 EPFGRKHLKAIDVNMNKMP--------DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP     ++   +   ++P        D    L V A  A+G T +   A  RVKE++R+ 
Sbjct: 306 EPVADLRVRYASLQGTRVPEDLVPDMIDEFPALFVAAAAAEGQTVVSGAAELRVKESDRL 365 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIR 423 
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            A+ T L  LG  V+E  D   I     +    I+++ DHR+AMAFS+A    V  V I  
Sbjct: 366 AAMVTGLRVLGVQVDETADGATIH-GGPIGHGTINSHGDHRIAMAFSIAGQLSVSTVRIE 424 
 
Query: 424 DPGCTRKTFPDY 435 
           D      +FPDY 
Sbjct: 425 DVANVATSFPDY 436 
 
 
>ref|ZP_04173803.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1273] 
 ref|ZP_04179595.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1272] 
 gb|EEL88709.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1272] 
 gb|EEL94510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH1273] 
          Length = 424 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 120/442 (27%), Positives = 211/442 (47%), Gaps = 41/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++EGTT V N L  ED    +   + LG+ +E    +  
Sbjct: 10  LNGKIVVPGDKSISHRSVMFGAIAEGTTKVSNFLLGEDCLSTIACFQKLGVKIEQ---SG 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G   +++ KE   L +GN+G  +R +   +      +T + D    +  RP+ 
Sbjct: 67  NDVKIYGKGLHNLQEPKE--VLDVGNSGTTIRLMLGILANTPFQSTIIGD--TSIGNRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAA 190 
             +   L  + A +D        P+ + G      GKVK     S   S+Q  SA+L+A  
Sbjct: 123 KRVTEPLSMMNAQIDGRENGQYTPLSIRG------GKVKGMHYHSPVASAQVKSAVLLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G+    + + + S  + E   R++  FG   + ++      ++GGQ+ K   +  V 
Sbjct: 177 --LQGEGVTTVTEPMQSRDHTE---RMLRAFGCTVDVNERT--VSLQGGQQLKGA-DIEV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    + +E  G    +  +   +VL  MGA ++       +   
Sbjct: 229 PGDVSSAAFFLVAGAIVQNSKLVLENVGLNPTRTGI--LDVLTKMGALISID----NMRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
              EP G        LK I++  + +P +   + V+AL A   +G T I+D    +VKET 
Sbjct: 283 EEFEPCGDITIETSKLKGIEIGGSLIPRLIDEIPVIALLATQAEGITVIKDAEELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
            R+  +  EL KLGA +E  PD  II   + L    ++++ DHR+ M  ++A+C  +  V 
Sbjct: 343 NRIDTVVDELGKLGAKIEATPDGMIIYGKQNLKGNTVNSHGDHRIGMMLAIASCIIDGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I +      ++P++F+ L+   
Sbjct: 403 KIENSDAVAVSYPNFFEQLAAL 424 
 
 
>ref|ZP_00366200.1| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus 
           pyogenes M49 591] 
 ref|YP_002286064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes NZ131] 
 sp|B5XM07.1|AROA_STRPZ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACI61369.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes NZ131] 
          Length = 427 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 213/435 (48%), Gaps = 39/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 10  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 67 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G +      +    L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 68  QLVIEGQGFQGLTAPCQT---LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 123 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 182 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 234 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 291 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V       + R  LK   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 292 VV------YSR--LKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 343 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 344 IQVVTDTLNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 403 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           +        ++P +F 
Sbjct: 404 LDKEEAIMTSYPTFF 418 
 
 
>ref|ZP_01471841.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           RS9916] 
 gb|EAU73555.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. 
           RS9916] 
          Length = 417 
 
 Score =  132 bits (331), Expect = 1e-28,   Method: Compositional matrix adjust. 
 Identities = 134/437 (30%), Positives = 206/437 (47%), Gaps = 37/437 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PG KS+S+R LL  A++EGTT ++ LL +ED       LR +G ++   +  K   V G 
Sbjct: 1   MPGDKSISHRALLFGAIAEGTTTIEGLLPAEDPISTAACLRAMGTTISPIEDGKLITVEG 60 
 
Query: 81  CGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
            G    ++  +E  ++   GN+G  MR +   +    G   +VL G   +R RP+  +   
Sbjct: 61  VG----LDGLQEPGEVLDCGNSGTTMRLMLGLLAGRNGR-HFVLSGDASLRRRPMQRVGQ 115 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSALLMAAPLA 193 
            L  +GADV    G +  P+ V G         KL G++      S+Q  SALL+AA  A 
Sbjct: 116 PLALMGADVRGRNGGNLAPLAVQG--------RKLRGAVVGTPVASAQVKSALLLAALTA 167 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNAYVEG 252 
             D    +I+   S  + E   R+++ FG   +      R   +K G      ++  V G 
Sbjct: 168 --DGPTTVIEPAHSRDHSE---RMLKAFGADLDVGGEMGRHVSVKPGASLTG-QHVVVPG 221 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L AGA + G  +T+E  G    +  V   EVLE MGA++        V G P 
Sbjct: 222 DISSAAFWLVAGALVPGADLTIENVGLNPTRTGV--LEVLEQMGARIEVLNRR-DVAGEP 278 
 
Query: 312 REPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                  H  LK  +     MP   D    L+V A F +G + I      RVKET+R+   
Sbjct: 279 VGDLRVTHGPLKPFNFGEEVMPRLVDEVPILSVAACFCEGESRITGAEELRVKETDRLAV 338 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDP 425 
           +  +L  +GA +EE PD   I     L    +D+  DHR+AM+ ++AA  AE   T+    
Sbjct: 339 MARQLKAMGADIEEHPDGLTIRGGRPLKGAVLDSETDHRVAMSLAIAAMMAEGDSTLARS 398 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
                ++P ++D L+   
Sbjct: 399 EAAAVSYPTFWDDLTRL 415 
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>gb|ADI33303.1| 5-enolpyruvylshikimate 3-phosphate synthase [Pseudomonas 
           fluorescens] 
          Length = 444 
 
 Score =  132 bits (331), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 215/441 (48%), Gaps = 41/441 (9%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P   +SG++++PG KS+S+R ++L +L+ G T V+  L  ED    L A R +G+ +E  
Sbjct: 15  EPGGRLSGSIRVPGDKSISHRSIMLGSLAGGVTEVEGFLEGEDALATLQAFRDMGVVIEG 74 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         ++LGN+G +MR L+  + A   ++  VL G    
Sbjct: 75  PHHGRVTIHGVGLHGLKPAPG-----PIYLGNSGTSMRLLSGLLAAQSFDS--VLTGDAF 127 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S LL 
Sbjct: 128 LSKRPMSRVARPLREMGAVIET--GPEGRPPLTIRGGQSLKGLAYAMPMA-SAQVKSCLL 184 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G   +         P  + T R++  FG  V  E + +     ++ G    +  
Sbjct: 185 LAGLYAEGKTAVT-----EPAPTRDHTERMLRGFGYPVAVEGATAS----VESGHALTA- 234 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SS+++FL  A+I  G+ + +E  G    +  V   ++L +MGA +T  E   
Sbjct: 235 AHIEVPGDISSSAFFLVAASIAEGSELLLEHVGVNPTRTGV--IDILRLMGADITL-ENQ 291 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASW 356 
             V G   EP     ++A+ +   ++P+  + LA        V A  A+G T +R  +   
Sbjct: 292 REVGG---EPVADLRVRAVALKGIEIPEALVPLAIDEFPVLFVAAACAEGRTVLRGASEL 348 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+  +   L  LG   E  PD  II     +    +  + DHR+AMAFS+A+   
Sbjct: 349 RVKESDRIQVMADGLLALGVKCEPTPDGIIIE-GGPMGGGEVHAHGDHRIAMAFSVASLR 407 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYF 436 
           A  P+ IRD      +FP++  
Sbjct: 408 AAAPIRIRDCANVATSFPNFL 428 
 
 
>ref|ZP_06306238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Raphidiopsis brookii 
           D9] 
 gb|EFA71683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Raphidiopsis brookii 
           D9] 
          Length = 454 
 
 Score =  132 bits (331), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 204/437 (46%), Gaps = 33/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R L+L A++EG T +  LL  ED        R+LG  + +D   + 
Sbjct: 29  LQGRIQVPGDKSISHRALMLGAIAEGETEIQGLLLGEDPRSTASCFRSLGAEI-SDLNTQ 87 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G G F     +E V  L  GN+G  +R L   + A+     + + G   +R R 
Sbjct: 88  LVRVQGIGLGNF-----QEPVDVLNAGNSGTTIR-LMLGLLASHPGIFFAVTGDDSLRSR 141 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L+Q+ A +    G    P+ + G    P   +     I+S  + + ++ A L 
Sbjct: 142 PMSRVVKPLQQMSAQIWGRKGNTLAPLAIQGQSLKP---IHYHSPIASAQVKSCILLAGL 198 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              + +  + +  +S  + E   R+++ FG         +   I G  K    K   V G 
Sbjct: 199 NT-EGKTTVTEPALSRDHSE---RMLKAFGADLTIDPGSNSVTITGNAKLYGQK-VIVPG 253 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L AG+ + G  + VE  G    +  +   E L +MGA +   E    V G   
Sbjct: 254 DISSAAFWLVAGSIVPGSDLVVENVGVNPTRTGI--LEALTVMGANIQL-ENQREVAG-- 308 
 
Query: 312 REPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
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            EP    H+++  +         + ++ D    L+V A FA G T IRD A  RVKE++R 
Sbjct: 309 -EPVADLHVRSSQLQSCTIAGDIIPRLIDEIPILSVAASFAKGTTIIRDAAELRVKESDR 367 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTI 422 
           +  +  +L K+GA V E  D   IT    L  T +D+Y DHR+ M+ ++AA   +   TI 
Sbjct: 368 ITVMAQQLNKMGARVTELADGMEITGGASLVGTQVDSYADHRIGMSLAIAALNAIGTTTI 427 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
                   ++P++   L 
Sbjct: 428 HRAEAAAISYPNFTSTL 444 
 
 
>ref|YP_001830126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           M23] 
 gb|ACB92852.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           M23] 
 gb|ADN62199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           subsp. fastidiosa GB514] 
          Length = 442 
 
 Score =  132 bits (331), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 131/432 (30%), Positives = 205/432 (47%), Gaps = 35/432 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++ AAL++GT+ +D  L +ED       L  LG+ +E     + 
Sbjct: 17  LHGVLSIPGDKSISHRAVMFAALADGTSRIDGFLEAEDTRSTAAILARLGVRIETPSFTQ 76 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G         ++ L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 77  RIVHGVGVDGL-----QASDIALDCGNAGTGMRLLAGLLVAQPFDS--VLVGDASLSKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+R+ G G L  G   +S   S+Q  SA+L+A   A 
Sbjct: 130 MRRVTDPLSQMGARIDTS-DDGTPPLRIYG-GQLLRGIDFISPVASAQIKSAVLLAGLYA 187 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +  +         P  + T R++  FGV  + S    R  ++GGQ+  +  N  +  D 
Sbjct: 188 RNETVVREPH-----PTRDYTERMLTAFGVDIDVSTGCVR--LRGGQRLCA-TNITIPAD 239 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L A + I G  +T+   G    +  +    VL +MGA +   E++    G    
Sbjct: 240 FSSAAFYLVAASVIPGSDITLRAVGLNPRR--IGLLTVLRLMGADI--VESNRHEQGG-- 293 
 
Query: 313 EPFGRKHLKAIDVNMNKMP--------DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP     ++   +   ++P        D    L V A  A+G T +   A  RVKE++R+ 
Sbjct: 294 EPVADLRVRYASLQGTRVPEDLVPDMIDEFPALFVAAAAAEGQTVVSGAAELRVKESDRL 353 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIR 423 
            A+ T L  LG  V+E  D   I     +    I+++ DHR+AMAFS+A    V  V I  
Sbjct: 354 AAMVTGLRVLGVQVDETADGATIH-GGPIGHGTINSHGDHRIAMAFSIAGQLSVSTVRIE 412 
 
Query: 424 DPGCTRKTFPDY 435 
           D      +FPDY 
Sbjct: 413 DVANVATSFPDY 424 
 
 
>ref|YP_163531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zymomonas mobilis 
           subsp. mobilis ZM4] 
 sp|Q5NLJ0.1|AROA_ZYMMO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAV90420.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zymomonas mobilis 
           subsp. mobilis ZM4] 
          Length = 453 
 
 Score =  132 bits (331), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 131/439 (29%), Positives = 215/439 (48%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-KAA 73 
           +SG V +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+R++G  +  D K   
Sbjct: 18  LSGKVHVPGDKSISHRALMLSALAVGESFVEGLLEGEDVLATAEAMRSMGADIRKDEKGC 77 
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Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG G     ++A     L +GN+G + R L   V +    AT++ D    + +RP 
Sbjct: 78  WHIHGVGVGSLLQPQNA-----LDMGNSGTSTRLLMGVVASHPITATFIGDA--SLSKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L  +GA      G    P+ V G+   P   ++    + S+Q  SA+L+A    
Sbjct: 131 MGRISTPLSLMGARFSAAEGNRL-PMTVTGL--YPAIPIEYRLPVASAQVKSAILLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLIS-IPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G      I ++I  +P  + + R+++ +G  +  E +D      I G  + K P++   
Sbjct: 188 TPG------ITRVIEPVPTRDHSERMLKGYGANLSVEENDGVRIISIHGEAELK-PQHII 240 
 
Query: 250 VEGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++  +AG  + G  + VE  G    +  +    +L+ MG ++ +      V  
Sbjct: 241 VPGDPSSAAFLVVAGLIVPGSDLIVENVGLNPTRSGLY--TMLKAMGGQIEYLNPR-EVG 297 
 
Query: 309 GPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      K  HLKAIDV  + +P   D    L + A  A+G + ++ +A  RVKE++R 
Sbjct: 298 GEPVADLSVKYSHLKAIDVPPSIVPSMIDEFPILFIAAAMAEGKSTLQGLAELRVKESDR 357 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPP------EKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           +  +   L  LG S+EE  D  II         +K  + +I  + DHR+AM+F++A   + 
Sbjct: 358 IAVMAEGLKALGVSLEEKEDGLIIEGSAGEGLGQKGKMVSIAAHLDHRIAMSFAVAGLVS 417 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
           E  VTI D      +FP + 
Sbjct: 418 EGGVTIDDRRPIMTSFPVF 436 
 
 
>ref|ZP_06065709.1| conserved hypothetical protein [Acinetobacter junii SH205] 
 gb|EEY93540.1| conserved hypothetical protein [Acinetobacter junii SH205] 
          Length = 749 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 208/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K  +G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KTFTGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  ++A   ++  V+ G   +  
Sbjct: 374 GEVTIHGVGMQGLKAPAG------ALYMGNSGTSMRLLSGMLSAQKFDS--VMTGDASLS 425 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV + G   L G    L  + S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSITGSQVLKGIDYDLPMA-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E     ++  + GG K     +  
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYDVKTE----GNKISLVGGGKLVG-TDI 534 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT G  V +E  G    +  V   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITEGADVVLEAVGINPTRTGV--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L + A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIKGSRTLKGIHMPEDQVPLAIDEFPALFIAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK-------LNVTAIDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K        N   I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKIMGIDCTPTEDGIIIEGKGKSGDWSAIFNGGEIESHHDHRIAMSFSIAG 711 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYFDV 438 
                 +TI        +FP + ++ 
Sbjct: 712 LRTAGAITIHGTETVATSFPTFTEL 736 
 
 
>ref|ZP_07635012.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcaceae 
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           bacterium D16] 
          Length = 394 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 117/425 (27%), Positives = 191/425 (44%), Gaps = 57/425 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V  P SKS ++R +L   L++G   + NL  S+D+             V A K+ + 
Sbjct: 10  LKGAVTPPSSKSQTHRAVLALMLAQGEGKLSNLAVSQDIQATQDC-------VAALKSGQ 62 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A   G     P+ D         G +G  +R L     A  G   +   G  R+ ERP  
Sbjct: 63  PAQADG----LPLLDC--------GESGSTLRFLIPVALAVRGGGHFT--GRGRLMERPQ 108 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G  +   ++ G         +   + V   G L  G   L G++SSQ+++ LL A PL   
Sbjct: 109 GPYIRLFEEKG----ILWNQEGACLTV--AGQLEPGAYALPGNVSSQFITGLLYALPLLP 162 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           GD  I +   L S  YV+MTL ++ RF +K E  +  D F + G Q Y++ ++  +E D  
Sbjct: 163 GDSRIVLTTPLESRGYVDMTLDMLRRFDIKVEEQE--DGFLVPGNQTYQA-RDLTLEADW 219 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S A+++ A A   G  V ++G    S+QGD +   +   +                     
Sbjct: 220 SGAAFWYA-ANFLGAQVDIQGLNPDSVQGDRQIGTLYWKLARPGN--------------- 263 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                   +D+++++ PD+A  LAV+A    G T   +    R+KE++R+  I   L  L 
Sbjct: 264 --------VDIDLSQCPDLAPPLAVMAAVRKGTTRFVNAGRLRIKESDRLETIARTLNAL 315 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRM--AMAFSLAACAEVPVTIRDPGCTRKTF 432 
           GA  + G D   +   + L    +D  +DHR+    A +  AC E PVTI+   C +K++ 
Sbjct: 316 GAKAQVGEDTLTLEGVDHLKGGTVDGCNDHRIAMMAAVAAVACKE-PVTIQGAECVKKSY 374 
 
Query: 433 PDYFD 437 
           P +++ 
Sbjct: 375 PRFWE 379 
 
 
>ref|YP_003072939.1| response regulator receiver domain protein [Teredinibacter turnerae 
           T7901] 
 gb|ACR12686.1| response regulator receiver domain protein [Teredinibacter turnerae 
           T7901] 
          Length = 742 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 126/439 (28%), Positives = 218/439 (49%), Gaps = 29/439 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   ++GT+++PG KS+S+R ++L +L+EG T ++  L  ED    L A R +G+ +E   
Sbjct: 315 PGGSVTGTIRVPGDKSISHRSIMLGSLAEGVTRIEGFLEGEDALATLQAFRDMGVVIEGP 374 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +    AV V   G   ++  +    L++GN+G +MR L+  +  AG + T  L G   +  
Sbjct: 375 ENG--AVTVHGVGLHGLK--QPSGPLYVGNSGTSMRLLSGIL--AGQSFTSELTGDESLS 428 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           +RP+  +   L+++GA V+   G +  PPVRV+G   L      +  + S+Q  S +L+A 
Sbjct: 429 KRPMNRVANPLREMGATVET--GEEGRPPVRVSGGSALHAIDYVMPMA-SAQVKSCVLLA 485 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G+ ++         P  + T R++  FG +   + S     ++ G K  +  +   
Sbjct: 486 GLYADGETKVT-----EPAPTRDHTERMLRGFGYQVNRNGST--ISLRSGGKLTA-ADID 537 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  AAI  G+ +T+   G    +  +    +L  MGA +T  +    V  
Sbjct: 538 IPADISSATFFMVAAAIAPGSDITLTHVGINPTR--IGVINILREMGANLTL-QNEREVG 594 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      ++  LK I +  +++P   D    L V A  A+G T +      RVKET+R 
Sbjct: 595 GEPVADIRVQYAPLKGIAIPEDQVPLAIDEFPALLVAAACAEGETVLTGAEELRVKETDR 654 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           + A+   L  LG      PD  I      L   A++++ DHR+AM+F++AA  A  P+T+ 
Sbjct: 655 IQAMADGLQALGIECSPTPD-GIRVIGGTLTGGAVESFHDHRIAMSFTVAALRASGPITV 713 
 
Query: 423 RDPGCTRKTFPDYFDVLST 441 
            +      +FP++  +  T 
Sbjct: 714 NNCANVTTSFPNFVALAKT 732 
 
 
>ref|ZP_04669728.1| conserved hypothetical protein [Clostridiales bacterium 1_7_47_FAA] 
 gb|EEQ56709.1| conserved hypothetical protein [Clostridiales bacterium 1_7_47FAA] 
          Length = 425 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 115/438 (26%), Positives = 204/438 (46%), Gaps = 29/438 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  ++++GTT + N L   D    +   + +G+ +E ++    
Sbjct: 9   LHGEITVPGDKSISHRAVMFGSIAKGTTEIHNFLQGADCLSTIACFQKMGIDIENNR--D 66 
 
Query: 75  RAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           R +V G G  G    +D      L  GN+G   R ++  + A   + T  L G   +R+R 
Sbjct: 67  RVIVRGNGLRGLRRPQDV-----LDCGNSGTTTRLISGILCAQEFDVT--LTGDESIRKR 119 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L  +GAD+    G  C P+ + G    P   +  +  ++S  + + ++ A L 
Sbjct: 120 PMKRIMEPLSLMGADITSMNGNGCAPLLIKG---RPLKGIHYTSKVASAQVKSAILLAGL 176 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G     + +  +S  + E+ L L   FG  A+   S     I+  ++    +   V G 
Sbjct: 177 YAGS-PTSVTEPYVSRNHSEIMLDL---FG--ADIKASGTTCTIQPARELHGAQ-VMVPG 229 
 
Query: 253 DASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+YF+A G  + G  + +   G    +  +    V + MGA +     +     P  
Sbjct: 230 DISSAAYFIAAGLMVPGSQLLIRNVGINPTRDGI--IRVCQDMGADLELLNVTSGAGEPT 287 
 
Query: 312 REPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            +   R   L   ++    +P   D    +A +A  A+G T IRD A  +VKE+ R+  + 
Sbjct: 288 ADILVRSSSLHGTEIKGAIIPTLIDELPMIAAMACMAEGDTVIRDAAELKVKESNRIAVM 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
              L  +GA V E  D  II   + L+  +ID+  DHR+AM F++ A CA+    I+D   
Sbjct: 348 VENLKAMGAHVAETEDGMIIHGKKPLHGASIDSRKDHRIAMTFAVTALCADGVTDIKDAD 407 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           C   ++P ++  L   +K 
Sbjct: 408 CVNISYPGFYHDLEQLMK 425 
 
 
>ref|YP_003992921.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           hydrothermalis 108] 
 gb|ADQ07552.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           hydrothermalis 108] 
          Length = 433 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 124/446 (27%), Positives = 212/446 (47%), Gaps = 37/446 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  V +P  KS+S+R +++ +L++G T ++N L S+D    +   + LG  +E     
Sbjct: 9   RKINSNVIVPPDKSISHRSIMIGSLAKGVTEIENFLFSDDCLATINCFKNLGTDIE---- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   ++  G  F +   K+   L   N+G   R L   ++     +  +L G   +++R 
Sbjct: 65  IRNDKIIVKGNGFALSAPKQ--ILDCQNSGTTTRLLLGILSTQEFES--ILTGDSSLQKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + V L Q+GA+ +     D  P++V G   L   +  L    S+Q  SAL+ A+   
Sbjct: 121 PMKRVTVPLSQMGAEFEFLEKEDFLPIKVKGSKVLKPIEYTLPIP-SAQVKSALIFASLR 179 
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Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   ++   K  S  + E+ L+          +  SW+    + ++      S      
Sbjct: 180 AEGKSILKESPK--SRDHTELMLKHA------GANIKSWEEDGVYTVEILPSQLSSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I  G +V +E C     +  +   +VL+ MGA ++  +    V  
Sbjct: 232 IPSDISSAAFFIVLALICEGSSVVIENCILNPTRTGI--IDVLKQMGADISIED----VE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +LK + VN + +P   D    LAV A FA+G T I + +  RVKE 
Sbjct: 286 NRNGELVGKIVARSSNLKGVTVNKDDIPRIIDEIPILAVAAAFAEGKTTIDNASELRVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EV 418 
           ++R+      L   GA   E  D   II   E+L    +++Y DHR+AMA S+ ACA E  
Sbjct: 346 SDRIKTTAQMLKSFGADCYELEDGLKIIGSRERLKSAIVNSYKDHRIAMAASIMACAVEG 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             TI D  C   +FP+++D+L +  K 
Sbjct: 406 ESTILDAECASISFPNFYDILFSSTK 431 
 
 
>ref|ZP_01861759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. SG-1] 
 gb|EDL63187.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. SG-1] 
          Length = 429 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 128/440 (29%), Positives = 211/440 (47%), Gaps = 33/440 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G + +PG KS+S+R ++  A++ GTTV+ N L ++D    +   R +G  VE  +  
Sbjct: 12  KGLRGQITVPGDKSISHRSIMFGAVANGTTVIHNFLRADDCLSTMACFRKMG--VEIKEE 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               +V G G      D+ +E +  L  GN+G   R ++  ++  G     V+ G   +  
Sbjct: 70  GSTVIVHGKGW-----DSLQEPESILDVGNSGTTARLMSGILS--GRPFHSVIVGDESIA 122 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L   GAD+D        P+ + G G L      L+ + S+Q  SA++ AA 
Sbjct: 123 KRPMKRVTGPLSLFGADIDGRKNGQYTPLAIRG-GELSAVDYNLTVA-SAQVKSAVIFAA 180 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   I  I + +S      T  ++ +FG   E +   +   +KGGQ +   +   V 
Sbjct: 181 LQAEG---ISTITEPVSTR--NHTETMIGKFG--GEITSENNVIKVKGGQDFHGTE-VQV 232 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SS ++FLA AAI     + + G G    +  +   +VLE MGAK+T  E   +    
Sbjct: 233 PADISSGAFFLAAAAIVPDSKLVLPGLGLNPTRTGI--IKVLEEMGAKIT-VEMEDSHDF 289 
 
Query: 310 PPREPFG--RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
            PR         LK ID+  + +P +   + V+AL A   +G T IRD    +VKET R+ 
Sbjct: 290 EPRGTVTVETSSLKGIDIGGDIIPSLIDEIPVIALLATQAEGRTVIRDAEELKVKETNRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
            A+ ++L  LGA +E   D  II     L    +D+  DHR+ M  ++AA  C E  V + 
Sbjct: 350 DAVVSQLKILGADIESTEDGMIINGKTSLRGGTVDSLGDHRIGMTLAIAALLCNE-DVEL 408 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
           ++      ++P ++  L++  
Sbjct: 409 KNAEAVNISYPSFYSDLASL 428 
 
 
>ref|ZP_06307553.1| hypothetical protein CRC_01037 [Cylindrospermopsis raciborskii 
           CS-505] 
 gb|EFA70401.1| hypothetical protein CRC_01037 [Cylindrospermopsis raciborskii 
           CS-505] 
          Length = 454 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 123/437 (28%), Positives = 204/437 (46%), Gaps = 33/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           + G +++PG KS+S+R L+L A++EG T +  LL  ED        R+LG  + +D   + 
Sbjct: 29  LQGRIQVPGDKSISHRALMLGAIAEGETEIQGLLLGEDPRSTASCFRSLGAEI-SDLNTQ 87 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G G F     +E +  L  GN+G  +R L   + A+     + + G   +R R 
Sbjct: 88  LVRVKGIGLGNF-----QEPLDVLNAGNSGTTIR-LMLGLLASHPGRFFAVTGDDSLRSR 141 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L+Q+ A +    G    P+ + G    P   +     I+S  + + ++ A L 
Sbjct: 142 PMSRVVKPLQQMSAQIWGREGNTLAPLAIQGQSLKP---IHYHSPIASAQVKSCILLAGL 198 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              + +  + +  +S  + E   R+++ FG         +   I G  K    K   V G 
Sbjct: 199 NT-EGKTTVTEPALSRDHSE---RMLKAFGADLTIDPGSNSVTITGNAKLYGQK-VIVPG 253 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L AG+ + G  + VE  G    +  +   E L +MGA +   E    V G   
Sbjct: 254 DISSAAFWLVAGSIVPGSDLVVENVGVNPTRTGI--LEALTIMGANIQL-ENQREVAG-- 308 
 
Query: 312 REPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            EP    H+++  +         + ++ D    L+V A FA G T IRD A  RVKE++R 
Sbjct: 309 -EPVADLHVRSSQLQSCTIAGDIIPRLIDEIPILSVAATFAKGTTIIRDAAELRVKESDR 367 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTI 422 
           +  +  +L K+GA V E  D   IT    L  T +D+Y DHR+ M+ ++AA   +   TI 
Sbjct: 368 ITVMAQQLNKMGARVTELADGMEITGGTTLVGTEVDSYTDHRIGMSLAIAALNAIGTTTI 427 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
                   ++P++   L 
Sbjct: 428 HRAEAAAISYPNFTSTL 444 
 
 
>ref|ZP_01766625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 305] 
 gb|EBA49195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 305] 
          Length = 451 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 120/429 (27%), Positives = 191/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++  A  
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSEGDA- 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 79  -TVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGTSIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
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Sbjct: 420 VGQTYPDYF 428 
 
 
>gb|AAM16074.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16080.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16084.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16085.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 61 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 60/61 (98%), Positives = 60/61 (98%) 
 
Query: 385 CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV IRDPGCTRKTFPDYFDVLSTFVK 
Sbjct: 1   CIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVAIRDPGCTRKTFPDYFDVLSTFVK 60 
 
Query: 445 N 445 
           N 
Sbjct: 61  N 61 
 
 
>ref|ZP_00652443.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Dixon] 
 ref|ZP_00680509.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Ann-1] 
 ref|YP_001776041.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           M12] 
 gb|EAO12803.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Dixon] 
 gb|EAO33917.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           Ann-1] 
 gb|ACA12411.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           M12] 
          Length = 442 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 131/429 (30%), Positives = 205/429 (47%), Gaps = 29/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++ AAL++GT+ +D  L +ED       L  LG+ +E     + 
Sbjct: 17  LHGVLSIPGDKSISHRAVMFAALADGTSRIDGFLEAEDTRSTAAILARLGVRIETPSFTQ 76 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G         ++ L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 77  RIVHGVGVDGL-----QASDIALDCGNAGTGMRLLAGLLVAQPFDS--VLVGDASLSKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+R+ G G L  G   +S   S+Q  SA+L+A   A 
Sbjct: 130 MRRVTDPLSQMGARIDTS-DDGTPPLRIYG-GQLLRGIDFISPLASAQIKSAVLLAGLYA 187 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +  +         P  + T R++  FGV  + S    R  ++GGQ+  +  N  +  D 
Sbjct: 188 RNETVVREPH-----PTRDYTERMLTAFGVDIDVSTGCAR--LRGGQRLCA-TNITIPAD 239 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L A + I G  +T+   G    +  +    VL +MGA +  +       G P  
Sbjct: 240 FSSAAFYLVAASVIPGSDITLRAVGLNPRR--IGLLTVLRLMGADIVESNRH-EQGGEPV 296 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   V  + +PD+      L V A  A+G T +   A  RVKE++R+ A+ 
Sbjct: 297 ADLRVRYAPLQGTRVPEDLVPDMIDEFPALFVAAAAAEGQTVVSGAAELRVKESDRLAAM 356 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIRDPG 426 
            T L  LG  V+E  D   I     +    I+++ DHR+AMAFS+A    V  V I D   
Sbjct: 357 VTGLRVLGVQVDEIADGATIH-GGPIGHGTINSHGDHRIAMAFSIAGQLSVSTVRIEDVA 415 
 
Query: 427 CTRKTFPDY 435 
               +FPDY 
Sbjct: 416 NVATSFPDY 424 
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>ref|NP_242533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus halodurans 
           C-125] 
 sp|Q9KCA6.1|AROA1_BACHD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase 1; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase 1; Short=EPSP synthase 1; Short=EPSPS 1 
 dbj|BAB05386.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Bacillus halodurans 
           C-125] 
          Length = 431 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 132/439 (30%), Positives = 210/439 (47%), Gaps = 26/439 (5%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V+   K + GT+K+PG KS+S+R ++  AL++GTT V+  L   D    +   + LG+S+ 
Sbjct: 6   VIPHAKGLKGTIKVPGDKSISHRAVMFGALAKGTTTVEGFLPGADCLSTISCFQKLGVSI 65 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E  +A +R  V G G     E +     L +GN+G   R +   ++    ++  + D    
Sbjct: 66  E--QAEERVTVKGKGWDGLREPSD---ILDVGNSGTTTRLILGILSTLPFHSVIIGD--E 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+  +   LK +GA +D     +  P+ + G G L G     S   S+Q  SA+L 
Sbjct: 119 SIGKRPMKRVTEPLKSMGAQIDGRDHGNLTPLSIRG-GQLKGIDFH-SPVASAQMKSAIL 176 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +    K       + T R++E FGV  E  D      I+GGQ   + ++ 
Sbjct: 177 LAGLRAEGKTSVTEPAK-----TRDHTERMLEAFGVNIE-KDGL-TVSIEGGQML-TGQH 228 
 
Query: 248 AYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FL AGA +    +T+   G    +  +   EVL+ MGA +      V  
Sbjct: 229 VVVPGDISSAAFFLVAGAMVPHSRITLTNVGINPTRAGI--LEVLKQMGATLAMENERVQ 286 
 
Query: 307 VTGPPRE-PFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              P  +       L+ +++  + +P   D    +AV+A  A G T I+D    +VKET  
Sbjct: 287 GGEPVADLTIETSVLQGVEIGGDIIPRLIDEIPIIAVLATQASGRTVIKDAEELKVKETN 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMA-MAFSLAACAEVPV 420 
           R+  + +ELTKLGAS+    D  II  P  L     + ++ DHR+       A  AE PV 
Sbjct: 347 RIDTVVSELTKLGASIHATDDGMIIEGPTPLKGGVTVSSHGDHRIGMAMAIAALLAEKPV 406 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
           T+        ++P +FD L 
Sbjct: 407 TVEGTEAIAVSYPSFFDHL 425 
 
 
>ref|YP_102068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           ATCC 23344] 
 ref|ZP_00440254.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           GB8 horse 4] 
 ref|YP_994007.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           SAVP1] 
 ref|YP_001028329.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           NCTC 10229] 
 ref|YP_001081973.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           NCTC 10247] 
 ref|ZP_02269696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           PRL-20] 
 ref|ZP_04883342.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           ATCC 10399] 
 ref|ZP_04910112.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           FMH] 
 ref|ZP_04915076.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           JHU] 
 ref|ZP_04976490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           2002721280] 
 gb|AAU48705.1| 3-phosphoshikimate-1-carboxyvinyltransferase, putative 
           [Burkholderia mallei ATCC 23344] 
 gb|ABM52107.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           SAVP1] 
 gb|ABN00625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           NCTC 10229] 
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 gb|ABO04717.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           NCTC 10247] 
 gb|EDK52344.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           FMH] 
 gb|EDK57673.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           JHU] 
 gb|EDK87365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           2002721280] 
 gb|EDP87696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           ATCC 10399] 
 gb|EEP85861.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           GB8 horse 4] 
 gb|EES42830.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
           PRL-20] 
          Length = 451 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 120/429 (27%), Positives = 191/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++  A  
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSEGDA- 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 79  -TVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|NP_269459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes M1 GAS] 
 ref|YP_282464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS5005] 
 sp|Q99Z83.1|AROA_STRP1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAK34180.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Streptococcus pyogenes M1 GAS] 
 gb|AAZ51719.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pyogenes MGAS5005] 
          Length = 430 
 
 Score =  131 bits (330), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 214/435 (49%), Gaps = 39/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++L A+++G T V  LL  EDV   + A R LG+ +E  +    
Sbjct: 13  LQGTIQVPGDKSISHRAVILGAVAKGETRVKGLLKGEDVLSTIQAFRNLGVRIE--EKDD 70 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + V+ G G  F   +A  +  L +GN+G +MR +   +  AG   +  + G   + +RP+ 
Sbjct: 71  QLVIEGQG--FQGLNAPCQT-LNMGNSGTSMRLIAGLL--AGQPFSVKMIGDESLSKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +V  LKQ+G ++        PP+++ G   L      L  S S+Q  SA+L+AA  A  
Sbjct: 126 DRIVYPLKQMGVEISGETDRQFPPLQLQGNRNLQPITYTLPIS-SAQVKSAILLAALQAK 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  ++  ++K I+  + E    ++++FG          R  + G Q+  + +   V GD  
Sbjct: 185 GTTQV--VEKEITRNHTE---EMIQQFG--GRLIVDGKRITLVGPQQL-TAQEITVPGDI 236 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-------TSVT 306 
           SSA+++L AG  I G  + ++  G    +  +   EV+E MGA++ + +       TS+  
Sbjct: 237 SSAAFWLVAGLIIPGSELLLKNVGVNPTRTGI--LEVVEKMGAQIVYEDMNKKEQVTSIR 294 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETER 363 
           V           ++K   ++   +P +   L ++AL A    G T I+D    RVKET+R 
Sbjct: 295 VV--------YSNMKGTIISGGLIPRLIDELPIIALLATQAQGTTCIKDAQELRVKETDR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVT 421 
           +  +   L  +GA+++   D  II  P  L      TY DHR+ M  ++AA    +  V  
Sbjct: 347 IQVVTDILNSMGANIKATADGMIIKGPTVLYGANTSTYGDHRIGMMTAIAALLVKQGQVH 406 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           +        ++P +F 
Sbjct: 407 LDKEEAIMTSYPTFF 421 
 
 
>ref|YP_001727977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc citreum 
           KM20] 
 sp|B1MYD1.1|AROA_LEUCK RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACA82533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc citreum 
           KM20] 
          Length = 431 
 
 Score =  131 bits (329), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 124/439 (28%), Positives = 215/439 (48%), Gaps = 36/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PG KS+S+R L+  A+++G TV+ N L S+DV + +   R LG++++ ++ +  
Sbjct: 12  LHGHVTVPGDKSISHRALMFGAIAKGQTVITNFLASDDVLHTMTVFRNLGVAIQQNENSV 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R    G  G  P +       L +GN+G + R L   ++    + + +  G   + +RP+ 
Sbjct: 72  RIQGQGFDGLTPPKKP-----LDMGNSGTSTRLLMGLLSKQNFDMSII--GDESLSQRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L ++GA +D       P + +     L G    +  + S+Q  SA+L+A   A  
Sbjct: 125 TRVMKPLTEMGAKIDLTANGTLPGI-IQANATLRGITYDMPVA-SAQVKSAILLAGIQAE 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  E  +I+K+ S  + E   R++ +FG + E   S +       Q+    ++  V  D  
Sbjct: 183 G--ETCVIEKIASRDHTE---RMLRQFGGQLE---SKNGVITLKKQQQLQGQHVDVPADI 234 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++FL  A IT  + +T+   G    +  +   ++L  MGA +    T +   G P   
Sbjct: 235 SSAAFFLVAALITPNSELTINRVGINPTRDGI--LKILTRMGASIEV--TPIDTQGEPLA 290 
 
Query: 314 PFG--RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAIR 368 
                 + L  ID+    +P     L ++AL    ADG T I      RVKET+R+  +  
Sbjct: 291 DLTVRTQTLHGIDITAADIPSAVDELPIIALAATQADGDTIISGAEELRVKETDRIATVI 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKL----NVTAIDTYDDHRMAMAFSLAA---CAEVPVT 421 
           +EL+KLGA++EE PD  II   + L    +   +D+  DHR+AM  ++AA     +V +T 
Sbjct: 351 SELSKLGANIEEKPDGMIIHGGQSLTADNDAVLLDSCGDHRIAMMNAIAALITTGDVILT 410 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
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             D      ++P + + LS 
Sbjct: 411 GED--AMSVSYPGFLEDLS 427 
 
 
>ref|ZP_04856131.1| conserved hypothetical protein [Ruminococcus sp. 5_1_39B_FAA] 
 gb|EES77762.1| conserved hypothetical protein [Ruminococcus sp. 5_1_39BFAA] 
          Length = 424 
 
 Score =  131 bits (329), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 211/438 (48%), Gaps = 28/438 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G + +PG KS+S+R ++  +L++GTT + + L   D    +   R +G+ +E  + A 
Sbjct: 8   NLRGELTVPGDKSISHRAVMFGSLAQGTTKITHFLEGADCLSTISCFRKMGIDIE--RNA 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +V G G       A  E  L +GN+G   R ++  +  AG +    L+G   ++ RP 
Sbjct: 66  SEILVHGKG--LHGLSAPSET-LDVGNSGTTTRLISGIL--AGQSFISELNGDASIQSRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  ++  L  +GAD+    G  C P+R+ G    P         ++S Q  S +L+A    
Sbjct: 121 MKRIMTPLLSMGADIVSLRGNGCAPLRITG---KPLHAAHYQSPVASAQVKSCVLLAGMY 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D    + + ++S  + E+ L            + S +   +  G++ K P      G 
Sbjct: 178 A--DGITSVTEPVLSRNHTEIMLNYFGANVTSQGTTASIEPEPVLNGREIKVP------G 229 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+YF+A   +T G+ + ++  G    +  +    V + MGA +T    S T   P  
Sbjct: 230 DISSAAYFIAAGLLTPGSEILLKNVGINPTRDGM--LRVCKAMGADITLLNAS-TEGEPT 286 
 
Query: 312 REPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            +   R   L    V    +P   D    +AV+A FA+G T IRD    +VKE++R+  + 
Sbjct: 287 ADLLIRTSSLHGTTVEGEIIPTLIDEIPMIAVMAAFAEGTTVIRDAQELKVKESDRIAVV 346 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
              L ++GA ++   D  II   + L+   I++Y DHR+AM+F++A    +  +TI+D   
Sbjct: 347 TEGLKRMGADIQPTDDGMIIHGGKPLHGAEINSYLDHRIAMSFAVAGTICDGTLTIKDGD 406 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           C + ++P++++ L +  K 
Sbjct: 407 CVKISYPEFYEDLYSLGK 424 
 
 
>ref|ZP_06934711.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Escherichia coli 
           OP50] 
          Length = 99 
 
 Score =  131 bits (329), Expect = 2e-28,   Method: Composition-based stats. 
 Identities = 59/93 (63%), Positives = 72/93 (77%) 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
           T +R++ +WRVKET+R+ A+ TEL K+GA VEEG DY  ITPPEKLN   I TY+DHRMA 
Sbjct: 1   TTLRNIYNWRVKETDRLFAMATELRKVGAEVEEGHDYIRITPPEKLNFAEIATYNDHRMA 60 
 
Query: 408 MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           M FSL A ++ PVTI DP CT KTFPDYF+ L+ 
Sbjct: 61  MCFSLVALSDTPVTILDPKCTAKTFPDYFEQLA 93 
 
 
>ref|YP_107312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei K96243] 
 sp|Q63X54.1|AROA1_BURPS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAH34676.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei K96243] 
          Length = 451 
 
 Score =  131 bits (329), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 190/429 (44%), Gaps = 27/429 (6%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 78  TTVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRSYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|YP_001009062.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. AS9601] 
 sp|A2BQ94.1|AROA_PROMS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM69955.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. AS9601] 
          Length = 436 
 
 Score =  131 bits (329), Expect = 2e-28,   Method: Compositional matrix adjust. 
 Identities = 123/448 (27%), Positives = 208/448 (46%), Gaps = 44/448 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G VK+PG KS+S+R L++ +++ G T ++  L+SED       LR LG+++   K   
Sbjct: 12  NLKGKVKVPGDKSISHRALIIGSIANGETTIEGFLHSEDPLSTADCLRKLGVNIPEIKKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   + G G    ++  KE  ++   GN+G  MR L   + A   +  ++L G   + ER 
Sbjct: 72  EPFTISGLG----LDGLKEPKEILNCGNSGTTMR-LLMGLLAGQEDKNFILTGDISLNER 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +      +  P+ ++G         KL G +      S+Q  SA+ 
Sbjct: 127 PMGRVGKPLSLMGGKIFGREKGNKAPISIDG--------NKLKGCVIGTPVASAQVKSAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R+++ FG          R   IK G K     
Sbjct: 179 LLAGLKASGTTSV--IEPASSRDHTE---RMLKAFGADISVRGELGRNVVIKSGGKLIGQ 233 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   + GD SSAS+++  A+I     V ++  G    +  +    V++ MG      + S 
Sbjct: 234 R-ILIPGDISSASFWMIAASIVPNSEVLIQNVGLNPTRTGI--LNVMDSMGCNYEILDKS 290 
 
Query: 305 VTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
            T+ G   EP G        +LK+  +  + +P   D    L V A F +G + I+D    
Sbjct: 291 -TIAG---EPIGSIKVKSSNNLKSFTIEGDILPKLIDEIPILTVAACFCNGVSEIKDAQE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
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            RVKET+R+  +  +L K GA V E  D  II    K N   +D+  DHR+AM+ ++A+  
Sbjct: 347 LRVKETDRLKVMARQLQKFGAEVTEKEDGLIINGQSKFNSAEVDSETDHRVAMSLAIASL 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A+    I        ++P +++ L+T  
Sbjct: 407 LAKGTSKIMRADAASVSYPTFWEDLATL 434 
 
 
>ref|ZP_04760690.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zymomonas mobilis 
           subsp. mobilis ATCC 10988] 
 gb|EER62516.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zymomonas mobilis 
           subsp. mobilis ATCC 10988] 
          Length = 453 
 
 Score =  131 bits (329), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 131/439 (29%), Positives = 213/439 (48%), Gaps = 38/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-KAA 73 
           +SG V +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+R++G  +  D K   
Sbjct: 18  LSGKVHVPGDKSISHRALMLSALAVGESFVEGLLEGEDVLATAEAMRSMGADIRKDEKGC 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG G     + A     L +GN+G + R L   V +    AT++ D    + +RP 
Sbjct: 78  WHIHGVGVGSLLQPQKA-----LDMGNSGTSTRLLMGVVASHPITATFIGDA--SLSKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L  +GA      G    P+ V G+   P   ++    + S+Q  SA+L+A    
Sbjct: 131 MGRISTPLSLMGARFSAAEGNRL-PMTVTGL--YPAIPIEYRLPVASAQVKSAILLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLIS-IPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             G      I ++I  +P  + + R+++ +G  +  E +D      I G  + K P++   
Sbjct: 188 TPG------ITRVIEPVPTRDHSERMLKGYGANLSVEENDGVRIISIHGEAELK-PQHII 240 
 
Query: 250 VEGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++  +AG  + G  + VE  G    +       +L+ MG ++ +      V  
Sbjct: 241 VPGDPSSAAFLVVAGLIVPGSDLIVENVGLNPTRSG--LYTMLKAMGGQIEYLNPR-EVG 297 
 
Query: 309 GPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      K  HLKAIDV  + +P   D    L + A  A+G + ++ +A  RVKE++R 
Sbjct: 298 GEPVADLSVKYSHLKAIDVPPSIVPSMIDEFPILFIAAAMAEGKSTLQGLAELRVKESDR 357 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPP------EKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           +  +   L  LG S+EE  D  II         +K  + +I  + DHR+AM+F++A   + 
Sbjct: 358 IAVMAEGLKALGVSLEEKEDGLIIEGSAGEGLGQKGKMVSIAAHLDHRIAMSFAVAGLVS 417 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
           E  VTI D      +FP + 
Sbjct: 418 EGGVTIDDRRPIMTSFPVF 436 
 
 
>ref|ZP_06116562.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium hathewayi 
           DSM 13479] 
 gb|EFC96874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium hathewayi 
           DSM 13479] 
          Length = 425 
 
 Score =  131 bits (329), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 119/446 (26%), Positives = 211/446 (47%), Gaps = 33/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
            + +  + G +++PG KS+S+R ++  +++ GTT + + L   D    +   + +G+++E 
Sbjct: 3   FKKVTPLKGELQIPGDKSISHRSVMFGSIARGTTEISHFLQGADCLSTISCFQKMGVAIE 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +     +V+V   G   ++  K +  L  GN+G   R ++  ++A   N    + G    
Sbjct: 63  NNG---DSVIVRGNGLRGLK--KPDSILDCGNSGTTTRLISGILSAQ--NFDVTVTGDES 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALL 187 
           +++RP+  ++  L  +GA ++      C P+ + G    P   V     I S+Q  SA+L 
Sbjct: 116 IQKRPMKRIIEPLSMMGAQIESLRQNGCAPLHITG---KPLHSVHYHSKIPSAQVKSAIL 172 
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Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSP 245 
           +A   A  D E  + + ++S  + E+ LR    FG        W+     I+  ++     
Sbjct: 173 LAGLYA--DGETRVTEDVVSRNHSELMLR---SFGADVR----WEGTTAVIRPAEELYG- 222 
 
Query: 246 KNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA+ FLA G  + G  V +   G    +  +    V   MGA +T      
Sbjct: 223 RQITVPGDISSAAPFLAAGLLVPGSEVLIRQVGINPTRDGI--LRVCRAMGADITLMNEQ 280 
 
Query: 305 VTVTGPPREPFGRK----HLKAID-VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
              +G P      K    H   I+   +  + D    +AV+A FA+G T I+D A  +VK 
Sbjct: 281 -DASGEPTADILVKSSSLHGTVIEGAIIPTLIDELPMIAVMACFAEGTTIIKDAAELKVK 339 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           E+ R+  +   L+ +GA V E  D  II   + L+   ID+  DHR+AM F++A  CAE  
Sbjct: 340 ESNRLEVMVKNLSAMGADVTETADGMIIHGGKPLHGAVIDSLLDHRIAMTFAVAGLCAEG 399 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              I    C R ++PD+++ L+  ++ 
Sbjct: 400 ETEILGAECVRISYPDFYEDLNRLMR 425 
 
 
>ref|ZP_02401430.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei DM98] 
 ref|ZP_02496728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 112] 
 ref|YP_002895375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei MSHR346] 
 gb|ACQ99133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei MSHR346] 
          Length = 451 
 
 Score =  131 bits (329), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 190/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 78  TTVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTQFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|ZP_07638225.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus 
           mulieris FB024-16] 
 gb|EFN92844.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus 
           mulieris FB024-16] 
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          Length = 487 
 
 Score =  131 bits (329), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 136/488 (27%), Positives = 213/488 (43%), Gaps = 85/488 (17%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  +V LPGSKSLS R LLL+A+ +  + V+ LL + D   M+ AL+ LG  +     A  
Sbjct: 19  VYASVHLPGSKSLSARELLLSAIGDTNSRVEGLLYARDTDLMVRALQGLGARISPWPPAG 78 
 
Query: 75  RAV--------------------------VVGCGGKFPVE----DAKEEVQLFLGNAGIA 104 
             V                           +G  G         + ++ VQ+  G AG   
Sbjct: 79  NPVEIQPIPGLWEETKQSGVSSNSGAGLEALGSSGSLANHRNPPELEQPVQIECGLAGTV 138 
 
Query: 105 MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-----PV 159 
           MR L A V A G  A +  D      +RP+  L+  L  LGA+ +    +D P     P  
Sbjct: 139 MRFLPALVVALGVPARFTADAA--ANKRPLRGLLEALASLGANWE----SDDPLDGIFPF 192 
 
Query: 160 RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLM 218 
            +N   G     + +  + SSQ++SALL++APL    + I     ++ S+P+++MTL  + 
Sbjct: 193 TINPRRGDVPEVITVDTAASSQFVSALLLSAPLWGKPLTIRCKTPVVPSLPHIQMTLEAL 252 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-----VEGDASSASYFLAGAAITGGTVTV 273 
              G+ A  S   D  +    Q    P + +     +E D S+A  FLA A I GG V+V 
Sbjct: 253 SLRGINATGSIQSDGTW----QWRVEPDSVFGQDLAIEPDLSNAGPFLAAAGIIGGVVSV 308 
 
Query: 274 EGC-GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
            G    TS  GD+ + ++L   G +V       T  G          L+A+ ++ ++  + 
Sbjct: 309 PGWPAHTSQVGDL-WRQILPQFGMQVRHRCGVFTARG-------TGVLRAVSLDCSQCGE 360 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 392 
           +  T+A +A  A G + +  ++  R  ET+R+ A+  EL KLG         C ITP +  
Sbjct: 361 LVPTIAALAAHASGVSHLEGLSHLRGHETDRLNALYQELQKLGIR-------CAITPEDG 413 
 
Query: 393 LNVTAID-----------------TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           L +  I                   Y+DHRMA   +L       + I D G T KT PD+ 
Sbjct: 414 LEIIGIPRTQLGARLPSDQPLMMRAYEDHRMATFAALMGLYRT-IQIDDIGATTKTLPDF 472 
 
Query: 436 FDVLSTFV 443 
             + +  + 
Sbjct: 473 PQMWAQVI 480 
 
 
>ref|ZP_06499378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. syringae FF5] 
          Length = 273 
 
 Score =  131 bits (329), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 94/292 (32%), Positives = 145/292 (49%), Gaps = 33/292 (11%) 
 
Query: 157 PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTL 215 
           PPV + G GGL  G++++ G++SSQY+SALLMA     G VE+ +    I    Y+++TL 
Sbjct: 3   PPVAIKGKGGLEAGRIEIDGNLSSQYVSALLMAGACGKGPVEVALTGSEIGARGYLDLTL 62 
 
Query: 216 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
             M+ FG  AE     D  +      Y++  + ++E DAS+A+Y  A  A+T G + +   
Sbjct: 63  AAMQAFG--AEVQAIGDAAWKVSASGYRA-TDFHIEPDASAATYLWAAQALTEGAIDLGV 119 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 335 
                 Q D   ++++                   P  P       A+ ++ ++M D    
Sbjct: 120 ASDAFTQPDALASQIIASF----------------PNMP-------AV-IDGSQMQDAIP 155 
 
Query: 336 TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL--GASVEEGPDYCIITPPEKL 393 
           TLAV+A F   P     +A+ RVKE +R+ A+   L  +  G +VEEG D  +   P    
Sbjct: 156 TLAVLAAFNRQPVRFVGIANLRVKECDRISALSHGLCAIAPGLAVEEGDDLIVNANPALA 215 
 
Query: 394 NVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             T    IDT+ DHR+AM F+LA      + I DP C  KT+P Y+D L++  
Sbjct: 216 GTTVDALIDTHSDHRIAMCFALAGLKIAGIRILDPDCVGKTYPGYWDALASL 267 
 
 
>ref|ZP_05060593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
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           HTCC5015] 
 gb|EDY87543.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           HTCC5015] 
          Length = 442 
 
 Score =  131 bits (329), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 132/450 (29%), Positives = 215/450 (47%), Gaps = 32/450 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+   + +LQ    +SG +++PG KS+S+R ++  AL+EGTT V   L  ED    L A  
Sbjct: 1   MSDFSQFLLQAGGAVSGRIRVPGDKSISHRSIMFGALAEGTTTVSGFLEGEDSLNTLRAF 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R +G+ +E   A  R V+ G G          +  L LGN+G +MR +   + A   + T 
Sbjct: 61  RAMGVDIEG-PAGGRVVIHGVGMHGLT---APQGPLDLGNSGTSMRLMAGLLAAQPFSVT 116 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   + +RP+G +   L  +GAD+    G   PP+ + G   L G    L  + S+ 
Sbjct: 117 --LTGDRSLSKRPMGRVTQPLALMGADIAAQEGGR-PPLVIPGGAALKGIDYPLPMA-SA 172 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  S +L+A   A G+  +     +   P  + T R++  FG +     S  R  + GG  
Sbjct: 173 QVKSCVLLAGLYAQGETSV-----VEPAPTRDHTERMLRGFGYEVLTEGS--RISLSGGG 225 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             K+  +  V  D SSA++F+  A+I     +T+E  G    +  V   ++L++MGA +  
Sbjct: 226 TLKA-TDIDVPADISSAAFFMVAASIAEEADLTLEHVGINPTRTGV--IDILKLMGANIA 282 
 
Query: 300 WTETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
             E    V G P      +  HLK ID+  N +P   D    L V A  A+G T +     
Sbjct: 283 L-ENQREVGGEPVADIRVRSTHLKGIDIPENLVPLAIDEFPALFVAAACAEGRTVLTGAE 341 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-PPEKLNVTA---IDTYDDHRMAMAF 410 
             RVKE++R+  +   L  +GA+     D  +I    E+L       ++ +DDHR+AM+F 
Sbjct: 342 ELRVKESDRIQVMADGLQAIGATATPTADGMVIEGRGEQLQCFVGGEVEAHDDHRIAMSF 401 
 
Query: 411 SLAACAEVPVTIRDPGCTR--KTFPDYFDV 438 
           ++A+      +IR   C     +FP++ ++ 
Sbjct: 402 AVASLRSAG-SIRVCNCENVATSFPNFVEL 430 
 
 
>gb|EGD13696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas perforans 
           91-118] 
          Length = 440 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 131/434 (30%), Positives = 205/434 (47%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G  P  +A     L  GNAG  MR L   + A       VL G   + +RP 
Sbjct: 76  RIVHGVGVDGLQPPAEA-----LDCGNAGTGMRLLAGLLAAQ--RFDSVLVGDESLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+ V+G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIDT-QDDGTPPLHVHGGQALHGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV+ + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETSVTEPH-----PTRDYTERMLSAFGVEIDFSPGKAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I  G+ V +   G    +        L +MGA +   E      G P  
Sbjct: 239 FSSAAFFIVAASIVPGSEVVLRAVGLNPRR--TGLLAALRLMGADI-GEENHAEHGGEPV 295 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 296 ADLRVRYALLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAM 355 
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Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 356 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSTGQVQVNDVA 414 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 415 NVATSFPG-FDTLA 427 
 
 
>ref|YP_201025.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzae KACC10331] 
 ref|YP_451295.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzae MAFF 311018] 
 ref|YP_001913309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzae PXO99A] 
 sp|Q5H081.1|AROA_XANOR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q2P356.1|AROA_XANOM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B2SJJ3.1|AROA_XANOP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW75640.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzae KACC10331] 
 dbj|BAE69021.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzae MAFF 311018] 
 gb|ACD58777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzae PXO99A] 
          Length = 440 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 132/434 (30%), Positives = 205/434 (47%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G  P   A     L  GNAG  MR L   + A       VL G   + +RP 
Sbjct: 76  RIVHGVGVDGLQPPTGA-----LDCGNAGTGMRLLAGLLAAQ--RFDSVLVGDESLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+RV+G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIDT-QDDGTPPLRVHGGQALHGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  E  + +   +  Y E   R++  FGV  + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QG--ETSVTEPHPTRDYSE---RMLSAFGVDIDFSPGSAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I   + V +   G    +        L +MGA ++  E      G P  
Sbjct: 239 FSSAAFFIVAASIVPDSEVVLRAVGLNPRR--TGLLAALRLMGADIS-EENHAEHGGEPV 295 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 296 ADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAATAASGQTVVTGAAELRVKESDRLAAM 355 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 356 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSSGSVRVNDVA 414 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 415 NVATSFPG-FDTLA 427 
 
 
>ref|NP_892731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus subsp. pastoris str. CCMP1986] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1198



 

 

 sp|Q7V272.1|AROA_PROMP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE19072.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus subsp. pastoris str. CCMP1986] 
          Length = 438 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 122/446 (27%), Positives = 205/446 (45%), Gaps = 38/446 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R L++ +++EG T +   L S+D       LR LG+++   K  + 
Sbjct: 15  LQGILNVPGDKSISHRSLIIGSIAEGETNIKGFLYSDDPLSTADCLRKLGVNIPEIKKNQ 74 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              + G G    ++D KE E  L  GN+G  MR L   +    G   ++L G   + ERP 
Sbjct: 75  PFTIKGLG----IDDFKEPEEILDCGNSGTTMRLLMGLLAGQEGR-NFILTGDKSLNERP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSALL 187 
           +G +   L  +G  +         P+ + G         KL G +      S+Q  SA+L 
Sbjct: 130 MGRVSKPLSLMGGIIHGRKNGTKAPISITG--------NKLKGCVIGTPVASAQVKSAIL 181 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPK 246 
           +A   A G   +  I+   S  + E   R+++ FG          R   IK G    + + 
Sbjct: 182 LAGLNASGTTSV--IEPASSRDHTE---RMLKAFGADINIRGELGRNIVIKSGTNL-TGQ 235 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           N  + GD SSA++++  A+I     + ++  G    +  +    V+  MG      + S  
Sbjct: 236 NILIPGDISSAAFWMIAASIVPESEIIIKNVGLNPTRTGI--LNVMNEMGCNYEILDKS- 292 
 
Query: 306 TVTGPPREPFGRKH---LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           T+ G P      K+   LK   V  + +P   D    LAV A F  G + I+D    RVK 
Sbjct: 293 TIAGEPIGSINIKYVSNLKPFKVEGDILPKLIDEIPILAVAACFCSGVSEIKDAKELRVK 352 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET+R+  + T+L K GA++ E  D  II    K +   +D+  DHR++M+ ++A+  A+  
Sbjct: 353 ETDRLKVMATQLKKFGANILEKEDGLIINGESKFHSAEVDSETDHRVSMSLAIASLLAKG 412 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              I     +R ++P ++D L   +  
Sbjct: 413 SSKIARAEASRVSYPTFWDDLEKLIN 438 
 
 
>gb|ADP97128.1| 3-phosphoshikimate 1-carboxyvinyltransferase [marine bacterium 
           HP15] 
          Length = 742 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 125/438 (28%), Positives = 205/438 (46%), Gaps = 28/438 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQP   I+G +++PG KS+S+R ++L AL++G T V   L  ED    L A R +G+++E 
Sbjct: 311 LQPGGAITGDIRVPGDKSMSHRSIMLGALADGVTEVKGFLEGEDSLATLQAFRDMGVTIE 370 
 
Query: 69  A-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D    R   VG  G            L+LGN+G AMR     + A   ++   L G   
Sbjct: 371 GPDDGFVRIHGVGMHGL-----QAPRGPLYLGNSGTAMRLFAGLLAAQPFDSE--LTGDA 423 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+G +   L+ +GA +D   G   PP+++ G   L G   ++  + S+Q  S LL 
Sbjct: 424 SLSGRPMGRVADPLRAMGAVIDTAEGGR-PPLKIRGGQKLSGIHYEMPVA-SAQVKSCLL 481 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +         P  + T R++  FG    H D      + GG K  +  N 
Sbjct: 482 LAGLYAEGSTSVT-----EPAPTRDHTERMLAGFGYHV-HRDGATA-SVSGGGKLTA-TN 533 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SS+++FL  A+I  G  + +   G    +  V    +L  MGA +   +     
Sbjct: 534 IDVPADISSSAFFLVAASIAPGSNLILRHVGMNPTR--VGVINILNQMGANIEILDER-E 590 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
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           + G P      +   L+ ID+  +++P   D    L + A  A+G T +R     RVKE+ 
Sbjct: 591 IGGEPVADLRVRSAELQGIDIPEDQVPLAIDEFPVLFIAAACANGRTVLRGAEELRVKES 650 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   L  LG      PD  II   + +    ++++ DHR+AM+F++A+  A   + 
Sbjct: 651 DRIQVMADGLAALGVETTVTPDGIIIDGGQTIGGGTVNSHGDHRIAMSFAVASLRAAGDI 710 
 
Query: 421 TIRDPGCTRKTFPDYFDV 438 
           T+ D      +FP + ++ 
Sbjct: 711 TVNDCANVATSFPGFVEL 728 
 
 
>ref|ZP_04749034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           kansasii ATCC 12478] 
          Length = 434 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 134/433 (30%), Positives = 204/433 (47%), Gaps = 42/433 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGT----TVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL+       + +   L S D   M+ AL+TLGL V+   
Sbjct: 19  VRATVTVPGSKSQTNRTLVLAALAAAQQQGASTISGALRSRDTDLMIAALQTLGLRVD-- 76 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLT--AAVTAAGGNATYVLDG 125 
                    G G +  V    E     ++  G AG  +R +   AA++AA        DG 
Sbjct: 77  ---------GTGSELTVSGRLEPGPGARVDCGLAGTVLRFVPPLAALSAA----VVTFDG 123 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             + R RPI  L+  L+ LG  +D   G   P  RV+G G + GG V +  S SSQ++S  
Sbjct: 124 DEQARARPIAPLLDALRGLGVQID---GAGLP-FRVHGTGSVAGGTVAIDASASSQFVSG 179 
 
Query: 186 LLM-AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LL+ AA  A G         L S P++ MT+ ++ + GV  + S  +      G  K +  
Sbjct: 180 LLLSAASFAEGLTVQHSGAALPSAPHIAMTVAMLRQAGVDVDDSVPYRWRVAPGAVKAR- 238 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                VE D ++A  FLA A ++GGTV + G    S+Q       +L  + A V+  ++  
Sbjct: 239 --RWDVEPDLTNAVAFLAAAVVSGGTVRITGWPADSVQPAADILRILRQLSAVVSHNDSM 296 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DVASWRVKETE 362 
           + V GP          +  DV++  + ++  ++A +A  A   +  R   +A  R  ET+ 
Sbjct: 297 LEVRGP-------AAYRGFDVDLRDVGELTPSVAALAALATPGSVSRLTGIAHLRGHETD 349 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R+ A+  E+ +LG    E  D  +IT    L       Y DHRMAMA ++       V + 
Sbjct: 350 RLAALSAEINRLGGDCRETSDGLVIT-ATPLRPGRWRAYADHRMAMAGAIVGLRVAGVEV 408 
 
Query: 423 RDPGCTRKTFPDY 435 
            D G T KT P++ 
Sbjct: 409 DDIGATTKTLPEF 421 
 
 
>ref|ZP_04957655.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           NOR51-B] 
 gb|EED35239.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           NOR51-B] 
          Length = 433 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 124/440 (28%), Positives = 215/440 (48%), Gaps = 33/440 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + +++P   +SGT+++PG KS+S+R ++L AL+ GTT     L+ +D    + A R LG+ 
Sbjct: 2   KFIIEPGGTMSGTLRVPGDKSMSHRAIMLGALATGTTRATGFLSGDDALATVAAFRDLGV 61 
 
Query: 66  SVEA-DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           S+   D        VG  G   P  +      L +GN+G ++R L+  +  AG   + VL 
Sbjct: 62  SITGPDDGVVSIEGVGLHGLSAPANN------LDMGNSGTSIRLLSGIL--AGQPFSSVL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +++RP+G ++  L  +GA +     +  PP+ + G   L G    L  + S+Q   
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Sbjct: 114 SGDVSLQQRPMGRIITPLSLMGAMITA-ADSGRPPLEIAGGQKLRGIHYDLPMA-SAQVK 171 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S +L+A   A G   +         P  + T R++  FG      +      ++GG   + 
Sbjct: 172 SCVLLAGLFAEGRTSVT-----EPAPTRDHTERMLRGFGYSVHTENGV--ISLEGGGSLR 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV-TWT 301 
           + +   +  D SSA++F+ GA IT G  +T+E  G    +  V    +L +MGA +  +  
Sbjct: 225 ATR-LDIPADISSAAFFIVGAVITAGADITLEHVGMNPTR--VGVINILRLMGADIEVFN 281 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
           E    V G P      +H  L+ I++ + ++P   D    L + A  A+G T +       
Sbjct: 282 EQE--VGGEPVADLRVRHSALRGIEIPVEEVPLAIDEFPVLLIAAACAEGVTTLSGAEEL 339 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+ ++   LT LG   E   D  ++   E L   ++ T+ DHR+AM+F++A    
Sbjct: 340 RVKESDRIASMAEGLTILGIRNEVREDGIVVHGGE-LGGGSVRTFHDHRIAMSFAIAGLR 398 
 
Query: 416 AEVPVTIRDPGCTRKTFPDY 435 
           A+ P+ I D      +FP++ 
Sbjct: 399 AKEPIEILDCDHVATSFPNF 418 
 
 
>ref|YP_148049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus 
           kaustophilus HTA426] 
 sp|Q5KXV5.1|AROA_GEOKA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAD76481.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) [Geobacillus kaustophilus HTA426] 
          Length = 427 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 124/445 (27%), Positives = 212/445 (47%), Gaps = 37/445 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + G +++PG KS+S+R ++L AL+ G TV+D+ L   D    +   R LG+ +  D  
Sbjct: 7   VSSLRGMIEVPGDKSISHRAVMLGALASGRTVIDHFLPGADCLSTIDCFRKLGVDIRQDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                VV G G   P    +    L +GN+G   R L   +     +A  V D    + + 
Sbjct: 67  TT--VVVEGAG---PGGLREPAAVLDVGNSGTTARLLLGILAGQPFHACLVGD--ESIAK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           RP+G +   L+++GA +D   G +  P+ + G    P   ++ +  + S+Q  SA+L+A  
Sbjct: 120 RPMGRVTKPLREMGARIDGREGGNYTPLSIRGGALRP---LRYTSPVASAQVKSAILLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A  D    + +   S  + E  +RL   FG   E +       + G Q+ +   + YV 
Sbjct: 177 LFA--DGVTSVAEPHRSRDHTERMVRL---FG--GEVNVDGLTVSVAGPQRLRG-THIYV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    +T++  G    +      +VL  MGA +        V   
Sbjct: 229 PGDISSAAFFLVAGAIVPNSEITLKNVGLNPTR--TGIIDVLTQMGADIAIDN----VRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP G        L+A+++  + +P +   + ++AL    A+G T I+D +  +VKET 
Sbjct: 283 EETEPVGDITVRTSTLRAVEIGGDLIPRLIDEIPIIALLATQAEGTTVIKDASELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
            R+  + TEL KLGA +E   D  +I    P   +   +D++ DHR+ M  ++AAC A+  
Sbjct: 343 NRIHTVVTELKKLGADIEATDDGMMIRGKTPLYADGIVVDSHGDHRIGMMLAVAACIAKG 402 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFV 443 
            V +        ++P +F  L + + 
Sbjct: 403 TVRLERSEAVAVSYPAFFADLRSLL 427 
 
 
>gb|ABE11164.1| EPSP synthase [uncultured Prochlorococcus marinus clone HF10-11H7] 
          Length = 436 
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 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 122/448 (27%), Positives = 207/448 (46%), Gaps = 44/448 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G VK+PG KS+S+R L++ ++++G T ++  L+SED       LR LG+S+   K   
Sbjct: 12  NLKGKVKVPGDKSISHRALIIGSIAKGETTIEGFLHSEDPLSTADCLRKLGVSIPEIKKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   + G G    ++  KE  ++   GN+G  MR L   + A  G   +VL G   + ER 
Sbjct: 72  EPFTISGLG----LDGLKEPKEILNCGNSGTTMRLLMGLLAAQEGK-NFVLTGDASLNER 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +    G +  P+ ++G         KL G +      S+Q  SA+ 
Sbjct: 127 PMGRVGKPLSLMGGKIYGREGGNKAPISIDG--------KKLKGCVIGTPVASAQVKSAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R+++ FG          R   IK G       
Sbjct: 179 LLAGLNASGTTSV--IEPASSRDHTE---RMLKAFGADISIRGELGRNVVIKSGCNLIGQ 233 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   + GD SSAS+++  A+I     V ++  G    +  +    V++ MG        S 
Sbjct: 234 R-ILIPGDISSASFWMIAASIIPNSEVLIQNVGLNPTRTGI--LNVMDSMGCNYEILNNS 290 
 
Query: 305 VTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
            T+ G   EP G        +L++  +  + +P   D    L V A F +G + I+D    
Sbjct: 291 -TIAG---EPIGSIKVKTSNNLRSFTIEGDILPKLIDEIPILTVAACFCNGVSEIKDAQE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            RVKET+R+  +  +L K GA + E  D  II    K +   +D+  DHR+AM+ ++A+  
Sbjct: 347 LRVKETDRLKVMARQLQKFGAEITEKEDGLIINGQSKFHSAEVDSETDHRVAMSLAIASL 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A+    I        ++P +++ L+   
Sbjct: 407 LAKGTSKIMRSDAASVSYPTFWEELAKL 434 
 
 
>ref|ZP_07556119.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX2134] 
 gb|EFM77511.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           TX2134] 
          Length = 428 
 
 Score =  130 bits (328), Expect = 3e-28,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 203/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E    
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIED-- 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 67  -VGTTITVEGQGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASISK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
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           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_07874350.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria ivanovii FSL 
           F6-596] 
 gb|EFR96413.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria ivanovii FSL 
           F6-596] 
          Length = 430 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 219/438 (50%), Gaps = 31/438 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+++E  +  +   
Sbjct: 14  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIQAFKALGVTIE--ETDEEI 71 
 
Query: 77  VVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +V G G  G  P         L +GN+G  +R +   +  AG +   V+ G   + +RP+ 
Sbjct: 72  IVHGTGFDGLKPAAGP-----LDIGNSGTTIRLMMGIL--AGRDFDTVILGDDSIAKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L+++GA +    G++  P+ ++G   L   +  +  + S+Q  SA++ AA  A  
Sbjct: 125 NRVMLPLQEMGAKMHGKDGSEFAPITISGNKSLKQMEYHMPVA-SAQVKSAIIFAALQAE 183 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD  
Sbjct: 184 GETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDV 235 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+ AG  I    + +   G    +  +   +V+E MG  +   ++S + TG     
Sbjct: 236 SSAAFFIVAGLIIPNSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAG 292 
 
Query: 314 PFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIR 368 
               K   L+  ++  + +P +   + V+AL A   +G T I++ A  +VKET R+ A+  
Sbjct: 293 TVVVKTSDLRGTEIGGDIIPRLIDEIPVIALLATQAEGTTVIKNAAELKVKETNRIDAVA 352 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +  P  
Sbjct: 353 TELNKMGADITPTEDGLIIRGKTPLHAAKVTSYGDHRIGMMLQIAALLVKEGEVELDRPE 412 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
               ++P +F+ + + +K 
Sbjct: 413 AVSVSYPTFFEDIRSLLK 430 
 
 
>ref|YP_332315.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710b] 
 ref|ZP_04951792.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710a] 
 gb|ABA50742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710b] 
 gb|EET08811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710a] 
          Length = 451 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 190/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 78  TTVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
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Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGTSIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|ZP_03147356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           G11MC16] 
 gb|EDY06291.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           G11MC16] 
          Length = 427 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 125/445 (28%), Positives = 207/445 (46%), Gaps = 37/445 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + GT+++PG KS+S+R ++L AL+ G TV+D+ L   D    +   R LG+ +  D  
Sbjct: 7   VSSLRGTIEVPGDKSISHRAVMLGALASGRTVIDHFLPGADCLSTIDCFRKLGVDIHQD- 65 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                +V G G     E A     L +GN+G   R L   +     +A  V  G   + + 
Sbjct: 66  -GTNVIVEGAGSGGLREPA---AVLDVGNSGTTARLLLGILAGQPFHACLV--GDESIAK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           RP+  +   L+++GA +D     +  P+ + G    P   ++ +  + S+Q  SA+L+A  
Sbjct: 120 RPMARVTKPLREMGAHIDGRDDGNYTPLAIRGGALRP---LRYTSPVASAQVKSAILLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                D    + +   S  + E  +RL   FG   E +       I G Q  +   + YV 
Sbjct: 177 LFT--DGVTSVTEPHRSRDHTERMIRL---FG--GEVNVDGLTVSIAGPQSLRG-THIYV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    +T++  G    +      +VLE MGA +T       +   
Sbjct: 229 PGDISSAAFFLVAGAIVPNSEITLKNVGLNPTR--TGIIDVLERMGADITIDH----IRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP G        L AI++  + +P +   + ++AL    A+G T I+D +  +VKET 
Sbjct: 283 EETEPIGDITIRTSTLHAIEIGGDIIPRLIDEIPIIALLATQAEGTTIIKDASELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI--DTYDDHRMAMAFSLAA-CAEV 418 
            R+  +  EL K GA +E   D  II     L    I  D++ DHR+ M  ++AA CA+  
Sbjct: 343 NRIDTVVAELKKFGADIEATDDGMIIRGKTALYADGIVVDSHGDHRIGMMLAIAACCAKG 402 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFV 443 
              +  P     ++P +F  L + + 
Sbjct: 403 TARLERPEAVAVSYPAFFADLRSLL 427 
 
 
>ref|YP_001057772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 668] 
 ref|YP_001065016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106a] 
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 ref|ZP_02446036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 91] 
 ref|ZP_02469915.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei B7210] 
 ref|ZP_02480323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 7894] 
 ref|ZP_02488611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei NCTC 13177] 
 ref|ZP_02504742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei BCC215] 
 ref|ZP_04815431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106b] 
 ref|ZP_04894174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pasteur 52237] 
 ref|ZP_04902926.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
 ref|ZP_04963684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 406e] 
 gb|ABN83300.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 668] 
 gb|ABN90653.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106a] 
 gb|EDO82823.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 406e] 
 gb|EDO91012.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pasteur 52237] 
 gb|EDS85938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
 gb|EES26056.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106b] 
          Length = 451 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 190/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 78  TTVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|YP_363422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. vesicatoria str. 85-10] 
 sp|Q3BUZ1.1|AROA_XANC5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAJ23368.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. vesicatoria str. 85-10] 
          Length = 440 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 130/434 (29%), Positives = 209/434 (48%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G  P  +A     L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 76  RIVHGVGVDGLQPPTEA-----LDCGNAGTGMRLLAGLLAAQRFDS--VLVGDESLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA ++       PP+ V+G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIET-QDDGTPPLHVHGGQALHGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV+ + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETSVTEPH-----PTRDYTERMLSAFGVEIDFSPGKAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I  G+ V +   G    +        L +MGA+++  E      G P  
Sbjct: 239 FSSAAFFIVAASIVPGSEVVLRAVGLNPRR--TGLLAALRLMGAEIS-EENHAEHGGEPV 295 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 296 ADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAM 355 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 356 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSTGQVQVNDVA 414 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 415 NVATSFPG-FDTLA 427 
 
 
>ref|ZP_04888327.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
 gb|EDU09311.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
          Length = 451 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 190/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 78  TTVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
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Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|YP_001904074.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. B100] 
 sp|B0RUW1.1|AROA_XANCB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAP52030.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris] 
          Length = 438 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 211/445 (47%), Gaps = 32/445 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +  + Q    + G++ +PG KS+S+R ++ AAL++GT+ +D  L  ED          LG 
Sbjct: 6   QHWIAQRGTALQGSLTIPGDKSVSHRAVMFAALADGTSKIDGFLEGEDTRSTAAIFAQLG 65 
 
Query: 65  LSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E   A++R V  VG  G  P +       L  GNAG  MR L   + A   ++  V  
Sbjct: 66  VRIETPSASQRIVHGVGVDGLQPPQGP-----LDCGNAGTGMRLLAGVLAAQRFDSVLVG 120 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQY 182 
           D    + +RP+  +   L Q+GA ++       PP+RV+G   L G  +  +  + S+Q  
Sbjct: 121 DA--SLSKRPMRRVTDPLAQMGARIET-ESDGTPPLRVHGGQALQG--ITFASPVASAQV 175 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            SA+L+A   A G+  +         P  + T R++  FGV+   S    R  ++GGQ+  
Sbjct: 176 KSAVLLAGLYATGETSVSEPH-----PTRDYTERMLSAFGVEIAFSPGQAR--LRGGQRL 228 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           ++   A V  D SSA++F+  A+I  G+ VT+   G    +        L +MGA +    
Sbjct: 229 RATDIA-VPADFSSAAFFIVAASIIPGSDVTLRAVGLNPRR--TGLLAALRLMGADIV-E 284 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASW 356 
           +      G P      ++  L+   +    +PD+      L V A  A G T +   A   
Sbjct: 285 DNHAEHGGEPVADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAARGDTVVSGAAEL 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           RVKE++R+ A+ T L  LG  V+E PD   I     L    I+++ DHR+AMAF++A    
Sbjct: 345 RVKESDRLAAMATGLRALGIVVDEKPDGATIH-GGTLGSGVIESHGDHRIAMAFAIAGQL 403 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +   V + D      +FP  FD L+ 
Sbjct: 404 STGTVQVNDVANVATSFPG-FDSLA 427 
 
 
>ref|YP_001126227.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
 sp|A4IQ78.1|AROA_GEOTN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABO67482.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
          Length = 432 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 125/445 (28%), Positives = 207/445 (46%), Gaps = 37/445 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
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           +  + GT+++PG KS+S+R ++L AL+ G TV+D+ L   D    +   R LG+ +  D  
Sbjct: 12  VSSLRGTIEVPGDKSISHRAVMLGALASGRTVIDHFLPGADCLSTIDCFRKLGVDIHQD- 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                +V G G     E A     L +GN+G   R L   +     +A  V  G   + + 
Sbjct: 71  -GTNVIVEGAGSGGLREPA---AVLDVGNSGTTARLLLGILAGQPFHACLV--GDESIAQ 124 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           RP+  +   L+++GA +D     +  P+ + G    P   ++ +  + S+Q  SA+L+A  
Sbjct: 125 RPMARVTKPLREMGAHIDGRDDGNYTPLAIRGGALRP---LRYTSPVASAQVKSAILLAG 181 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                D    + +   S  + E  +RL   FG   E +       I G Q  +   + YV 
Sbjct: 182 LFT--DGVTSVTEPHRSRDHTERMIRL---FG--GEVNVDGLTVSIAGPQSLRG-THIYV 233 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    +T++  G    +      +VLE MGA +T       +   
Sbjct: 234 PGDISSAAFFLVAGAIVPNSEITLKNVGLNPTR--TGIIDVLERMGADITIDH----IRN 287 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP G        L AI++  + +P +   + ++AL    A+G T I+D +  +VKET 
Sbjct: 288 EETEPIGDITIRTSTLHAIEIGGDIIPRLIDEIPIIALLATQAEGTTIIKDASELKVKET 347 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI--DTYDDHRMAMAFSLAA-CAEV 418 
            R+  +  EL K GA +E   D  II     L    I  D++ DHR+ M  ++AA CA+  
Sbjct: 348 NRIDTVVAELKKFGADIEATDDGMIIRGKTALYADGIVVDSHGDHRIGMMLAIAACCAKG 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFV 443 
              +  P     ++P +F  L + + 
Sbjct: 408 TARLERPEAVAVSYPAFFADLRSLL 432 
 
 
>gb|EAY55824.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospirillum 
           rubarum] 
          Length = 454 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 132/452 (29%), Positives = 209/452 (46%), Gaps = 46/452 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
             +SG +++PG KS+S+R L+L  ++ G TVV   L S+D    L A   LG+ +  + D 
Sbjct: 26  HRVSGNIRVPGDKSISHRSLILGGMASGKTVVTGFLPSDDCLRTLSAFSRLGVQIRQQQD 85 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           + +   V  G  G       + +  L  GN+G A R +   +  AG +   V+ G   +R 
Sbjct: 86  ETSLELVSPGFTGL-----REPDSILDFGNSGTASRLMCGVL--AGTSFFTVMTGDDSLR 138 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +V  L  +GA +D        P+ V G      G   L+   S+Q  S++L+A  
Sbjct: 139 KRPMKRVVDPLSMMGAKIDGPGSGSRLPLAVRGTA--LNGISFLNAHKSAQVKSSILLAG 196 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   +E       +   + T RL+  FG K          Y        +    +V 
Sbjct: 197 LNASGPTTVE-----EPVQTRDHTERLLPLFGGKVLREGLRTTVY----PSRLTGTEMHV 247 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FLA   +T G ++T+EG G    +    F +VLE M A+       +  +  
Sbjct: 248 PGDFSSAAFFLALGLLTPGSSLTLEGVGLNPTR--TGFLQVLEAMKAR----SLRILPST 301 
 
Query: 310 PP---REPFGRKH-----LKAIDVNMNKMPDV---AMTLAVVALFADGPTAIRDVASWRV 358 
           PP    EP+G  H     L+ IDV    +P++      LA  A  A G T IR  +  RV 
Sbjct: 302 PPSLESEPYGNIHVGFSELEGIDVPPEWIPNIIDEIPILAACAACARGTTTIRGASELRV 361 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           KE++R+  I + L  LG   +E PD   I    P  +L    ID+ +DHR+AM+ ++    
Sbjct: 362 KESDRIRGIVSALQVLGVPCKEFPDGLAIDGLGPDPRLTGGTIDSLNDHRIAMSMAVLG- 420 
 
Query: 416 AEVP----VTIRDPGCTRKTFPDYFDVLSTFV 443 
           + +P    +TIR       +FP + ++ +  V 
Sbjct: 421 SRLPESEILTIRGTDFVSTSFPGFSNLFNQVV 452 
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>ref|ZP_05472815.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) 
           [Anaerococcus vaginalis ATCC 51170] 
 gb|EEU12464.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) 
           [Anaerococcus vaginalis ATCC 51170] 
          Length = 409 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 104/433 (24%), Positives = 212/433 (48%), Gaps = 43/433 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I++ P K + G +    SKS ++R L+LA L E  T +     S+D++  + +L+ LG 
Sbjct: 4   DNILIHPSK-LKGEIDAISSKSFAHRALILAGLCEEPTNIYINEFSKDINVTIESLKNLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +E  +   +          P +   E+  + +  +G ++R  TA           +   
Sbjct: 63  VGIEKFENFVKVT--------PPKVKIEKATIDMYESGSSLRFFTAVANHFAKEVKIM-- 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  R+ +RP  +L+  L++ G ++     +D  P  + G   L GG  +   + SSQY++ 
Sbjct: 113 GKERLSQRPNYELIKNLRKHGLEI----SSDKIPYTIKG--NLFGGDFEFFENKSSQYIT 166 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+++A+    G   I++ +K  S+ Y++++  +++ F V  +  +  + ++I+  Q  KS 
Sbjct: 167 AIMLASSKLSGKTSIKLKEKPESLGYIDISREVLKDFNVDVKEEN--NSYFIENSQ-IKS 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P N YVEGD S+A++F  GA +    + ++     SLQ D +                   
Sbjct: 224 PNNYYVEGDWSNAAFFY-GANLINSQIKIKNLKEDSLQKDRE------------------ 264 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
             +    +    +   K ++++++++PD+   LA++  + D  + I +    R+KE++R+ 
Sbjct: 265 -IIDIIKKIKLCKNENKTLEIDISQIPDLCPILALLLTYLDKTSYITNGKRLRLKESDRL 323 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIR 423 
            +    L  LGA  E   D   I+   K+    +D+++DHR+ MA S+A+  A+  + I+ 
Sbjct: 324 ESTSKMLNDLGAKCEIIGDNLKISG--KIIGGEVDSFNDHRIVMAASIASLMAKDDIIIK 381 
 
Query: 424 DPGCTRKTFPDYF 436 
           +     K++P +F 
Sbjct: 382 NYKAVNKSYPSFF 394 
 
 
>ref|ZP_05566093.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           Merz96] 
 ref|ZP_06628908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           R712] 
 ref|ZP_06633978.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           S613] 
 ref|ZP_07766530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           DAPTO 512] 
 ref|ZP_07769004.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           DAPTO 516] 
 gb|EEU69050.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           Merz96] 
 gb|EFE17019.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           R712] 
 gb|EFE18101.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           S613] 
 gb|EFQ09850.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           DAPTO 512] 
 gb|EFQ67986.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           DAPTO 516] 
          Length = 428 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 203/435 (46%), Gaps = 27/435 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
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           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ A+  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGQGFAGLKKARNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTMLNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  EL  LGA +    D  II  P  L+   + +Y DHR+ M   +AA    E  V +   
Sbjct: 349 VAKELAILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKEGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>gb|AAM16060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16062.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16063.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16065.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16072.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16075.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16076.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16079.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16081.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16086.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 60 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 60/60 (100%), Positives = 60/60 (100%) 
 
Query: 386 IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 60 
 
 
>ref|ZP_03127725.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chthoniobacter flavus 
           Ellin428] 
 gb|EDY21644.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chthoniobacter flavus 
           Ellin428] 
          Length = 443 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 135/443 (30%), Positives = 214/443 (48%), Gaps = 40/443 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           I   +++PG KS+S+R ++LA++S GT V+   L SED    + A+R LG+ +E AD+   
Sbjct: 12  IQTELEVPGDKSISHRAVMLASMSNGTCVIRGFLPSEDCLCTVAAIRALGVPIESADETT 71 
 
Query: 74  KRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +V G    F  P  D      +  GN+G  MR ++  +  AG      L G P + + 
Sbjct: 72  --LIVQGKRRVFAAPTHD------IDCGNSGTTMRLMSGLL--AGQPFRSRLIGDPSLSK 121 
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Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L Q+GA +        PP+ + G    P   V  S   S+Q  SA+L+A   
Sbjct: 122 RPMRRVMEPLTQMGAKITAEGKDGRPPLVIEGGNLQPIDYV--SPVASAQVKSAVLLAGM 179 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     + +   S  + E   R++E F ++ + +D      + GG   +S ++  V  
Sbjct: 180 FAKG--RTSVTEPTQSRNHTE---RMLEYFLIRPQKNDLT--VSLHGGLTPES-RDFQVP 231 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L  AA    + + ++  G    +  V    VL  MGA V        V    
Sbjct: 232 GDISSAAFWLVAAAAQPRSHLLIKNVGLNETRTGV--LAVLVRMGAHVREI-----VENE 284 
 
Query: 311 PREPFG-----RKHLKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP G        LK  ++   ++P+V      LAV A  A+G T I+D    RVKET+ 
Sbjct: 285 EAEPLGVIEVRGARLKGTEIGGKEIPNVIDELPILAVAAALANGTTVIKDAGELRVKETD 344 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
           R+ A+ T L  +GA V+E  D  +IT    L+   +D+Y DHR+AMAF++A   AE     
Sbjct: 345 RLAAVATNLRAMGAQVQETEDGMVITGGIPLHGARLDSYGDHRIAMAFAIAGMFAEGETI 404 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +  C   ++P ++  L   +  
Sbjct: 405 ITNTDCVNTSYPGFYQTLERILH 427 
 
 
>gb|AAT76791.1| 5-enolpyruvylshikimate-3-phosphate synthase [Halomonas variabilis] 
          Length = 449 
 
 Score =  130 bits (327), Expect = 4e-28,   Method: Compositional matrix adjust. 
 Identities = 135/442 (30%), Positives = 211/442 (47%), Gaps = 37/442 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P  +  G +++PG KS+S+R ++L AL+EG T V   L  ED    L A R +G+++E 
Sbjct: 11  VSPGGQAQGRLRVPGDKSMSHRSIMLGALAEGVTEVKGFLEGEDSLATLQAFREMGVAIE 70 
 
Query: 69  ADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                +  +  VG  G K P         L++GN+G AMR     +  AG      L G  
Sbjct: 71  GPHQGRVTIHGVGMHGLKAPAG------PLYVGNSGTAMRLFAGLL--AGQAFDSELTGD 122 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+G +   L+ +GA ++   G   PP+ + G   L G    +  + S+Q  S L 
Sbjct: 123 ESLTKRPMGRVADPLRLMGAAIETAEGGR-PPLSIKGGAPLKGIFYDMPMA-SAQVKSCL 180 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-P 245 
           L+A   A G+  +         P  + T R++  FG     S   D  +++GG K  + P 
Sbjct: 181 LLAGLYAEGETRVR-----EPAPTRDHTERMLNGFGYVV--SREGDTCWLQGGGKLTAGP 233 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V  D SSA++FL  AAIT G  +T+E  G    +  +    +L +MGA +   E   
Sbjct: 234 ID--VPSDISSATFFLVAAAITPGADITLEHVGINPTR--IGVINILTLMGADLVL-ENE 288 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P      ++  LK ID+ ++++P   D    L V A  A G T +R     RVK 
Sbjct: 289 REVGGEPVADIRIRYVPLKGIDIPVDQVPLAIDEFPALFVAAANAQGTTRLRGAEELRVK 348 
 
Query: 360 ETERMVAIRTELTKLGAS---VEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFSLAA 414 
           E++R+ A+   L  LG     VE+G D       +  +     ID+  DHR+AM+F++AA 
Sbjct: 349 ESDRIQAMADGLAVLGVEHTVVEDGIDIVGNGNDQVASYGGGRIDSLGDHRIAMSFAIAA 408 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDY 435 
             A   + I D      +FPD+ 
Sbjct: 409 LRASDTIVIDDCANVATSFPDF 430 
 
 
>ref|ZP_01827678.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP14-BS69] 
 ref|ZP_02717416.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC3059-06] 
 ref|ZP_04525412.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CCRI 1974] 
 ref|ZP_04597090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
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           pneumoniae CCRI 1974M2] 
 gb|EDK66040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP14-BS69] 
 gb|EDT97204.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CDC3059-06] 
          Length = 427 
 
 Score =  130 bits (327), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 208/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKECTRNHTE---DMLKQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG  +    + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIVPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL    A   T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQDVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A   V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVAGGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_06184945.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus mulieris 
           28-1] 
 gb|EEZ90420.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus mulieris 
           28-1] 
          Length = 487 
 
 Score =  130 bits (327), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 136/488 (27%), Positives = 212/488 (43%), Gaps = 85/488 (17%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  +V LPGSKSLS R LLL+A+ +  + V+ LL + D   M+ AL+ LG  +     A  
Sbjct: 19  VYASVHLPGSKSLSARELLLSAIGDTNSRVEGLLYARDTDLMVRALQGLGARISPWPPAG 78 
 
Query: 75  RAV--------------------------VVGCGGKFPVE----DAKEEVQLFLGNAGIA 104 
             V                           +G  G         + ++ VQ+  G AG   
Sbjct: 79  NPVEIQPIPGLWEETKQSGVSSNSGAGLEALGSSGSLANHPNPPELEQPVQIECGLAGTV 138 
 
Query: 105 MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-----PV 159 
           MR L A V A G  A +  D      +RP+  L+  L  LGA+ +    +D P     P  
Sbjct: 139 MRFLPALVVALGVPARFTADAA--ANKRPLRGLLEALASLGANWE----SDDPLDGIFPF 192 
 
Query: 160 RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLM 218 
            +N   G     + +  + SSQ++SALL++APL    + I     ++ S+P+++MTL  + 
Sbjct: 193 TINPRRGDVPEVITVDTAASSQFVSALLLSAPLWGKPLTIRCKTPVVPSLPHIQMTLEAL 252 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-----VEGDASSASYFLAGAAITGGTVTV 273 
              G+ A  S   D  +    Q    P + +     +E D S+A  FLA A I GG V+V 
Sbjct: 253 SLRGINATGSIQSDGTW----QWRVEPDSVFGQDLAIEPDLSNAGPFLAAAGIIGGAVSV 308 
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Query: 274 EGC-GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 332 
            G    TS  GD+ + ++L   G +V       T  G          L+A+ ++ ++  + 
Sbjct: 309 PGWPAHTSQVGDL-WRQILPQFGMQVRHRCGVFTARG-------TGILRAVSLDCSQCGE 360 
 
Query: 333 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 392 
           +  T+A +A  A G + +  ++  R  ET+R+ A+  EL KLG         C ITP +  
Sbjct: 361 LVPTIAALAAHASGVSHLEGLSHLRGHETDRLNALYQELQKLGIR-------CAITPEDG 413 
 
Query: 393 LNVTAID-----------------TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
           L +  I                   Y DHRMA   +L       + I D G T KT PD+ 
Sbjct: 414 LEIIGIPRTQLGARLPSDQPLMMRAYGDHRMATFAALMGLYRT-IQIDDIGATTKTLPDF 472 
 
Query: 436 FDVLSTFV 443 
             + +  + 
Sbjct: 473 PQMWAQVI 480 
 
 
>ref|ZP_04196642.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH603] 
 gb|EEL71702.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH603] 
          Length = 424 
 
 Score =  130 bits (327), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 120/442 (27%), Positives = 211/442 (47%), Gaps = 41/442 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++EGTT V N L  ED    +   + LG+ +E       
Sbjct: 10  LNGKIVVPGDKSISHRSVMFGAIAEGTTKVSNFLLGEDCLSTIACFQKLGIQIEQ---FG 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +   G   +++ KE   L +GN+G  +R +   +     ++T + D    + +RP+ 
Sbjct: 67  NDVTIYGKGLHNLQEPKE--VLDVGNSGTTIRLMLGILANTPFHSTIIGDA--SIGKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAA 190 
             +   L ++ A +D        P+ + G      GKVK     S   S+Q  SA+L+A  
Sbjct: 123 KRVTDPLSKMNAQIDGRENGQYTPLSIRG------GKVKGMHYHSPVASAQVKSAVLLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G+    + + + S  + E   R++  FG   + +       ++GGQ+ K   +  V 
Sbjct: 177 --LQGEGITTVTEPMQSRDHTE---RMLRAFGCTVDVNGRT--VSLQGGQQLKGA-DIEV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    + +E  G    +  V   +VL  MGA ++       +   
Sbjct: 229 PGDISSAAFFLVAGAIVQNSKLVLENVGLNPTRTGV--LDVLTKMGALISIDH----IRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKET 361 
              EP G        LK I++    +P +   + V+AL A   +G T I++    +VKET 
Sbjct: 283 EEFEPCGDITIETSKLKGIEIGGTLIPRLIDEIPVIALLATQAEGITVIKNAEELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
            R+  +  EL KLGA +E  PD  II   + L    ++++ DHR+ M  ++A+C  +  V 
Sbjct: 343 NRIDTVVDELGKLGAKIEATPDGMIIYGKQSLKGNTVNSHGDHRIGMMLAIASCIIDGEV 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I +      ++P++F+ L+   
Sbjct: 403 KIENSDAVAVSYPEFFEQLAAL 424 
 
 
>ref|ZP_02410001.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 14] 
 ref|ZP_02454304.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 9] 
 ref|ZP_03451048.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
 ref|ZP_03792360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pakistan 9] 
 gb|EEC36862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
 gb|EEH27318.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
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           pseudomallei Pakistan 9] 
          Length = 451 
 
 Score =  130 bits (327), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 119/429 (27%), Positives = 190/429 (44%), Gaps = 27/429 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G      V     E+    GN+G+ +R L   V     +  +V      +  R   
Sbjct: 78  TTVVKGV----DVMHVDREIVFDPGNSGVVLR-LLMGVAGYLPDTRFVTQYRYSLGVRSQ 132 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    +   
Sbjct: 133 AEMVAALRRLNVECEAVGPEARLPISMRSTRAL-GKHTEVSCKKSSQFLSGLLYLGAIGE 191 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D+EI+++D + +   V  T+  +   GV  E+  ++ RF++ G  ++K P    V  D  
Sbjct: 192 RDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAAFRRFFVPGRDRFK-PSEFTVGADP 250 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPPRE 313 
           +S +  LA        VT+ G           F E     GA + + T+T   +   P   
Sbjct: 251 ASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELPGN 299 
 
Query: 314 PF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                G   ++A D + +  PD    LA  A FA+G +   ++   R KE++R+   R E 
Sbjct: 300 RIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFAEGTSTFYNIEHIRYKESDRISDFRRE 359 
 
Query: 371 LTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGC 427 
           L KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P   
Sbjct: 360 LDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEPHH 419 
 
Query: 428 TRKTFPDYF 436 
             +T+PDYF 
Sbjct: 420 VGQTYPDYF 428 
 
 
>ref|ZP_04658748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas flueggei 
           ATCC 43531] 
 gb|EEQ48860.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas flueggei 
           ATCC 43531] 
          Length = 434 
 
 Score =  130 bits (326), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 122/437 (27%), Positives = 199/437 (45%), Gaps = 39/437 (8%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
            G + +PG KS+S+R ++ A L      ++N L++ D    +G +R+LG ++E        
Sbjct: 15  QGMIDIPGDKSISHRSVMFAGLGNTPVHINNFLHAADCLSTVGVMRSLGTAIEFLNE-NE 73 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            +V G G    +    E + +   GN+G  +R +   +  A  +      G   +  RP+ 
Sbjct: 74  LIVTGKG----LHGLSEPMNVLDAGNSGTTLRLMMGVL--APQSFLSAFSGDASLTRRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L ++GA +      +  P+ V   GG   G    S   S+Q  SA+L+A   A  
Sbjct: 128 RRVLLPLSEMGARIYGRNANNNLPLVVVPTGGKLRGIHYKSPVASAQVKSAILLAGLYA- 186 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGGQKYKSPKNAYVEGD 253 
            D    + +  +S  + E   +++  FGV+ E S  S   F ++ G  Y++P    V GD 
Sbjct: 187 -DAPTTVTEPYVSRDHTE---QMLAGFGVRIERSGTSVTVFPVEDG-GYRAPDEITVPGD 241 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+YFL AG+ I    + +   G    +  +   +VL  MGA ++            R 
Sbjct: 242 ISSAAYFLVAGSIIKDSRLRLNNVGINPTRTGI--LDVLREMGAHISVQNE--------R 291 
 
Query: 313 EPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           E  G            L  +      MP   D    LAV ALFA+G T I      RVKE 
Sbjct: 292 ESGGECVADLFVESASLHGVSFGAEIMPRLIDEIPILAVAALFAEGDTVITGAGELRVKE 351 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1214



 

 

 
Query: 361 TERMVAIRTELTKLG-ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           T+R+ A+ TE  KL   S++E  D  +I    ++    + +YDDHRMAM+ ++   A    
Sbjct: 352 TDRLHAVATEFQKLAPGSIDEREDGLVIHGKSEIQRARVKSYDDHRMAMSLAVLGAAGKG 411 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           V I +P     ++P +F 
Sbjct: 412 VLIENPESVNISYPTFF 428 
 
 
>ref|ZP_03761642.1| hypothetical protein CLOSTASPAR_05676 [Clostridium asparagiforme 
           DSM 15981] 
 gb|EEG52259.1| hypothetical protein CLOSTASPAR_05676 [Clostridium asparagiforme 
           DSM 15981] 
          Length = 429 
 
 Score =  130 bits (326), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 196/435 (45%), Gaps = 39/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG + +PG KS+S+R ++  ++++G T +   L   D    +   R +G+ +  D     
Sbjct: 13  LSGELTVPGDKSISHRAVMFGSIAKGLTEIRGFLQGADCLSTIACFRRMGVGI--DNLGD 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R +V G G    +   K    L   GN+G  MR ++  + A   N    L G   +++RP 
Sbjct: 71  RVLVHGNG----MRGLKRPAGLLDCGNSGTTMRLISGILAAQ--NFDVTLTGDASIQKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L  +GAD+       C P+R+ G   L G     S   S+Q  SA+L+A   A 
Sbjct: 125 MKRIIDPLSMMGADIASVNKNGCAPLRIKG-RRLTGIHYN-SKVASAQVKSAVLLAGLYA 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW------DRFYIKGGQKYKSPKN 247 
            G   +   +  +S  + E+ LR    FG       +       D  +   G K   P   
Sbjct: 183 QGGTSV--TEPALSRNHTELMLR---HFGAAVNSCGATATIAPADELF---GAKVAVP-- 232 
 
Query: 248 AYVEGDASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
               GD SSA+YF+AGA  + G  V ++G G    +  +   +V   MGA +     +   
Sbjct: 233 ----GDISSAAYFIAGALMVPGSQVLIKGVGINPTRAGI--LKVCRDMGADLELLNENHD 286 
 
Query: 307 VTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              P  +   R   L    V    +P   D    +A +A  A G T I+D A  +VKE+  
Sbjct: 287 GAEPTADLLVRHSPLHGTVVEGEVIPTLIDELPMIAAMACTAQGETVIKDAAELKVKESN 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+  +   L  +GA V E  D  II     L+   ID++ DHR+AM F++ A CA+   T 
Sbjct: 347 RIAIMAESLNAMGADVTETEDGMIIRGGRPLHGAEIDSHLDHRIAMTFAVTALCADGLTT 406 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           IRD  C   ++P ++ 
Sbjct: 407 IRDAQCVNISYPGFY 421 
 
 
>ref|NP_341856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus 
           solfataricus P2] 
 ref|ZP_06388466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus 
           solfataricus 98/2] 
 sp|Q980I5.1|AROA_SULSO RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAK40646.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase)(EPSP 
           synthase) (aroA) [Sulfolobus solfataricus P2] 
 gb|ACX91520.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus 
           solfataricus 98/2] 
          Length = 414 
 
 Score =  130 bits (326), Expect = 5e-28,   Method: Compositional matrix adjust. 
 Identities = 128/447 (28%), Positives = 207/447 (46%), Gaps = 61/447 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
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           +ISG +K P SKSL+ R++ L+  +     + NL+ SEDV   + ++R LG+ V+ +    
Sbjct: 9   KISGIIKAPQSKSLAIRLIFLSLFTR--VYLHNLVLSEDVIDAIKSVRALGVKVKNNSEF 66 
 
Query: 74  KRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                       P E  + +E  + L  +   +R L   + A GG  T  +D    +R R 
Sbjct: 67  -----------IPPEKLEIKERFIKLKGSATTLRMLIPILAAIGGEVT--IDADESLRRR 113 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L   G     +      P+ + G   L   ++K+SG  SSQY+S L+ A  + 
Sbjct: 114 PLNRIVQALSNYGISFSSY----SLPLTITG--KLSSNEIKISGDESSQYISGLIYALHI 167 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN----- 247 
             G   IEI+  + S  Y+ +T+ L +RFG     SD   +FY  G + + +P N      
Sbjct: 168 LNGG-SIEILPPISSKSYILLTIDLFKRFG-----SDV--KFY--GSKIHVNPNNLVEFQ 217 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD   AS++   A ++GG +T+          GD    ++   MGA   + +     
Sbjct: 218 GEVAGDYGLASFYALSALVSGGGITITNLWEPKEYFGDHSIVKIFSEMGASSEYKD---- 273 
 
Query: 307 VTGPPREPFGRKHLKA------IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                    GR  +KA      I ++++  PD+AMT+A ++  A+G + I  +   R+KE 
Sbjct: 274 ---------GRWFVKAKDKYSPIKIDIDDAPDLAMTIAGLSAIAEGTSEIIGIERLRIKE 324 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEK--LNVTAIDTYDDHRMAMAFSLAACAEV 418 
           ++R+ +IR  L   G   E   +  +I    K  LN    D  +DHR+AM  S  A     
Sbjct: 325 SDRIESIRKILGLYGVGSEVKYNSILIFGINKGMLNSPVTDCLNDHRVAMMSSALALVNG 384 
 
Query: 419 PVTIRDPGCTRKTFPDYF-DVLSTFVK 444 
            V I    C  K+ P+Y+ D+LS   K 
Sbjct: 385 GV-ITSAECVGKSNPNYWQDLLSLNAK 410 
 
 
>ref|YP_001836078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CGSP14] 
 gb|ACB90613.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae CGSP14] 
          Length = 431 
 
 Score =  130 bits (326), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 208/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 11  IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 71  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D  P+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 124 RPMDRVTLPLKKMGVSISGQTERDLLPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 183 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 234 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 235 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLKITEID-PVAKS 291 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 292 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 351 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 352 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 411 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
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Sbjct: 412 EAINTSYPSFFDDLESLI 429 
 
 
>ref|YP_003251648.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC61] 
 ref|YP_004132723.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC52] 
 gb|ACX77166.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC61] 
 gb|ADU94580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC52] 
          Length = 427 
 
 Score =  130 bits (326), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 123/445 (27%), Positives = 212/445 (47%), Gaps = 37/445 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + G +++PG KS+S+R ++L AL+ G TV+D+ L   D    +   R LG+ +  D  
Sbjct: 7   VSSLRGMIEVPGDKSISHRAVMLGALASGRTVIDHFLPGADCLSTIDCFRKLGVDIRQDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                VV G G   P    +    L +GN+G   R L   +     +A  V D    + + 
Sbjct: 67  TT--VVVEGAG---PGGLREPAAVLDVGNSGTTARLLLGILAGQPFHACLVGD--ESIAK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           RP+G +   L+++GA +D   G +  P+ + G    P   ++ +  + S+Q  SA+L+A  
Sbjct: 120 RPMGRVTKPLREMGARIDGREGGNYTPLSIRGGALRP---LRYTSPVASAQVKSAVLLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                D    + +   S  + E  +RL   FG   E +       + G Q+ +   + YV 
Sbjct: 177 LFT--DGVTSVTEPHRSRDHTERMVRL---FG--GEVNVDGLTVSVAGPQRLRG-THIYV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    +T++  G    +      +VL  MGA +        V   
Sbjct: 229 PGDISSAAFFLVAGAIVPNSEITLKNVGLNPTR--TGIIDVLTQMGADIAIDN----VRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP G        L+A+++  + +P +   + ++AL    A+G T I+D +  +VKET 
Sbjct: 283 EETEPVGDITVRTSTLRAVEIGGDLIPRLIDEIPIIALLATQAEGTTVIKDASELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           +R+  + TEL KLGA +E   D  +I    P   +   +D++ DHR+ M  ++AAC A+  
Sbjct: 343 DRIHTVVTELKKLGADIEATDDGMMIRGKTPLYADGIVVDSHGDHRIGMMLAVAACIAKG 402 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFV 443 
            V +        ++P +F  L + + 
Sbjct: 403 TVRLERSEAVAVSYPAFFADLRSLL 427 
 
 
>ref|ZP_05095037.1| 3-phosphoshikimate 1-carboxyvinyltransferase [marine gamma 
           proteobacterium HTCC2148] 
 gb|EEB78587.1| 3-phosphoshikimate 1-carboxyvinyltransferase [marine gamma 
           proteobacterium HTCC2148] 
          Length = 434 
 
 Score =  130 bits (326), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 138/444 (31%), Positives = 212/444 (47%), Gaps = 32/444 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E  L P   ISG  ++PG KS+S+R ++L AL+ GTT V   L  +D    L   R +G+ 
Sbjct: 2   EFKLLPGGTISGEARVPGDKSMSHRSIMLGALAAGTTRVSGFLEGDDALATLATFRAMGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           S+E  +  +  VVV   G   +  A  +  L LGNAG  MR +   +  AG     VL G 
Sbjct: 62  SIE--RHGEGEVVVHGVGLHGL--AAPDGPLDLGNAGTGMRLMCGLM--AGQPFDTVLTG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP+G ++  L+ +GA +D   G   PP+++ G   L G    L  + S+Q  S  
Sbjct: 116 DASLCSRPMGRVIDPLRLMGAKIDAQEGGR-PPLKITGGSQLNGIHYDLPMA-SAQVKSC 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
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           +L+A   A G   +         P  + T R++  FG + +     +   ++GG   K+  
Sbjct: 174 VLLAGLYAQGRTSVT-----EPAPTRDHTERMLRGFGYEVKR--EGEVISLQGGGSLKA- 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            +  V  D SSA++FL  A+IT G+   +T  G   T     +    +L +MGA +T  + 
Sbjct: 226 ADIDVPADISSAAFFLVAASITPGSDLLLTHVGINPTR----IGVLNILNLMGADITL-K 280 
 
Query: 303 TSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
               V G P      ++  L  +D+  +++P   D    L + A  A G T +R     R 
Sbjct: 281 NEREVGGEPVADIQVRYAPLHGVDIPEDQVPLAIDEFPALFIAAACAQGRTVLRGAEELR 340 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKE++R+ A+   L  LG + E   D  II     +    I T+ DHR+AMAFS+AA  A 
Sbjct: 341 VKESDRIAAMAEGLNTLGVNNEVLEDGIIIE-GGTIGGGEIRTHMDHRIAMAFSIAALRA 399 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLS 440 
           E  + + D      +FP  FD L+ 
Sbjct: 400 EQEIVVLDCDHVATSFPG-FDALA 422 
 
 
>ref|ZP_05138490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9202] 
 gb|EEE40315.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9202] 
          Length = 436 
 
 Score =  130 bits (326), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 120/445 (26%), Positives = 206/445 (46%), Gaps = 44/445 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +K+PG KS+S+R L++ ++++G T ++  L+SED       LR LG+++       
Sbjct: 12  KLKGKIKVPGDKSISHRALIIGSIAKGNTTIEGFLHSEDPLSTADCLRKLGVNIPKIIKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   + G G    ++  KE  ++   GN+G  MR L   + A  G   ++L G   + ER 
Sbjct: 72  EPFTISGKG----LDGLKEPKEILNCGNSGTTMRLLMGLLAAQEGK-NFILTGDASLNER 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +      +  P+ +NG         KL G +      S+Q  SA+ 
Sbjct: 127 PMGRVGKPLSLMGGKISGREFGNKAPISING--------EKLKGCVIGTPVASAQVKSAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R+++ FG          R   IK G       
Sbjct: 179 LLAGLNASGTTSV--IEPASSRDHTE---RMLKAFGADISIRGELGRNIVIKSGSNLIGQ 233 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   + GD SSAS+++  A+I     V ++  G    +  +    V++ MG      + S 
Sbjct: 234 R-VLIPGDISSASFWMIAASIVPNSEVVIQNVGLNPTRTGI--LNVMDSMGCNYEILDKS 290 
 
Query: 305 VTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
            T+ G   EP G        +L++  V  + +P   D    L V A F  G + I+D    
Sbjct: 291 -TIAG---EPIGSIKVKTSNNLRSFTVEGDILPKLIDEIPILTVAACFCSGVSEIKDAQE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            RVKET+R+  +  +L K GA + E  D  II    K +   +D+  DHR+AM+ ++A+  
Sbjct: 347 LRVKETDRLKVMARQLQKFGAEITEKEDGLIINGQSKFHSAEVDSETDHRVAMSLAIASL 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVL 439 
            A+    I      R ++P +++ L 
Sbjct: 407 LAKGTSKIMRADAARVSYPTFWEEL 431 
 
 
>ref|ZP_03983417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           HH22] 
 gb|EEI58465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecalis 
           HH22] 
          Length = 428 
 
 Score =  129 bits (325), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 203/435 (46%), Gaps = 27/435 (6%) 
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Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K + GT+ +P  KS+S+R ++  A+S G T + N L  ED    L A R+LG+++E D  
Sbjct: 9   VKHLQGTLMVPSDKSISHRSIMFGAISSGKTTITNFLRGEDCLSTLAAFRSLGVNIEDDG 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                + V   G   ++ AK  + +  GN+G  +R +   +  AG      L G   + + 
Sbjct: 69  TT---ITVEGRGFAGLKKAKNTIDV--GNSGTTIRLMLGIL--AGCPFETRLAGDASIAK 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  +++ L Q+GA+      T+ PP+ + G   L      +  + S+Q  SA+L AA  
Sbjct: 122 RPMNRVMLPLNQMGAECQGVQQTEFPPISIRGTQNLQPIDYTMPVA-SAQVKSAILFAAL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G   +  ++K  +  + E  +R   +FG   E      +  + G Q+  + +N  V  
Sbjct: 181 QAEGTSVV--VEKEKTRDHTEEMIR---QFGGTLEVD--GKKIMLTGPQQL-TGQNVVVP 232 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETSVTVTG 309 
           GD SSA++FL AG  +    + ++  G    Q      +V++ MG  VT   E     +G 
Sbjct: 233 GDISSAAFFLVAGLVVPDSEILLKNVGLN--QTRTGILDVIKNMGGSVTILNEDEANHSG 290 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVA 366 
                     L A ++    +P +   L ++AL A    G T IRD    +VKET R+ A 
Sbjct: 291 DLL--VKTSQLTATEIGGAIIPRLIDELPIIALLATQATGTTIIRDAEELKVKETNRIDA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRD 424 
           +  ELT LGA +    D  II  P  L+   + +Y DHR+ M   +AA       V +   
Sbjct: 349 VAKELTILGADITPTDDGLIIHGPTSLHGGRVTSYGDHRIGMMLQIAALLVKGGTVELDK 408 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 ++P +FD L 
Sbjct: 409 AEAVSVSYPAFFDDL 423 
 
 
>ref|ZP_02084436.1| hypothetical protein CLOBOL_01962 [Clostridium bolteae ATCC 
           BAA-613] 
 gb|EDP17722.1| hypothetical protein CLOBOL_01962 [Clostridium bolteae ATCC 
           BAA-613] 
          Length = 426 
 
 Score =  129 bits (325), Expect = 6e-28,   Method: Compositional matrix adjust. 
 Identities = 123/438 (28%), Positives = 196/438 (44%), Gaps = 27/438 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
              G +++PG KS+S+R ++  ++++G T + N L   D    +     +G+ +E +K   
Sbjct: 8   HFKGEIRVPGDKSISHRAVMFGSVAQGLTEIHNFLQGADCLSTIACFEKMGIDIE-NKGG 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           K   V+  G      +A  EV L  GN+G   R ++  +   G N    L G   + +RP 
Sbjct: 67  K---VLVHGRGLHGLNAPREV-LDCGNSGTTTRLISGIL--CGQNFDVTLTGDESICKRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L  +GA +       C P+ + G  G   G    S   S+Q  SA+++A   A 
Sbjct: 121 MKRIMEPLAMMGARITSIKDNGCAPLLIKG--GPVHGIHYDSRVASAQVKSAIMLAGLYA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D    + +  +S  + E+ LRL   FG  A+ S       IK   +        V GD 
Sbjct: 179 --DSPTSVTEPYVSRNHSELMLRL---FG--AQVSTEGTTAVIKPANELHG-NQVMVPGD 230 
 
Query: 254 ASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+YF+AG   + G  V +   G    +  +    V   MGA +     S   TG P  
Sbjct: 231 ISSAAYFIAGGLMVPGSQVLIRNVGINPTRDGI--LRVCRDMGAHIELLNVSGG-TGEPT 287 
 
Query: 313 EPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                +H  L    +  + +P   D    +A +A FA+G T IRD    +VKE+ R+  + 
Sbjct: 288 ADILVRHGSLHGTVIGGSVIPTLIDELPVIAAMACFAEGETVIRDAGELKVKESNRIAVM 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
              L  +GA V E  D  II     L+   ID+  DHR+AM F++ A CA+    IRD   
Sbjct: 348 VQGLAAMGADVTETEDGMIIRGGAPLHGAVIDSRKDHRIAMTFAVTALCADGITEIRDAD 407 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
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           C   ++P ++  L    + 
Sbjct: 408 CVNISYPGFYSDLKKLAQ 425 
 
 
>ref|ZP_07053534.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria grayi DSM 
           20601] 
 gb|EFI84547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria grayi DSM 
           20601] 
          Length = 429 
 
 Score =  129 bits (325), Expect = 7e-28,   Method: Compositional matrix adjust. 
 Identities = 116/440 (26%), Positives = 203/440 (46%), Gaps = 25/440 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G +++PG KS+S+R ++  AL+ GTT + + L ++D    L A + LG+ +E D   
Sbjct: 8   QNLQGNIQVPGDKSISHRSIMFGALANGTTTITHFLRADDCLGTLAAFQKLGVKIEDDGE 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +    G  G     D   +V    GN+G  +R L   +T  G     VL G   +  R 
Sbjct: 68  KVKVHGKGFAG-LEAPDGPIDV----GNSGTTIRLLMGILT--GARIPAVLFGDSSIARR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +++ LK++GA +     ++  P+ +   G L      +  + S+Q  SA+++A    
Sbjct: 121 PMNRVMLPLKEMGASIAGKDDSEFAPLTIRDNGKLQAITYDMPVA-SAQVKSAIILAGLQ 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+  I  ++K       + T +++ +FG   +      R     G +  + +   V G 
Sbjct: 180 AEGETVIHELEK-----TRDHTEQMIRQFGGTIQTEGKTIRVT---GNQTLTGQTITVPG 231 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FLA   +   + + +E  G    +  +   +V+E MG  V     S     P  
Sbjct: 232 DISSAAFFLAAGLLAENSEIHLENVGINPTRTGI--LDVIEQMGGSVEQANPSTHQGEPS 289 
 
Query: 312 REPFGR-KHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
            +   R   L   +++ + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ 
Sbjct: 290 ADLIVRTSELHGTEISGSLIPRLIDEIPVIALLATQAEGTTVIKDAAELKVKETNRIDAV 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
             ELTKLGA +E   D  II     L+   + +Y DHR+ M   +AA       V +    
Sbjct: 350 AAELTKLGARIEPTEDGLIIHGKTALHGANVTSYGDHRIGMMLQIAALLVTSGEVELDKA 409 
 
Query: 426 GCTRKTFPDYFDVLSTFVKN 445 
                ++P +F  L   +   
Sbjct: 410 EAVSVSYPAFFADLEKLIHQ 429 
 
 
>ref|ZP_07340631.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS455] 
 ref|ZP_07344945.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP-BS293] 
 ref|ZP_07347597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP14-BS292] 
 ref|ZP_07350239.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS397] 
 ref|ZP_07351779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS457] 
 ref|ZP_07354014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS458] 
 emb|CBW34850.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae INV200] 
 gb|EFL65537.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS455] 
 gb|EFL67718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP14-BS292] 
 gb|EFL70365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP-BS293] 
 gb|EFL72642.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS458] 
 gb|EFL74867.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae BS457] 
 gb|EFL76358.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
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           pneumoniae BS397] 
          Length = 427 
 
 Score =  129 bits (325), Expect = 7e-28,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 208/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D  P+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLLPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLKITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL A    G T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQGVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A+  V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVADGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|ZP_06555080.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           FSL J2-071] 
 gb|EFD91725.1| 5-enolpyruvylshikimate-3-phosphate synthase [Listeria monocytogenes 
           FSL J2-071] 
          Length = 428 
 
 Score =  129 bits (325), Expect = 7e-28,   Method: Compositional matrix adjust. 
 Identities = 120/437 (27%), Positives = 219/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVRGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGT 291 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 292 VVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 351 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1221



 

 

 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +      
Sbjct: 352 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERAEA 411 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 412 VSVSYPTFFEDIRSLLK 428 
 
 
>ref|ZP_08014836.1| hypothetical protein HMPREF9464_00055 [Sutterella wadsworthensis 
           3_1_45B] 
 gb|EFW02866.1| hypothetical protein HMPREF9464_00055 [Sutterella wadsworthensis 
           3_1_45B] 
          Length = 464 
 
 Score =  129 bits (325), Expect = 7e-28,   Method: Compositional matrix adjust. 
 Identities = 130/445 (29%), Positives = 205/445 (46%), Gaps = 27/445 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALS--EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +++SGT+    SKS ++R L+ AAL   +   +V     S D+     ALR LG  +E   
Sbjct: 8   QQLSGTIAAIPSKSWAHRELIAAALGAPDHAVLVRFRGGSNDIEATCRALRGLGAKIER- 66 
 
Query: 71  KAAKRAVVVGCGGKFP-VEDAKEEVQ-----LFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                  + G G +   +  A+   +     L  G +G  +R L     A  G A  +   
Sbjct: 67  -------LPGTGARVEGISRAERNTRTETPVLDCGESGTTLRYLLPVAAALNGPAGVIFT 119 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G  R+  RP   L   L++ G  +D    +    + V   G L  G   LSG++SSQ+L  
Sbjct: 120 GSGRLPARPQEPLAGELERHGITLDYAEASPGALLPVRLTGRLLPGAYALSGAVSSQFLG 179 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQ 240 
            LL A  +  G   + + D+L S PYV MTL  +++ GV+   S + D+    + I G   
Sbjct: 180 GLLYALSVLDGPSTLAVKDRLESEPYVRMTLSALQQSGVEIAESRT-DQGLPLWTIAGRG 238 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
               P++  VEGD S+A+++L   A+T     + VEG   TSLQGD    ++L  +GA+V 
Sbjct: 239 VLTPPEDVQVEGDWSNAAFWLCAGALTQNPEGIAVEGLSLTSLQGDRAVVDILSRLGAQV 298 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
             +      T   + P     L+   ++  ++PD+   LAV A  A+G T        R+ 
Sbjct: 299 ESSSEGRIGTVRVKPPKNGAALRGQTIDARQIPDLVPILAVAAGAAEGETRFTHAERLRI 358 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCI---ITPPEKLNVTAIDTYDDHRMAM-AFSLAA 414 
           KE++R+ +    L  LG   EE PD  +   I    K +   I ++ DHR+ M A    A 
Sbjct: 359 KESDRLQSTAQLLHLLGVPHEELPDGLVVHGIGSARKFSGGRISSFKDHRIVMAAAVAGA 418 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVL 439 
               P+ I       K++P +F+ L 
Sbjct: 419 SGGAPIVIDGAEDAAKSYPHFFEDL 443 
 
 
>ref|YP_002349603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes HCC23] 
 sp|B8DC03.1|AROA_LISMH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACK38989.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes HCC23] 
          Length = 428 
 
 Score =  129 bits (325), Expect = 7e-28,   Method: Compositional matrix adjust. 
 Identities = 120/437 (27%), Positives = 219/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
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Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGT 291 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 292 VVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +      
Sbjct: 352 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERAEA 411 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 412 VSVSYPTFFEDIRSLLK 428 
 
 
>emb|CAR84684.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes L99] 
          Length = 430 
 
 Score =  129 bits (324), Expect = 8e-28,   Method: Compositional matrix adjust. 
 Identities = 120/437 (27%), Positives = 219/437 (50%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 14  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 71 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 72  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 126 RVMLPLQQMGAKMHGKDGSEFAPITINGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 184 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD S 
Sbjct: 185 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDVS 236 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 237 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGT 293 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+ T 
Sbjct: 294 VVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAT 353 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    E  V +      
Sbjct: 354 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERAEA 413 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 414 VSVSYPTFFEDIRSLLK 430 
 
 
>gb|ADO78122.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halanaerobium 
           praevalens DSM 2228] 
          Length = 429 
 
 Score =  129 bits (324), Expect = 8e-28,   Method: Compositional matrix adjust. 
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 Identities = 135/451 (29%), Positives = 228/451 (50%), Gaps = 42/451 (9%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P  +ISG +++PG KS+S+R ++LAAL+EG + ++ LL +ED    L  +  LG  +  
Sbjct: 5   VKPATKISGQIEVPGDKSISHRSIILAALAEGESKIEGLLEAEDCLKTLNIMADLGPEIV 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             KA +   ++   G   +++AK    L  GN+G +MR LT  + A   +   VL G    
Sbjct: 65  KIKAGE--YLIKGQGLNGLKEAKN--ILDCGNSGTSMRLLTGLLAAQ--DFYSVLSGDHS 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  ++  L Q+GA +         P+ + G   L   K  L  + S+Q  SA+L+ 
Sbjct: 119 LLKRPMARIIKPLSQMGAKI-WSRKKGLAPLSIQG-QKLKALKYNLPVA-SAQLKSAILL 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKN 247 
           AA     + E  II+  +S  + E   R+++  GV  E     DR  +K  +K +  P   
Sbjct: 176 AALKT--EAETVIIEPAVSRDHTE---RMLKEAGVDLEIL--ADRIILKQAKKRRIKPLR 228 
 
Query: 248 AYVEGDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           + + GD SSA++F+A A +   G + ++  G    Q    F EV++ MGA           
Sbjct: 229 SKIPGDISSAAFFIAAAILAKKGELLIKNVGIN--QTRSGFLEVIKAMGANFEILNK--- 283 
 
Query: 307 VTGPPREPFGRK---------HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
                +E  G K          LKA+++    +P   D    +AV+A+FA+G T I+D A 
Sbjct: 284 -----KEEAGEKIADILVRPSTLKAVEIKGKIIPRLIDELPIIAVLAVFAEGKTVIKDAA 338 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN-VTAIDTYDDHRMAMAFS-L 412 
             RVKET+R+ A+ TE  KLG  +E   D   I  P+++     + +Y DHR+AM+ + L 
Sbjct: 339 ELRVKETDRIKALVTEFRKLGIEIEAQADGMEIIGPQQVEGGVQLKSYYDHRIAMSLAIL 398 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           A   +  ++I+       +FP++  +L+  + 
Sbjct: 399 ALKTKQGLSIQGSEIIMTSFPNFKKLLAEVI 429 
 
 
>ref|NP_923984.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gloeobacter violaceus 
           PCC 7421] 
 sp|Q7NLT3.1|AROA_GLOVI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC88979.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gloeobacter violaceus 
           PCC 7421] 
          Length = 432 
 
 Score =  129 bits (324), Expect = 8e-28,   Method: Compositional matrix adjust. 
 Identities = 131/455 (28%), Positives = 212/455 (46%), Gaps = 47/455 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P + +SG + + G KS+S+R L+LAAL+EG +V++ LL  +D       LR LG  +  
Sbjct: 7   ITPARRLSGEIAVAGDKSISHRALMLAALAEGESVIEGLLPGDDPRSTAACLRALGAEIS 66 
 
Query: 69  A-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             D  + R   VG G      D      L +GN+G  MR L   V A        L G   
Sbjct: 67  GIDGPSVRVRGVGLGRLHEPADV-----LDMGNSGTTMR-LMLGVLAGQPGLFCTLTGDR 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +R RP+  +V  L+Q+GA +                G   GG+  L+  +  + L A+  
Sbjct: 121 SLRSRPMLRVVSPLRQMGARI---------------WGREEGGRAPLA--VWGEQLRAID 163 
 
Query: 188 MAAPLALGDVEIEIIDKL--------ISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK 237 
             +P+A   V+  ++           +S P    + + R++  FG  AE         ++ 
Sbjct: 164 FVSPVASAQVKSAVLLAGLLAEGLTSVSEPVRSRDHSERMLRAFG--AEVLVDGTTAAVR 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           G  + ++ ++  V GD SSA+++L AG+ +    + + G G    +  V   + L  MGA 
Sbjct: 222 GPARLRA-QSLRVPGDISSAAFWLVAGSIVPDSQLLLSGVGVNPTRTGV--LDALAAMGA 278 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIR 351 
            +   E    V G P      +   LKA  +    +P   D    LAV A  A G T IR 
Sbjct: 279 DIA-VENRREVCGEPVADLRVRSAPLKACTIGGEWIPRLVDEIPVLAVAACCAAGKTVIR 337 
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Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           D A  RVKE++R+  +  EL +LGA +EE PD  +I    +L    ++++DDHR+AM+ + 
Sbjct: 338 DAAELRVKESDRLATMARELGRLGAHIEERPDGLVIEGGHRLVGAGVESHDDHRVAMSLA 397 
 
Query: 412 LAACAEVPVT-IRDPGCTRKTFPDYFDVLSTFVKN 445 
           +A       T I DP C   ++P +++ L+   +  
Sbjct: 398 VAGLVATGTTEIADPDCATVSYPQFYEHLARVRQQ 432 
 
 
>ref|ZP_08005469.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. 
           2_A_57_CT2] 
 gb|EFV77580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. 
           2_A_57_CT2] 
          Length = 431 
 
 Score =  129 bits (324), Expect = 8e-28,   Method: Compositional matrix adjust. 
 Identities = 122/439 (27%), Positives = 214/439 (48%), Gaps = 27/439 (6%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +K +SG + +PG KS+S+R ++  ++++G TVV N L  ED    +   R LG+S+E +  
Sbjct: 10  LKGLSGEIAVPGDKSISHRSVMFGSIAKGKTVVTNFLLGEDCLSTIACFRKLGVSIEQE- 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              +  ++G G    ++   E E  L +GN+G  +R +   +  AG     VL G   +  
Sbjct: 69  -GNKVTIMGKG----MDGLHEPEAILDVGNSGTTIRLMMGIL--AGRPFHSVLVGDESIA 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L   GA +      +  P+ V G G L G   +L  + S+Q  S+LL A  
Sbjct: 122 KRPMTRVTAPLSLFGAKIYGRKNGEFTPLSVIG-GPLAGAAYELPVA-SAQVKSSLLFAG 179 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G  E  II+ + +  + E   R++++FG   E +       IKGGQ     +  +V 
Sbjct: 180 LQASG--ETVIIEPMKTRDHTE---RMIKQFG--GEVAADGHTIRIKGGQTLTGTE-IHV 231 
 
Query: 251 EGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FLA GA +    + ++  G    +  +   EVL+ MGA ++       +   
Sbjct: 232 PGDISSAAFFLAAGAIVPNSEIKLKNVGLNPTRTGI--IEVLQQMGANISIEPYENGLAE 289 
 
Query: 310 PPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMV 365 
           P  +   R   LK   +    +P +   + ++AL A   +G T I+D    +VKET R+  
Sbjct: 290 PAGDITIRTSTLKGTVIEGALIPRLIDEIPIIALLATQAEGETVIKDAEELKVKETNRID 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
            +  EL+KLGA +    D  +I     L+   + ++ DHR+ M  ++AA  ++  V ++  
Sbjct: 350 TVVKELSKLGADITATEDGMVIKGRSSLSGGTVSSHGDHRIGMMLAVAAAISKGEVQLQQ 409 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
                 ++P +F+   + + 
Sbjct: 410 KEAISVSYPSFFEHFESLI 428 
 
 
>ref|ZP_03938367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus brevis 
           subsp. gravesensis ATCC 27305] 
 gb|EEI72274.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus brevis 
           subsp. gravesensis ATCC 27305] 
          Length = 434 
 
 Score =  129 bits (324), Expect = 9e-28,   Method: Compositional matrix adjust. 
 Identities = 127/438 (28%), Positives = 214/438 (48%), Gaps = 34/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  A+SEG T + + L +ED    L A + LG+S++ D   + 
Sbjct: 12  LHGELSVPGDKSISHRGIMFGAVSEGRTTLHHFLTAEDCLSTLKAFQQLGVSIKRD--GE 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+ G G     +  K    L +GN+G   R +   +  AG N    L G   + +RP+ 
Sbjct: 70  TVVIEGVGLHGLKQSGKP---LDMGNSGTTTRLIMGLL--AGQNFDSTLFGDDSLSKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             +   L ++GAD+ C   TD   P R++G   L     +L  + S+Q  SAL++AA  A 
Sbjct: 125 KRVSEPLAEMGADI-CV--TDGHLPARIHG-QKLHAIDYQLKVA-SAQVKSALILAAIQA 179 
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Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEG 252 
             D    +I+KL   P    T +++  FG   +     D   IK   + K +  +  V G 
Sbjct: 180 --DQPSTLIEKL---PTRNHTEKMLNAFGANIQ--TMADNVTIKVNPQPKLTGIDLTVPG 232 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL  A +     +T++  G    +       +L+ MG KV   E     +G P 
Sbjct: 233 DMSSAAFFLVAATLVPNSKLTLKNVGVNETR--TGLLSILKRMGGKV--IERHRNDSGEP 288 
 
Query: 312 REPF--GRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVA 366 
                     LK I++   ++P V   L +VAL    A+G + I      RVKET+R+ A 
Sbjct: 289 TADLVVSSAELKPIEIGAEEIPAVIDELPLVALLAAKANGISKITGAGELRVKETDRIAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
           +  E +KLG ++ E PD  +I    P ++  T +D++ DHR+ M  ++A+   +  + +  
Sbjct: 349 VVQEFSKLGIAIRELPDGFVIDGAKPWRVEKTKLDSHGDHRIGMTLAIASLLLDEQLQLN 408 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
                  ++P++FD L++ 
Sbjct: 409 GAESVNISYPEFFDDLAS 426 
 
 
>ref|YP_003670909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           C56-T3] 
 gb|ADI26332.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacillus sp. 
           C56-T3] 
          Length = 427 
 
 Score =  129 bits (324), Expect = 9e-28,   Method: Compositional matrix adjust. 
 Identities = 123/445 (27%), Positives = 211/445 (47%), Gaps = 37/445 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  + G +++PG KS+S+R ++L AL+ G TV+D+ L   D    +   R LG+ +  D  
Sbjct: 7   VSSLRGMIEVPGDKSISHRAVMLGALASGRTVIDHFLPGADCLSTIDCFRKLGVDIRQDG 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                VV G G   P    +    L +GN+G   R L   +     +A  V D    + + 
Sbjct: 67  TT--VVVEGAG---PGGLREPAAVLDVGNSGTTARLLLGILAGQPFHACLVGD--ESIAK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           RP+G +   L+++GA +D   G +  P+ + G    P   ++ +  + S+Q  SA+L+A  
Sbjct: 120 RPMGRVTKPLREMGARIDGREGGNYTPLSIRGGALRP---LRYTSPVASAQVKSAVLLAG 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
                D    + +   S  + E  +RL   FG   E +       + G Q+ +   + YV 
Sbjct: 177 LFT--DGVTSVTEPHRSRDHTERMVRL---FG--GEVNVDGLTVSVAGPQRLRG-THIYV 228 
 
Query: 251 EGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL AGA +    +T++  G    +      +VL  MGA +        V   
Sbjct: 229 PGDISSAAFFLVAGAIVPNSEITLKNVGLNPTR--TGIIDVLTQMGADIAIDN----VRN 282 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP G        L+A+++  + +P +   + ++AL    A+G T I+D +  +VKET 
Sbjct: 283 EETEPVGDITVRTSTLRAVEIGGDLIPRLIDEIPIIALLATQAEGTTVIKDASELKVKET 342 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
            R+  + TEL KLGA +E   D  +I    P   +   +D++ DHR+ M  ++AAC A+  
Sbjct: 343 NRIHTVVTELKKLGADIEATDDGMMIRGKTPLYADGIVVDSHGDHRIGMMLAVAACIAKG 402 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFV 443 
            V +        ++P +F  L + + 
Sbjct: 403 TVRLERSEAVAVSYPAFFADLRSLL 427 
 
 
>ref|ZP_02713734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP195] 
 gb|EDT92455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP195] 
          Length = 427 
 
 Score =  129 bits (324), Expect = 9e-28,   Method: Compositional matrix adjust. 
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 Identities = 118/438 (26%), Positives = 207/438 (47%), Gaps = 25/438 (5%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I+ + G++++PG KS+S+R ++  +L+EG T V ++L  EDV   +   R LG+ +E    
Sbjct: 7   IRHLHGSIRVPGDKSISHRSIIFGSLAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKD 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  VG  G    ++A     L +GN+G ++R ++  +  AG +    + G   + + 
Sbjct: 67  GVITIQGVGMAGLKAPQNA-----LNMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSK 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  + + LK++G  +      D PP+R+ G   L     +L  + S+Q  SAL+ AA  
Sbjct: 120 RPMDRVTLPLKKMGVSISGQTERDLPPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAAL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G  E  II+K  +  + E    ++++FG     S    +  ++G QK    K   V  
Sbjct: 179 QAKG--ESVIIEKEYTRNHTE---DMLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVP 230 
 
Query: 252 GDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA+++L AG       + ++  G    +  +   +V+  MG K+  TE    V    
Sbjct: 231 GDISSAAFWLVAGLIAPNSRLVLQNVGINETRTGI--IDVIRAMGGKLEITEID-PVAKS 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAI 367 
                    LK  ++    +P +   L ++AL    A   T I+D    +VKET+R+  + 
Sbjct: 288 ATLIVESSDLKGTEICGALIPRLIDELPIIALLATQAQDVTVIKDAEELKVKETDRIQVV 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L  +GA +    D  II     L+   ++T+ DHR+ M  ++AA   A   V +    
Sbjct: 348 ADALNSMGADITPTADGMIIKGKSALHGARVNTFGDHRIGMMTAIAALLVAGGEVELDRA 407 
 
Query: 426 GCTRKTFPDYFDVLSTFV 443 
                ++P +FD L + + 
Sbjct: 408 EAINTSYPSFFDDLESLI 425 
 
 
>ref|YP_002572731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           bescii DSM 6725] 
 sp|B9MQK4.1|AROA_ANATD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACM59958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldicellulosiruptor 
           bescii DSM 6725] 
          Length = 433 
 
 Score =  129 bits (324), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 126/448 (28%), Positives = 212/448 (47%), Gaps = 41/448 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++I+  V +P  KS+S+R +++ +L+ G T ++N L S+D    +   + L   +E     
Sbjct: 9   RKINSNVIVPPDKSISHRSIMIGSLANGVTEIENFLFSDDCLATINCFKNLSTDIEIRN- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + +V G G  F +   K+   L   N+G   R L   ++     +  +L G   +++R 
Sbjct: 68  -DKIIVKGNG--FALSAPKQ--ILDCQNSGTTTRLLLGILSTQEFES--ILTGDSSLKKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + V L Q+GA+ +     D  P++V G   L   +  L    S+Q  SAL+ A+   
Sbjct: 121 PMKRVTVPLSQMGAEFEFLEKEDFLPIKVKGSKKLKPIEYTLPIP-SAQVKSALIFASLK 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR---FYIKGGQKYKSPKNAY 249 
           A G   I+   K  S  + E+ L+          +  SW++   + ++      S      
Sbjct: 180 AEGKSVIKESPK--SRDHTELMLKHA------GANIKSWEKDGVYTVEILPSQISSIKIK 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D SSA++F+  A I  G +V +E C     +  +   +VL+ MGA++   +    V  
Sbjct: 232 IPSDISSAAFFIVLALICEGSSVVIENCILNPTRTGI--IDVLKQMGAEIKIED----VE 285 
 
Query: 309 GPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               E  G+      +L+ + V  N +P   D    LAV A FA+G T I   +  RVKE 
Sbjct: 286 NRNGELVGKIVARSSNLRGVKVEKNDIPRIIDEIPILAVAAAFAEGKTIIDHASELRVKE 345 
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Query: 361 TERMVAIRTELTKLGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA- 416 
           ++R+      L   GA    +E G +  II   EKL    +++Y DHR+AMA S+ ACA  
Sbjct: 346 SDRIKTTVEMLKSFGAECYELENGLE--IIGSREKLKSAVVNSYKDHRIAMAASIMACAV 403 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           E   TI D  C   +FP+++D+L +  K 
Sbjct: 404 EGESTILDADCVSISFPNFYDILFSSTK 431 
 
 
>ref|YP_001090863.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9301] 
 sp|A3PBY7.1|AROA_PROM0 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABO17262.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9301] 
          Length = 436 
 
 Score =  129 bits (324), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 121/448 (27%), Positives = 204/448 (45%), Gaps = 44/448 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G +K+PG KS+S+R L++ +++EG T ++  L SED       LR LG+++   K   
Sbjct: 12  NLKGKIKVPGDKSISHRALIIGSIAEGETTIEGFLYSEDPLSTADCLRKLGVNIPEIKKD 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           K   + G G    +   KE  ++   GN+G  MR L   +    G   ++L G   + ER 
Sbjct: 72  KPFTISGLG----INGLKEPKEILNCGNSGTTMRLLMGLLAGQEGK-NFILTGDISLNER 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +      +  P+ +NG         KL G +      S+Q  SA+ 
Sbjct: 127 PMGRVGKPLSLMGGKIFGREKGNKAPISING--------NKLKGCVMGTPVASAQVKSAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R+++ FG        + R   IK G       
Sbjct: 179 LLAGLKASGTTSV--IEPASSRDHTE---RMLKAFGADITIRGEFGRNVVIKSGGSLIGQ 233 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           K   + GD SSAS+++  A+I     V ++  G    +  +    ++  MG      + S 
Sbjct: 234 K-ILIPGDISSASFWMIAASIVPNSEVLIQNVGLNPTRTGI--LNIMNSMGCNYEILDKS 290 
 
Query: 305 VTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
            T+ G   EP G        +LK+  +  + +P   D    L V A F +G + I+D    
Sbjct: 291 -TIAG---EPIGSIKVKTSNNLKSFIIEGDILPKLIDEIPILTVAACFCNGVSEIKDAQE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            RVKET+R+  +  +L K GA + E  D  II    K +   +D+  DHR+AM+ ++A+  
Sbjct: 347 LRVKETDRLKVMARQLQKFGAEITEKEDGLIINGQSKFHSAEVDSETDHRVAMSLAIASL 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A+    I        ++P +++ L+   
Sbjct: 407 LAKGTSKIMRADAASVSYPTFWEELAKL 434 
 
 
>ref|YP_003595106.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter segnis 
           ATCC 21756] 
 gb|ADG12488.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter segnis 
           ATCC 21756] 
          Length = 443 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 137/448 (30%), Positives = 208/448 (46%), Gaps = 43/448 (9%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G V+ PG KS+S+R ++L AL+ GTT V+ LL  +DV     A++  G  VE   
Sbjct: 10  PGGALRGIVRAPGDKSISHRSMILGALATGTTTVEGLLEGDDVLATARAMQAFGARVE-Q 68 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +   R  + G GG     D      +  GNAG  +R +  A  AAG        G   +R 
Sbjct: 69  EGVGRWRIEGQGGFSEPSDV-----IDCGNAGTGVRLIMGA--AAGFPMCATFTGDSSLR 121 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            RP+G ++  L ++GA    +LG D    P+ + G G L G    L    S+Q  SA+L+ 
Sbjct: 122 GRPMGRVLDPLARMGA---TWLGRDKGRLPLTLKG-GNLRGLNYTLP-MASAQVKSAVLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD------SWDRFYIKGGQKY 242 
           A   A G V  E+I+   +  + E   R++  FG +    D      +     +   QK  
Sbjct: 177 AGLHAEGGV--EVIEPEATRDHTE---RMLRAFGAEVIVEDRVVGEKTIRHIRLPESQKL 231 
 
Query: 243 KSPKNAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               +  V GD SSA++  +AG  + G  VTVEG     L+        L  MGA +  + 
Sbjct: 232 TG-THVAVPGDPSSAAFPLVAGLIVPGSEVTVEGVMLNELR--TGLFTTLREMGADLVIS 288 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
              ++ +G        +H  LK + V   + P   D    LA+ A FA+G T +R V    
Sbjct: 289 NRRMS-SGEEVGDITARHSKLKGVVVPPERAPAMIDEYPILAIAAAFAEGDTVMRGVGEM 347 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMAMA-FS 411 
           RVKE++R+      L   G  VEE P+  I+     PP       ++T+ DHR+AM+    
Sbjct: 348 RVKESDRIALTAAGLEACGVDVEEEPEGFIVHGTGQPPR--GGATVETHGDHRIAMSHLI 405 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           L   A+ PV + +PG    +FP + D++ 
Sbjct: 406 LGMAAQAPVAVDEPGMIATSFPGFADLM 433 
 
 
>gb|EGD10005.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           vesicatoria ATCC 35937] 
          Length = 438 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 133/447 (29%), Positives = 212/447 (47%), Gaps = 36/447 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +  V Q    + GT+ +PG KS+S+R ++ AAL++G + +D  L  ED          LG 
Sbjct: 6   QHWVAQQGSALRGTLAIPGDKSVSHRAVMFAALADGISQIDGFLEGEDTRSTAAIFAKLG 65 
 
Query: 65  LSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + ++   A++R V  VG  G  P  +A     L  GNAG  MR L   + A   ++  VL 
Sbjct: 66  VRIDTPSASQRIVHGVGVDGLQPPTEA-----LDCGNAGTGMRLLAGLLAAQRFDS--VL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSI-SS 180 
            G   + +RP+  +   L Q+GA +   L  D   PP+ V+  GG P   +     + S+ 
Sbjct: 119 VGDASLSKRPMRRVTGPLAQMGAKI---LTQDDGTPPLHVH--GGQPLHGIDFVSQVASA 173 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  SA+L+A   A G+  +         P  + T R++  FGV+   S    R  ++GGQ 
Sbjct: 174 QVKSAVLLAGLYAQGETSVTEPH-----PTRDYTERMLSAFGVEIAFSPGTAR--LRGGQ 226 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           + ++   A V  D SSA++F+  A+I   + V +   G    +        L +MGA ++ 
Sbjct: 227 RLRATDIA-VPADFSSAAFFIVAASIIPDSEVVLRAVGLNPRR--TGLLAALRLMGADIS 283 
 
Query: 300 WTETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVA 354 
             E      G P      ++  L+ + +    +PD+      L V A  A G T +   A 
Sbjct: 284 -EENHAEHGGEPVADLRVRYAPLQGVQIPEALVPDMIDEFPALFVAAAAAKGKTVVTGAA 342 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+ A+ T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A  
Sbjct: 343 ELRVKESDRLAAMATGLRTLGVQVDETPDGATIH-GGTIGGGVIESHGDHRIAMAFAIAG 401 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
            C+   V + D      +FP  FD L+ 
Sbjct: 402 QCSTGTVQVNDIANVATSFPG-FDTLA 427 
 
 
>ref|YP_004101072.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermaerobacter 
           marianensis DSM 12885] 
 gb|ADU50345.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermaerobacter 
           marianensis DSM 12885] 
          Length = 508 
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 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 138/445 (31%), Positives = 211/445 (47%), Gaps = 37/445 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P + + GT+++PG KS+S+R  +LAA + G TV+++     D    L  L  LG++V+ 
Sbjct: 26  VRPGRRLQGTLQVPGDKSISHRAAMLAAAAGGRTVLESYAPGRDAASTLACLAALGVTVQ 85 
 
Query: 69  ADKAAKRAVVVG---CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
                 R V+ G    G + P         L  GN+G  MR L   +      +T   D  
Sbjct: 86  RPDPG-RVVIDGPGIAGWRAPA------APLDAGNSGTTMRLLLGLLATRPFRSTLTGDA 138 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+G +V  L+++GA ++   G    P+ V G G L G     S   S+Q  SA 
Sbjct: 139 S--LRRRPMGRVVEPLRRMGARIEGQDGGRLAPLHVQG-GDLQGIHHD-SPVASAQVKSA 194 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G   +   +  +S  + E   R++  FGV  E         ++GG+  ++P 
Sbjct: 195 VLLAGLFAAGRTSVR--EPALSRDHTE---RMLPLFGVPVERDGLT--VAVEGGRPLRAP 247 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT--- 301 
               + GD S+A+++LA A +   + + + G G    +    F EVLE MGA+V       
Sbjct: 248 ARLVIPGDPSAAAFYLAAAILCPDSRIVLPGVGVNPTR--TGFLEVLENMGARVGMARQA 305 
 
Query: 302 -ETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
            + S     P  EP          L+A+ +  + +P   D    LAV+A  A G T IRD 
Sbjct: 306 GDGSAGDGSPAGEPVADLTAETSALRAVTIGGDLIPRLIDEIPILAVLATQARGTTRIRD 365 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
            A  RVKET+R+ A+  EL +LGA V+E PD   +  P  L         DHRMAMA ++ 
Sbjct: 366 AAELRVKETDRLRALAEELRRLGARVDEHPDGLDVHGPTPLRGAVCSARGDHRMAMALAV 425 
 
Query: 413 AA-CAEVPVTIRDPGCTRKTFPDYF 436 
           A   A     I D      + PD+F 
Sbjct: 426 AGLVATGETVILDASSAAVSDPDFF 450 
 
 
>ref|ZP_01968749.1| hypothetical protein RUMTOR_02328 [Ruminococcus torques ATCC 27756] 
 ref|ZP_07960258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 8_1_57FAA] 
 gb|EDK23484.1| hypothetical protein RUMTOR_02328 [Ruminococcus torques ATCC 27756] 
 gb|EFV18639.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 8_1_57FAA] 
          Length = 429 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 128/447 (28%), Positives = 204/447 (45%), Gaps = 32/447 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  I+ + GTV +PG KS+S+R ++  +++ GTT + N L   D    +   +++G+++E 
Sbjct: 3   LAGIQGLKGTVSVPGDKSISHRCIMFGSIANGTTEIHNFLKGADCLATIRCFQSMGINIE 62 
 
Query: 69  ADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                      G  G   P+        L +GN+G   R L+  +  AG      L G   
Sbjct: 63  ETDHTITVHGKGLHGLSAPLN------ILDVGNSGTTTRLLSGIL--AGQKFESKLSGDE 114 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSAL 186 
            +  RP+  ++  L  +GA++   L   C P+ +   G L G  +     +SS Q  S + 
Sbjct: 115 SLNSRPMKRIIEPLTMMGANISSILRNGCAPLYI-APGNLHG--IHYDSPVSSAQVKSCI 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDR--FYIKGGQKY 242 
           L+A   A G  E  + +  +S  + E+ L+    FG  ++  HS S      YIK   K  
Sbjct: 172 LLAGLYAEG--ETSVTEPSLSRNHTELMLK---EFGADIRTLHSLSGTEATAYIKPYPKL 226 
 
Query: 243 KSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
              K   V GD SSA+YF+ AG  +    + +E  G    +  +   +V E MG  +T   
Sbjct: 227 YGQK-IVVPGDISSAAYFIAAGLIVPDSEILIEHVGINPTRSGI--LKVCEDMGGDITLL 283 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                      +   R   L  I +  + +P   D    +AV+A  ADG T I+D A  + 
Sbjct: 284 NERCEAGEKIADILVRTSSLHGITIEGDIIPTLIDEIPIIAVMAAVADGTTVIKDAAELK 343 
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Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           VKET+R+  +   L  +G +V    D  IIT    L+  +I T  DHR+AMAFS+AA  A 
Sbjct: 344 VKETDRIETVTDNLKAMGCNVTPTEDGMIITGG-TLHGASIHTLLDHRIAMAFSIAALVA 402 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           +    I D  C   ++P ++D     + 
Sbjct: 403 DGTTKILDSKCVDVSYPTFYDTFEQLL 429 
 
 
>ref|NP_471371.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria innocua 
           Clip11262] 
 sp|Q92A85.1|AROA_LISIN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAC97267.1| aroE [Listeria innocua Clip11262] 
          Length = 428 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 217/438 (49%), Gaps = 31/438 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +V G G      D  ++ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+ 
Sbjct: 70  IVHGTG-----SDGLKQAEGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L+++GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A  
Sbjct: 123 NRVMLPLQEMGAKMHGKDGSEFAPISIIGNQSLKRMEYHMPVA-SAQVKSAIIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+  I   +K       + T  ++ +FG + E      R  +KGGQK+   +   V GD  
Sbjct: 182 GETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKFIG-QEMTVPGDV 233 
 
Query: 255 SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG     
Sbjct: 234 SSAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAG 290 
 
Query: 314 PFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIR 368 
               K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+  
Sbjct: 291 TVVVKSSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVA 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
            EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +     
Sbjct: 351 NELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEDGDVELDRAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
               ++P +F+ + + +K 
Sbjct: 411 AVSVSYPTFFEDIRSLLK 428 
 
 
>ref|YP_001187348.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas mendocina 
           ymp] 
 gb|ABP84616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas mendocina 
           ymp] 
          Length = 746 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 129/437 (29%), Positives = 210/437 (48%), Gaps = 33/437 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P   +SG +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 KPGSSLSGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                R  + G G K     A     L++GN+G +MR L+  + A   +   VL G   + 
Sbjct: 377 PHHG-RVTIHGVGLKGLKAPAG---PLYMGNSGTSMRLLSGLLAAQPFDT--VLTGDASL 430 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
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            +RP+  +   L+++GA ++   G +  PP+ + G   L G   ++  + S+Q  S LL+ 
Sbjct: 431 SKRPMNRVAKPLREMGAVIET--GPEGRPPLTIKGGQRLTGMDYEMPMA-SAQVKSCLLL 487 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G   +         P  + T R++  FG  V  E S +     ++ G K  + + 
Sbjct: 488 AGLYAAGRTSVT-----EPAPTRDHTERMLRGFGYPVSVEGSTA----SVESGHKLTATR 538 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L++MG  +T  E    
Sbjct: 539 -IEVPADISSAAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILKLMGGDITL-ENQR 594 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE 
Sbjct: 595 EVGGEPVADIRVRSAKLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKE 654 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I             + DHR+AM+FS+A+  A  P 
Sbjct: 655 SDRIQVMADGLITLGVKAEPTPDGIVIEGGSIGGGEVW-AHGDHRIAMSFSVASLRASAP 713 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I D      +FP++  
Sbjct: 714 IRIHDCANVATSFPNFL 730 
 
 
>ref|YP_003796126.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Candidatus Nitrospira 
           defluvii] 
 emb|CBK40200.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Candidatus Nitrospira 
           defluvii] 
          Length = 442 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 124/455 (27%), Positives = 212/455 (46%), Gaps = 33/455 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + + P + + GT+++PG KS+++R ++L AL+EG + V +    ED    + A ++LG+  
Sbjct: 4   LTITPGRPLKGTIRVPGDKSVTHRAIILTALAEGLSQVTDYCRGEDCLNTMRAFQSLGVR 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E        + V   G + + +    +    GN+G  +R +   +  AG +   VL G  
Sbjct: 64  IE---ETPEQLTVHGKGMWGLTEPFGPID--CGNSGTGIRLMAGLL--AGQDFFTVLTGD 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +R RP+G +V  L+ +GA +    G +  P+ + G      G   +S   S+Q  S+L 
Sbjct: 117 ESIRRRPMGRVVKPLRAMGATIAGRKGGELAPLAITGT--RLKGMSYVSPVASAQIKSSL 174 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L AA  A G   I   +  +S  + E   R+   FG+         R   +   ++ S K 
Sbjct: 175 LFAALYADGLTTIS--EPRLSRDHTE---RMFAYFGIPFHRDGCTVRIEGRPSIRW-SGK 228 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V GD S+A++FL GA+I   + VTV   G    +      ++L  MGA +    +   
Sbjct: 229 TVVVPGDLSAAAFFLVGASIVPDSDVTVLSVGMNPTR--TGLLDILRQMGAHIEVLNSRE 286 
 
Query: 306 TVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
               P  +   R   L+ + +   ++P   D    L V A  A+G T I      RVKE+ 
Sbjct: 287 EAGEPVADLRVRSMPLRGVQIGPEQIPQTIDEFPILCVAAAVAEGETVITGAEELRVKES 346 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEK------LNVTAIDTYDDHRMAMAFSLAA- 414 
           +R+  + TEL  +GA +EE PD  +I    +      L      +Y DHR+AM+ ++ A  
Sbjct: 347 DRIATMATELRAMGARIEERPDGMVIQGLGRKGANGTLTGATCASYGDHRVAMSVAIGAL 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY----FDVLSTFVKN 445 
            A  P  I++  C   +FP++     ++L+  VK  
Sbjct: 407 TAAQPTQIQNTDCIETSFPNFDRKLLELLTDSVKR 441 
 
 
>ref|YP_001172836.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas stutzeri 
           A1501] 
 gb|ABP79994.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas stutzeri 
           A1501] 
          Length = 706 
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 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 126/439 (28%), Positives = 208/439 (47%), Gaps = 33/439 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 277 NPGGSLTGHLRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 336 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +  +  V  VG  G  P         ++LGN+G +MR L+  + A   + T  L G    
Sbjct: 337 PQQGRVTVHGVGLHGLKPPPGP-----IYLGNSGTSMRLLSGLLAAQPFDTT--LTGDAS 389 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +   L+++GA ++       PP+ + G   L G    +  + S+Q  S LL+ 
Sbjct: 390 LSKRPMNRVAKPLREMGAVIET-AAEGRPPLTIRGGQRLSGMHYDMPMA-SAQVKSCLLL 447 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A     I         P  + T R++  FG  V  E   +     ++ G K +    
Sbjct: 448 AGLYAADQTSIT-----EPAPTRDHTERMLRGFGYPVTVEGRTA----IVEPGHKLRG-T 497 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++F+  A+I  G+ + +E  G    +  V   ++L++MG  +T  E    
Sbjct: 498 HIEVPADISSAAFFMVAASIAPGSEIVLEHVGVNPTRTGV--IDILKLMGGDITL-ENLR 554 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            V G P      +   LK ID+  + +P   D    L V A  A G T +R     RVKE 
Sbjct: 555 EVGGEPAADIRVRGAQLKGIDIPEDLVPLAIDEFPVLFVAAACAQGRTTLRGAEELRVKE 614 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG   E  PD  +I     +    +  + DHR+AM+FS+AA  A  P 
Sbjct: 615 SDRIQVMADGLQTLGIKAEPTPDGIVIE-GGMIGSGEVWAHGDHRIAMSFSVAALRASGP 673 
 
Query: 420 VTIRDPGCTRKTFPDYFDV 438 
           + I D      +FP++ D+ 
Sbjct: 674 IRIHDCANVATSFPNFLDL 692 
 
 
>ref|NP_636962.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. ATCC 33913] 
 ref|YP_243712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. 8004] 
 sp|Q8PA95.1|AROA_XANCP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q4UTD1.1|AROA_XANC8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAM40886.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. ATCC 33913] 
 gb|AAY49692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. 8004] 
          Length = 438 
 
 Score =  129 bits (323), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 131/445 (29%), Positives = 209/445 (46%), Gaps = 32/445 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +  + Q    + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG 
Sbjct: 6   QHWIAQRGTALQGSLTIPGDKSVSHRAVMFAALADGISKIDGFLEGEDTRSTAAIFAQLG 65 
 
Query: 65  LSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E   A++R V  VG  G  P +       L  GNAG  MR L   + A       VL 
Sbjct: 66  VRIETPSASQRIVHGVGVDGLQPPQGP-----LDCGNAGTGMRLLAGVLAAQ--RFDSVL 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQY 182 
            G   + +RP+  +   L Q+GA ++       PP+RV+G   L G  +  +  + S+Q  
Sbjct: 119 VGDASLSKRPMRRVTGPLAQMGARIET-ESDGTPPLRVHGGQALQG--ITFASPVASAQV 175 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            SA+L+A   A G+  +         P  + T R++  FGV+   S    R  ++GGQ+  
Sbjct: 176 KSAVLLAGLYATGETSVSEPH-----PTRDYTERMLSAFGVEIAFSPGQAR--LRGGQRL 228 
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Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           ++   A V  D SSA++F+  A+I  G+ VT+   G    +        L +MGA +    
Sbjct: 229 RATDIA-VPADFSSAAFFIVAASIIPGSGVTLRAVGLNPRR--TGLLAALRLMGADIV-E 284 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASW 356 
           +      G P      ++  L+   +    +PD+      L V A  A G T +   A   
Sbjct: 285 DNHAEHGGEPVADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAARGDTVVSGAAEL 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           RVKE++R+ A+ T L  LG  V+E PD   I     L    I+++ DHR+AMAF++A    
Sbjct: 345 RVKESDRLAAMATGLRALGIVVDETPDGATIH-GGTLGSGVIESHGDHRIAMAFAIAGQL 403 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +   V + D      +FP  FD L+ 
Sbjct: 404 STGTVQVNDVANVATSFPG-FDSLA 427 
 
 
>ref|NP_641982.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           axonopodis pv. citri str. 306] 
 sp|Q8PLY5.1|AROA_XANAC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAM36518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           axonopodis pv. citri str. 306] 
          Length = 440 
 
 Score =  128 bits (322), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 129/440 (29%), Positives = 207/440 (47%), Gaps = 36/440 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G  P  +      L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 76  RIVHGVGVDGLQPPTEV-----LDCGNAGTGMRLLAGLLAAQRFDS--VLVGDASLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA ++       PP+ V G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIET-QDDGTPPLHVRGGQALHGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV+ + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETSVTEPH-----PTRDYTERMLSAFGVEIDFSPGKAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A++  G+ V +   G    +        L +MGA +   E      G    
Sbjct: 239 FSSAAFFIVAASVVPGSEVVLRAVGLNPRR--TGLLAALRLMGADI-GEENHAEHGG--- 292 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAM--------TLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP    H++   +   ++P+  +         L V A  A G T +   A  RVKE++R+ 
Sbjct: 293 EPVADLHVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRL 352 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVTIR 423 
            A+ T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A    +  V +  
Sbjct: 353 AAMATGLRTLGIQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSMGQVQVN 411 
 
Query: 424 DPGCTRKTFPDYFDVLSTFV 443 
           D      +FP  FD L+  V 
Sbjct: 412 DVANVATSFPG-FDTLAQDV 430 
 
 
>gb|AAM16059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16061.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16070.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16071.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
 gb|AAM16077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 59 
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 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 59/59 (100%), Positives = 59/59 (100%) 
 
Query: 387 ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 59 
 
 
>ref|YP_003821881.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           saccharolyticum WM1] 
 gb|ADL04258.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           saccharolyticum WM1] 
          Length = 425 
 
 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 206/438 (47%), Gaps = 29/438 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  ++++GTT + + L   D    +   R +G+ +E ++    
Sbjct: 9   LKGEITIPGDKSISHRSVMFGSIAKGTTEISHFLQGADCLSTIDCFRKMGIQIENNQ--- 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+V   G   ++  + E  L  GN+G   R ++  + A   N T  + G   +++RP+ 
Sbjct: 66  NTVIVHGKGLRGLK--RPETILDCGNSGTTTRLISGLLAAQDFNVT--VTGDESIQKRPM 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L  +GAD+   L   C P+ + G      G    S   S+Q  S++L+A   A  
Sbjct: 122 KRIMEPLSFMGADIKSILDNGCAPLSITG--KRLRGIHYTSPVASAQIKSSILLAGLYAE 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           G  E  + +  +S  + E+ L+    FG  VK E + +         + Y +     V G 
Sbjct: 180 G--ETRVTEPYVSRNHSEIMLK---HFGANVKTEGTTAC---IAPAAELYGN--QIIVPG 229 
 
Query: 253 DASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+YF+A G  + G  + ++  G    +  +    V + MGA +T  + ++    P  
Sbjct: 230 DISSAAYFIAAGLIVPGSEILIKQVGINPTRDGI--IRVCQEMGADITLLDGNMDSGEPT 287 
 
Query: 312 REPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            +   +   L  + +    +P   D    +A +A FA+G T IRD A  +VKE+ R+  + 
Sbjct: 288 ADILVKSGSLHGVPIGGAIIPTLIDELPIIAAMACFAEGETIIRDAAELKVKESNRIDVM 347 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
              L+ +GA V E  D  II     L+   ID+  DHR+AM F++   CAE    I     
Sbjct: 348 VKNLSAMGADVRETDDGMIIRGGRPLHGAVIDSKLDHRIAMTFAVTGLCAEGETEILGAE 407 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           C   ++P ++  L   +K 
Sbjct: 408 CVNISYPGFYQDLEMLMK 425 
 
 
>ref|YP_002798775.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Azotobacter vinelandii DJ] 
 gb|ACO77800.1| 3-phosphoshikimate 1-carboxyvinyltransferase / Prephenate 
           dehydrogenase [Azotobacter vinelandii DJ] 
          Length = 752 
 
 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 129/439 (29%), Positives = 213/439 (48%), Gaps = 39/439 (8%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P     G +++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E   
Sbjct: 324 PGGHARGHIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEGP 383 
 
Query: 71  KAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              +  V  VG  G K P         L+LGN+G +MR L+  + A   +   VL G    
Sbjct: 384 HHGRVTVHGVGLHGLKAP------PGPLYLGNSGTSMRLLSGLLAAQPFDT--VLTGDAS 435 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA+++   G +  PP+ + G   L G   ++  + S+Q  S LL 
Sbjct: 436 LSKRPMNRVAKPLREMGAEIEA--GPEGRPPLTIKGGRRLTGMHYQMPMA-SAQVKSCLL 492 
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Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G+  +         P  + T R++  FG  VK E S    +  ++ G K ++  
Sbjct: 493 LAGLYAGGETSVS-----EPAPTRDHTERMLRGFGYPVKVEGS----KVTVESGHKLQAT 543 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQ-GDVKFAEVLEMMGAKVTWTET 303 
           +   V  D SSA++FL  A I   + + +E  G    + G +   E+L++MGA +T  E  
Sbjct: 544 Q-IEVPADISSATFFLVAATIAEDSELLLEHVGINPTRTGSI---EILKLMGADITL-EN 598 
 
Query: 304 SVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
              V G P      +   L+ I++ ++ +P   D    L V A  A+G T +R     RV 
Sbjct: 599 PREVGGEPVADIRVRSARLQGIEIPLDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRV 658 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           KE++R+  +   L  LG   E  PD   I            ++ DHR+AM+FS+A+  A  
Sbjct: 659 KESDRIQVMADGLRALGVKAEPTPDGIAIEGGPIGGGEIY-SHGDHRIAMSFSIASLRAS 717 
 
Query: 418 VPVTIRDPGCTRKTFPDYF 436 
            P+ I D      +FP++  
Sbjct: 718 APIRIHDCANVATSFPNFI 736 
 
 
>gb|AAM16066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 60 
 
 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 59/60 (98%), Positives = 59/60 (98%) 
 
Query: 386 IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV IRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVAIRDPGCTRKTFPDYFDVLSTFVKN 60 
 
 
>ref|YP_004094876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           cellulosilyticus DSM 2522] 
 gb|ADU30145.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           cellulosilyticus DSM 2522] 
          Length = 428 
 
 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 123/439 (28%), Positives = 212/439 (48%), Gaps = 39/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG KS+S+R ++ A+++ G + +   L  ED    +  ++ LG+++  +     
Sbjct: 13  LNGTISVPGDKSISHRAVMFASIANGQSEITGFLKGEDCLSTISCMKQLGVTIREED--D 70 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           + +VVG G    V+  KE    L +GN+G  +R L+  +  A    + VL G   + +RP 
Sbjct: 71  KIIVVGKG----VKQLKEPNTILDVGNSGTTIRLLSGIL--ASLPFSSVLIGDDSIAKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   LK + A VD        P+ + G  G   G   +S   S+Q  S++L+AA  A 
Sbjct: 125 MARVTGPLKMMNATVDGRENGRFTPLFIRG--GQLQGVHYVSPIASAQVKSSILLAALNA 182 
 
Query: 194 LGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G   +       + P+   + T R+++ FGV  E     +   +KGGQ   +  N  V  
Sbjct: 183 KGTTTV-------TEPHRSRDHTERMLKTFGVSVEVD--GESVSLKGGQAL-TAANIAVP 232 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           GD SSA++ L  AAI   + VT+   G    +  +   +VLE MGA +  T+         
Sbjct: 233 GDISSAAFLLVAAAIVNKSEVTITNVGINPTRTGI--LDVLENMGADIRITDERFY---- 286 
 
Query: 311 PREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP     +K   +N        + ++ D    +AV+A  A+G T I+D    +VKET  
Sbjct: 287 GEEPVANITIKYTQLNATTIAGEIIPRLIDEIPAIAVLATQANGVTVIKDAEELKVKETN 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+  +  +L  LGA++E   D   I  P  L    +++Y DHR+ MA +L    ++  V  
Sbjct: 347 RIDTMVHQLKSLGANIEATSDGMKIIGPTPLRGGNVESYGDHRIGMAMALCGLISDGDVK 406 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           I +      ++P++F+ L+ 
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Sbjct: 407 IENTEAIAVSYPNFFEHLN 425 
 
 
>gb|EFR93399.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria innocua FSL 
           J1-023] 
          Length = 428 
 
 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 118/437 (27%), Positives = 217/437 (49%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ E  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQAEGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+++GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQEMGAKMHGKDGSEFAPISIIGNQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+   +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKFIG-QEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGT 291 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+   
Sbjct: 292 VVVKSSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAN 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +      
Sbjct: 352 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEDGDVELDRAEA 411 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 412 VSVSYPTFFEDIHSLLK 428 
 
 
>gb|EFR90248.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria innocua FSL 
           S4-378] 
          Length = 430 
 
 Score =  128 bits (322), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 118/437 (27%), Positives = 217/437 (49%), Gaps = 29/437 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 14  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 71 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ E  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 72  IVHGTG----FDGLKQAEGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+++GA +    G++  P+ + G   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 126 RVMLPLQEMGAKMHGKDGSEFAPISIIGNQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 184 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQK+   +   V GD S 
Sbjct: 185 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKFIG-QEMTVPGDVS 236 
 
Query: 256 SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA++F+    IT G  + +   G    +  +   +V+E MG  +   ++S + TG      
Sbjct: 237 SAAFFIVAGLITPGSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGT 293 
 
Query: 315 FGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
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              K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+   
Sbjct: 294 VVVKSSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVAN 353 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
           EL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +      
Sbjct: 354 ELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEDGDVELDRAEA 413 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P +F+ + + +K 
Sbjct: 414 VSVSYPTFFEDIRSLLK 430 
 
 
>sp|Q1IKI5.2|AROA_ACIBL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 427 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 136/459 (29%), Positives = 214/459 (46%), Gaps = 51/459 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + +QP   I G+V  PG KS+S+R  +LAAL+EGT+   N     D    L  +  LG 
Sbjct: 2   KSVRVQPASNILGSVSFPGDKSISHRYGMLAALAEGTSRFKNFSTGADCASTLSCMEQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   K      V G  G+      K   QL  GN+G +MR L+  + A   ++  + D 
Sbjct: 62  AKV-THKDDGVIEVEGVAGQL----RKSATQLDCGNSGSSMRMLSGILAAQPFDSELMGD 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG--------IGGLPGGKVKLSG 176 
               +  RP+  +V  LKQ+G D++   G    P+RV G        I  +P  +VK    
Sbjct: 117 A--SLSRRPMRRIVDPLKQMGGDIETTDGH--APLRVRGSKLTAIDYITPVPSAQVK--- 169 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLMERFGVKAEHSDSWDRFY 235 
                  S +L A   A G   I  +D+ I    + E+ L+    FG + E     +R   
Sbjct: 170 -------SCVLFAGAFAAG---ITSVDEAIRTRDHGEIALKA---FGAEVERR--QNRVS 214 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++GG K+++ + A V GD SSA++FL  AA+   T  +   G           +VL  MG 
Sbjct: 215 VRGGAKFRAIE-AVVPGDISSAAFFLCAAALFP-TSNLVFDGILLNPSRAAILDVLASMG 272 
 
Query: 296 AKVTWTETSV-------TVTGPPREPFGRKHLKAIDVNM-NKMPDVAMTLAVVALFADGP 347 
           AK  + +          T+T  P    G K    +  ++ +++P     LA +  +     
Sbjct: 273 AKPKFLQVQEQHGELVGTITLAPAGLSGLKISGGLTASLIDELP----VLAAIGAYTRYG 328 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
             IRD    RVKE++R+  +   L  +GA VEE  D   +   +KL+   I++++DHR+A 
Sbjct: 329 IEIRDAKELRVKESDRIAVVCANLRAMGAEVEEFDDGLRVKGSQKLHGAEIESHEDHRIA 388 
 
Query: 408 MAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           MAF++AA  AE    I    C   ++P++FD L+  V+  
Sbjct: 389 MAFAVAALRAEGETVINGADCVAISYPEFFDTLNKVVER 427 
 
 
>ref|YP_592689.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Koribacter 
           versatilis Ellin345] 
 gb|ABF42615.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Koribacter 
           versatilis Ellin345] 
          Length = 435 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 136/459 (29%), Positives = 214/459 (46%), Gaps = 51/459 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + + +QP   I G+V  PG KS+S+R  +LAAL+EGT+   N     D    L  +  LG 
Sbjct: 10  KSVRVQPASNILGSVSFPGDKSISHRYGMLAALAEGTSRFKNFSTGADCASTLSCMEQLG 69 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   K      V G  G+      K   QL  GN+G +MR L+  + A   ++  + D 
Sbjct: 70  AKV-THKDDGVIEVEGVAGQL----RKSATQLDCGNSGSSMRMLSGILAAQPFDSELMGD 124 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG--------IGGLPGGKVKLSG 176 
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               +  RP+  +V  LKQ+G D++   G    P+RV G        I  +P  +VK    
Sbjct: 125 A--SLSRRPMRRIVDPLKQMGGDIETTDGH--APLRVRGSKLTAIDYITPVPSAQVK--- 177 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLMERFGVKAEHSDSWDRFY 235 
                  S +L A   A G   I  +D+ I    + E+ L+    FG + E     +R   
Sbjct: 178 -------SCVLFAGAFAAG---ITSVDEAIRTRDHGEIALKA---FGAEVERR--QNRVS 222 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++GG K+++ + A V GD SSA++FL  AA+   T  +   G           +VL  MG 
Sbjct: 223 VRGGAKFRAIE-AVVPGDISSAAFFLCAAALFP-TSNLVFDGILLNPSRAAILDVLASMG 280 
 
Query: 296 AKVTWTETSV-------TVTGPPREPFGRKHLKAIDVNM-NKMPDVAMTLAVVALFADGP 347 
           AK  + +          T+T  P    G K    +  ++ +++P     LA +  +     
Sbjct: 281 AKPKFLQVQEQHGELVGTITLAPAGLSGLKISGGLTASLIDELP----VLAAIGAYTRYG 336 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
             IRD    RVKE++R+  +   L  +GA VEE  D   +   +KL+   I++++DHR+A 
Sbjct: 337 IEIRDAKELRVKESDRIAVVCANLRAMGAEVEEFDDGLRVKGSQKLHGAEIESHEDHRIA 396 
 
Query: 408 MAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           MAF++AA  AE    I    C   ++P++FD L+  V+  
Sbjct: 397 MAFAVAALRAEGETVINGADCVAISYPEFFDTLNKVVER 435 
 
 
>ref|ZP_05620446.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enhydrobacter 
           aerosaccus SK60] 
 gb|EEV22181.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enhydrobacter 
           aerosaccus SK60] 
          Length = 744 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 124/452 (27%), Positives = 220/452 (48%), Gaps = 33/452 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +  V+ P ++  G+  + G KS+S+R ++  +L++GTT V   L  ED    L A R +G 
Sbjct: 301 QTYVIAPAQQFEGSHTVAGDKSISHRSIMFGSLAKGTTTVTGFLEGEDALATLQAFRDMG 360 
 
Query: 65  LSVEADKAAKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           + +E      R V+ G G  G  P  D      L++GN+G +MR L+  ++A   ++  V 
Sbjct: 361 VVIEGPNQG-RVVIHGVGLHGLKPSHDP-----LYMGNSGTSMRLLSGILSAQKFDS--V 412 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G P + +RP+  +   L+++GA +        PP+ + G   L G + ++  + S+Q  
Sbjct: 413 MTGDPSLSKRPMERVAKPLREMGAKIQTTGEKGTPPISITGNQTLTGIRYEMPMA-SAQV 471 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQ 240 
            S LL+A   A G     +I+  ++  + E   R++  FG  V      + ++  + GG  
Sbjct: 472 KSCLLLAGLWAQGTT--TVIEPEVTRDHTE---RMLTAFGYPVTVTKVHNGNQISVTGGG 526 
 
Query: 241 KYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +  +   A V  D SSA++F+ AGA    G VT++  G    +  V   ++L++MGA +T 
Sbjct: 527 ELTACDIA-VPADISSAAFFMVAGAIAQQGNVTIKKVGINPTRTGV--IDILKLMGADLT 583 
 
Query: 300 WTETSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
               + TV G P      K   L+ I++  + +P   D    L V A  A G T +   A 
Sbjct: 584 LINET-TVGGEPVADIVVKSSKLQGIEIPEHLVPLAIDEFPVLFVAASCATGKTVLHGAA 642 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP----PEKLNVTAIDTYDDHRMAMAF 410 
             RVKE++R+  +   L  LG +     D   I       +      I+ + DHR+AM+F 
Sbjct: 643 ELRVKESDRIQVMADGLKTLGIACTVLDDGIEIEGRGDVAQVFGGGEIECHHDHRIAMSF 702 
 
Query: 411 SLAAC-AEVPVTIRDPGCTRKTFPDYFDVLST 441 
           ++A+  A   +TI        +FP++ +++++ 
Sbjct: 703 TMASLRASDTITIHGTETVNTSFPNFAELVNS 734 
 
 
>ref|YP_002461505.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroflexus 
           aggregans DSM 9485] 
 sp|B8GC95.1|AROA_CHLAD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ACL23069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroflexus 
           aggregans DSM 9485] 
          Length = 435 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 139/458 (30%), Positives = 220/458 (48%), Gaps = 44/458 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           EI L   K + G +++PG KS+S+R +LL A++ G+  + N L   D    +  +R+LG+ 
Sbjct: 3   EITLTAPKRLRGVIQVPGDKSISHRSVLLNAIATGSAHITNFLPGADCLSSVACVRSLGV 62 
 
Query: 66  SVEADKAAKRAVV---VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +VE  +  +R ++   VG GG     D      L  GN+G  +R L   ++  G     V 
Sbjct: 63  TVE--QPHERELIIHGVGLGGLRESTDV-----LDCGNSGTTLRLLAGILS--GQPFFSV 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +R RP   +V  L+ +GA +D     D  P+ + G   L GG+ +L+ + S+Q  
Sbjct: 114 LSGDSSLRSRPQRRVVGPLRAMGAQIDGRADGDRAPLAIRG-STLRGGQYELTIA-SAQV 171 
 
Query: 183 LSALLMA-----APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            SALL+A      PL LG            I   + T R++   GV  E + S DR  +  
Sbjct: 172 KSALLLAALYADGPLTLGG----------RIDSRDHTERMLAAMGV--EITVSPDRITLH 219 
 
Query: 238 GGQKYKSPK--NAYVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEM 293 
                 +P   +  V GD SSA+++   AAI      VT   C   +  G +   +VL   
Sbjct: 220 PPTAATAPVALSLRVPGDPSSAAFWWVAAAIHPDAELVTPGVCLNPTRTGAL---DVLRA 276 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
           MGA++      +  +    +   R   L+   +  + +P   D    LAV A  ADG T  
Sbjct: 277 MGAEIEIMNERLEGSELVGDVVVRSSVLRGTTIAGSLIPRLIDEIPVLAVAAACADGETV 336 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-PPEKLNVTAIDTYDDHRMAM 408 
           IRD    R KET+R+  +   L+ LG +VE   D  +IT  P++L    + +Y DHR+AM 
Sbjct: 337 IRDAQELRAKETDRITTVAAGLSALGVTVEPTIDGMVITGKPDQLTGATLHSYHDHRLAM 396 
 
Query: 409 AFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A+++AA  A    TI +P     ++PD++  L+   ++ 
Sbjct: 397 AWAVAALVARGETTIVEPAAVVISYPDFWQTLAAIQED 434 
 
 
>ref|YP_607169.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas entomophila L48] 
 emb|CAK14359.1| putative prephenate dehydrogenase, putative/3-phosphoshikimate 
           1-carboxyvinyltransferase AroA [Pseudomonas entomophila 
           L48] 
          Length = 746 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 130/440 (29%), Positives = 212/440 (48%), Gaps = 39/440 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SG +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 QPGGRVSGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         L++GN+G +MR L+  + A   + T  + G    
Sbjct: 377 PHHGRVTIHGVGLHGLKPPPG-----PLYVGNSGTSMRLLSGLLAAQPFDTT--MTGDAS 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVK-LSGSI---SSQYL 183 
           + +RP+  +   L+++GA V+   G +  PP+ + G     G K+K L+ ++   S+Q   
Sbjct: 430 LSKRPMNRVANPLREMGAVVET--GPEGRPPLTIRG-----GHKLKALNYTLPMASAQVK 482 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S LL+A   A G   +         P  + T R++  FG   + +       ++ G K   
Sbjct: 483 SCLLLAGLYAEGTTTVT-----EPAPTRDHTERMLRGFGYSVQSNGPV--ASLQAGGKL- 534 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           S     V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  +T  E 
Sbjct: 535 SATRIEVPADISSAAFFLVAASIAQGSELVLEHVGINPTRTGV--IDILRLMGGDITL-E 591 
 
Query: 303 TSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
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               V G P      +   LK I++  + +P   D    L V A  A+G T +R     R 
Sbjct: 592 NQREVGGEPVADLRVRGAKLKGIEIPEHLVPLAIDEFPVLFVAAACAEGRTVLRGAEELR 651 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKE++R+  +   L  LG   E  PD  II    ++    +  + DHR+AMAFS+A+  A 
Sbjct: 652 VKESDRIQVMADGLITLGVKCEPTPDGIIIE-GGQIGGGEVHGHGDHRIAMAFSVASLRA 710 
 
Query: 417 EVPVTIRDPGCTRKTFPDYF 436 
             P+ I D      +FP++  
Sbjct: 711 SAPIVIHDCANVATSFPNFL 730 
 
 
>emb|CBL23833.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus obeum 
           A2-162] 
          Length = 424 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 121/437 (27%), Positives = 210/437 (48%), Gaps = 26/437 (5%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + GT+ +PG KS+S+R ++  +L++GTT + + L   D    +   R +G+ +E  + A 
Sbjct: 8   NLRGTLTVPGDKSISHRAVMFGSLAKGTTRISHFLEGADCLSTITCFRKMGIDIE--RNA 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              +V G G       A + + L +GN+G   R ++  +  AG N    LDG   +R RP 
Sbjct: 66  SEIMVHGKG--LHGLSAPDSI-LDVGNSGTTTRLISGIL--AGQNFISELDGDDSIRTRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L  +GAD+       C P+ ++G   L G     S   S+Q  S +L+A   A 
Sbjct: 121 MKRIMTPLTSMGADIVSKQDNGCVPLVIHG-KTLHGIHYD-SPVASAQVKSCVLLAGMYA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   +   +  +S  + E+   ++  FG K     +         +   + +   V GD 
Sbjct: 179 DGITSVT--EPFLSRNHTEI---MLNYFGAKVTSEGTTASIV---PEPTLNGREIQVPGD 230 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+YF+A   +T G+ + ++  G    +  +   +V   MGA +T    S T   P   
Sbjct: 231 ISSAAYFIAAGLLTPGSEILLKNVGINPTRAGI--LKVCMDMGADITLFNES-TEGEPTA 287 
 
Query: 313 EPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           +   R   LK   +    +P   D    +AV+A FADG T IRD    +VKE++R+  +  
Sbjct: 288 DLLIRTSSLKGTTIEGGIIPTLIDEIPMIAVMAAFADGTTVIRDARELKVKESDRITVMV 347 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGC 427 
             L ++GA +E   D  II     L+   ID++ DHR+AM+F++A    +  V I +  C 
Sbjct: 348 DNLKRMGADIEGTEDGMIIHGGRPLHGATIDSHLDHRVAMSFAVAGTICDGTVDILNGDC 407 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
            + ++P++++ L +  K 
Sbjct: 408 VKISYPEFYNDLYSLNK 424 
 
 
>ref|ZP_06188741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           longbeachae D-4968] 
 ref|YP_003455274.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           longbeachae NSW150] 
 gb|EEZ94679.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           longbeachae D-4968] 
 emb|CBJ12177.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           longbeachae NSW150] 
          Length = 439 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 122/439 (27%), Positives = 213/439 (48%), Gaps = 26/439 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
              + +P+  I G + +PG KS+S+R ++  ++++GTTV++  L+ +D    L A + +G 
Sbjct: 4   HNFISKPVVSIKGEITVPGDKSISHRSIIFGSIAKGTTVINGFLDGDDCLATLKAFQAMG 63 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +++E     ++ VV+   GK+ ++  K E  +  GN+G ++R L   + A   ++   L  
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Sbjct: 64  VTIEGPD--EQQVVIYGVGKYGLK--KPEQVIDCGNSGTSIRLLAGLLAAQAFDSQ--LT 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L  +GAD+    G   PP+ + G   L G    +  + S+Q  S 
Sbjct: 118 GDESLLKRPMLRISKPLTLMGADISTIDGK--PPITIKGGKKLHGIDYVMPEA-SAQVKS 174 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +L+A   A G  E  I +  +S  + E+ L+    + +K     S +   I    +  + 
Sbjct: 175 CILLAGLYAEG--ETLITETGVSRDHTELMLKYFS-YPIKR----SGNTLVINSDHECLA 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTE 302 
            +  YV GD SSA++F+  A I  G+ V +   G    Q       +L  MGAK+T   + 
Sbjct: 228 TE-IYVPGDISSAAFFIVAATIIPGSDVLIRNVGIN--QTRTGIIHILLEMGAKITLLNQ 284 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V             HLK I+++ N +P   D    + + A  A G T +R  +  R K 
Sbjct: 285 RQVGEEWVADLRVQYAHLKGINISANMVPLAIDEFPVIFIAAACARGQTTLRGASELRFK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEV 418 
           E++R+ A+   L KLG    E  D  I      L    +++ DDHR+AM+F++A A A   
Sbjct: 345 ESDRIAAMVDGLKKLGIQA-EALDDGIFIEGGTLQGGIVESRDDHRIAMSFAVAGAVASA 403 
 
Query: 419 PVTIRDPGCTRKTFPDYFD 437 
           PVT+R+      +FP + + 
Sbjct: 404 PVTVRNCANVATSFPLFVE 422 
 
 
>ref|YP_001250157.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila str. Corby] 
 ref|YP_003618699.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila 2300/99 Alcoy] 
 sp|A5IBR1.1|AROA_LEGPC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ54811.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila str. Corby] 
 gb|ADG24747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila 2300/99 Alcoy] 
          Length = 433 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 119/439 (27%), Positives = 213/439 (48%), Gaps = 32/439 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
             + +P+  + G + +PG KS+S+R ++  A++ GT+V+D  L+ ED    L A +++G+ 
Sbjct: 3   NFISKPVVCLKGEITVPGDKSISHRSIIFGAIAIGTSVIDGFLDGEDCIATLKAFQSMGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E     K+ V++   GK+ ++  +  +    GN+G +MR L   + A   ++   L G 
Sbjct: 63  RIEGPD--KQRVIIHGVGKYGLKQPQNIID--CGNSGTSMRLLAGLLAAQQFDSQ--LTG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +   L Q+GADV    G   PP+ + G   L G    +  + S+Q  S  
Sbjct: 117 DESLLKRPMLRISRPLSQMGADVTTQDGK--PPILIKGGKKLNGIHYVMPEA-SAQVKSC 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS---WDRFYIKGGQKY 242 
           LL+A   A G  + +I +  +S  + E   R++  F    +  D     DR     G+ + 
Sbjct: 174 LLLAGMYAEG--QTKITENAVSRDHTE---RMLRTFSYPVQIQDGVIVIDR----NGECH 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            +  N  + GD SSA++F+  A+IT G+ + +   G    +  +    +L  MGA +    
Sbjct: 225 GTRLN--IPGDISSAAFFIVAASITPGSDILIRNVGINPTRTGI--IHILTEMGADIKVL 280 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                   P  +   R   LK ID+ ++ +P   D    + + A  A G T +      R 
Sbjct: 281 NQRAYGEEPVADLHIRYSQLKGIDIPVSMVPLAIDEFPVIFIAAACAQGKTTLHGAKELR 340 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACA 416 
           +KE++R+ A+   L +LG    EG D  I+     +    +++  DHR+AM+F++A A A 
Sbjct: 341 LKESDRIGAMVDGLNQLGVHA-EGFDDGILIEGGSIQGGEVNSRGDHRIAMSFAIAGAVA 399 
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Query: 417 EVPVTIRDPGCTRKTFPDY 435 
             PVTI++      +FP + 
Sbjct: 400 SAPVTIKNCANVATSFPSF 418 
 
 
>ref|YP_811504.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. cremoris SK11] 
 sp|Q02XD1.1|AROA_LACLS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ73391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. cremoris SK11] 
          Length = 430 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 118/439 (26%), Positives = 212/439 (48%), Gaps = 27/439 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +K+PG KS+S+R ++  ++++G T++ ++L  EDV   + A R LG+ +E D     
Sbjct: 10  LKGHLKVPGDKSISHRSIMFGSIAKGKTIIHDILRGEDVLSTIEAFRALGVEIEDD---- 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V+   G+   +  + E  L +GN+G + R L+  +  AG      L G   + +RP+ 
Sbjct: 66  -GQVITVHGQGISKLKEPEKALDMGNSGTSTRLLSGIL--AGLPFETTLFGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GA++         P+ + G   L      L  + S+Q  SA++ AA  A  
Sbjct: 123 DRVATPLQMMGAEIVGQTDKVKLPMTIKGSAHLKAIDYVLPVA-SAQVKSAVIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G    ++++K  +  + E    ++ +FG + + SD      + GGQK    +   V GD  
Sbjct: 182 GLT--KVVEKEKTRSHTE---EMLVQFGGEIKVSDKTS--LVPGGQKLMG-QEVTVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+++L AG  +    + +E  G    +  +   EV++ MG ++   E    V       
Sbjct: 234 SSAAFWLVAGLVVENSELILENVGINETRTGI--LEVIQAMGGQLEILEQD-EVAKAATL 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK  +++ + +P +   L ++AL    A+G T IRD A  +VKET+R+  +    
Sbjct: 291 KVKASQLKGTEISGDLIPRLIDELPIIALLATQAEGKTIIRDAAELKVKETDRIAVVADA 350 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           L  +GA++E   D  II    KL+    AI+T  DHR+ M  ++AA       + +     
Sbjct: 351 LNSMGANIEPTDDGMIIQGGTKLHAPENAINTLGDHRIGMMVAIAALLVENGEIELERAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
             + ++P +FD L    +N 
Sbjct: 411 AIQTSYPSFFDDLEKLSEN 429 
 
 
>ref|ZP_06703798.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas fuscans 
           subsp. aurantifolii str. ICPB 11122] 
 gb|EFF44621.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas fuscans 
           subsp. aurantifolii str. ICPB 11122] 
          Length = 440 
 
 Score =  128 bits (321), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 129/434 (29%), Positives = 211/434 (48%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R +V G G    VE  +   ++   GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 76  R-IVHGVG----VEGLQAPTEVLDCGNAGTGMRLLAGLLAAQRFDS--VLVGDASLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA ++       PP+ V+G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIET-QDDGTPPLHVHGGQALNGIDF-VSPVASAQVKSAVLLAGLYA 186 
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Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV+ + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETSVTEPH-----PTRDYTERMLSAFGVEIDFSPGKAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I  G+ V +   G    +  +  A  L +MGA++   E      G P  
Sbjct: 239 FSSAAFFIVAASIVPGSEVVLRAVGLNPRRTGLLAA--LRLMGAEI-GEENHAEHGGEPV 295 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 296 ADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAM 355 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 356 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSTGQVQVNDVA 414 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 415 NVATSFPG-FDSLA 427 
 
 
>ref|ZP_02177238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenivirga sp. 
           128-5-R1-1] 
 gb|EDP75779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenivirga sp. 
           128-5-R1-1] 
          Length = 435 
 
 Score =  127 bits (320), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 125/450 (27%), Positives = 220/450 (48%), Gaps = 29/450 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E ++ + +  + G +++P  KS+S+R +++ AL+ G T V + L SED    L  +R LG 
Sbjct: 3   ELVIEKRVSRVKGELRVPSDKSISHRAVIIGALARGKTTVHDWLRSEDTLATLNMVRMLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V    +     V+   GK  + +   ++ L   N+G   R +   ++     +   L  
Sbjct: 63  VEVYDSGS-----VLEIEGKNYLFEEPTDI-LDARNSGTTARLMLGVLSTQPFFSA--LT 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R RP+  +V  L+ +GA +D     +  PV V G G L G     +   S+Q  S 
Sbjct: 115 GDESLRGRPMLRVVDPLRSMGATIDGREQGNKLPVAVRG-GKLRGISF-FNKKASAQVKS 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKY 242 
           ++L+A   A G  E+  ++ ++S  + E   +++  FG +  +   +      ++GGQ+  
Sbjct: 173 SILLAGIKAEGITEV--VEPVMSRDHTE---KMLSFFGAEIVSVPEEKGHIVKLRGGQEL 227 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           K  +  Y   D SSA++F A A +T GG + +        +    F   L  MGA++++  
Sbjct: 228 KGSE-VYCPADPSSAAFFCALALLTEGGELVLRDVLVNPTRDG--FYRKLRDMGAELSY- 283 
 
Query: 302 ETSVTVTGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
           E    ++G P       G K LKA+ V+  ++P   D    LAVV   A+G +++R     
Sbjct: 284 ENQREISGEPIADIVVRGSKRLKAVKVDAEEIPAMIDEIPVLAVVMALAEGKSSVRGARE 343 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            RVKE++R+ AI   L  +G  V+E  D   I   ++L    I T+ DHR+AMAF++A   
Sbjct: 344 LRVKESDRIRAIVENLRAMGVKVDEYEDGFDIEGTDRLKGAHIKTFGDHRIAMAFTVAGL 403 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            A+    I D  C   ++P++   + + V+ 
Sbjct: 404 LADGRTIIDDVECVNISYPNFLRDIDSVVE 433 
 
 
>ref|YP_220088.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila abortus 
           S26/3] 
 sp|Q5L5F4.1|AROA_CHLAB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAH64137.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlamydophila abortus 
           S26/3] 
          Length = 445 
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 Score =  127 bits (320), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 210/435 (48%), Gaps = 29/435 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISG V +P SKS + R +  A++++GT+++ + L S D   M+ A + LG      K  K 
Sbjct: 11  ISGRVSVPPSKSHTLRAIFWASVAQGTSIIHHALASPDSEAMIQACKQLGA-----KILK 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           ++  +   G  P     +   +  G++GI  R  TA   AA  +    +    +++ RPI 
Sbjct: 66  KSTHLEITGT-PHLILPKNTTINAGSSGIVFRFFTA--LAAIFSEKITITESSQLQRRPI 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L+  GA           P  V  +G +  G  ++ G   SQY SAL +A  LA  
Sbjct: 123 APLIQALENFGATFSYEGEPYSLPFSV--LGPMSSGYTEVIGE-DSQYASALAIACSLAE 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-VEGD 253 
           G     I++     P+  +TL  ++  G+    S+  D +  +G  K +    +Y V GD 
Sbjct: 180 GPFSFTILNPK-ERPWFALTLWWLDFLGIPYAQSE--DTYSFEG--KTRPQAFSYTVGGD 234 
 
Query: 254 ASSASYFLAGAAI--TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            SSA++  A A +  +     +E      +QGD +   +L+ +GA +T+ E +  +  P  
Sbjct: 235 FSSAAFLAAAALLSQSPHPTYLENLNIDDIQGDKELFFLLKKLGANITF-ENNTIIIFPS 293 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
               G       +++M+   D    LAV+  FA   + + +  S + KE++R++AI  EL 
Sbjct: 294 TFSGG-------NIDMDPFIDALPILAVLCCFATSSSYLYNARSAKNKESDRIIAITQEL 346 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRK 430 
            K+GA ++   D  +I  P  L   ++ ++ DHR+AMA S+AA  A     I D  C +K 
Sbjct: 347 QKMGACIQPCHDGLLIN-PSPLYGASMHSHKDHRIAMALSIAAMHASGDSIIYDTDCVKK 405 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           TFP++  +L++   N 
Sbjct: 406 TFPNFIQILNSLHTN 420 
 
 
>ref|ZP_05898407.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas sputigena 
           ATCC 35185] 
 gb|EEX77706.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas sputigena 
           ATCC 35185] 
          Length = 436 
 
 Score =  127 bits (320), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 136/466 (29%), Positives = 215/466 (46%), Gaps = 54/466 (11%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           MA  +EI  +P K  ++G +++PG KS+S+R ++ +A+++G   V N L + D        
Sbjct: 3   MAEGKEI--RPAKRGLTGKIRVPGDKSVSHRSVMFSAIAKGQVHVRNFLEAADCLSTAAC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           +R LG  VE  +A    +V G G    +   KE +  L  GN+G  +R L   + A     
Sbjct: 61  MRALGAGVE-RQADGSLLVTGVG----LHGLKEPQGVLDAGNSGTTLRLLLGILAAQ--P 113 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADV-----DCFLGTDCPPVRVNGIGGLPGGKVK 173 
               L G   +  RP+G +V  L ++GA +     D FL     P+ V    G        
Sbjct: 114 FFSALTGDASLSRRPMGRVVEPLTRMGAAIRGRGSDRFL-----PLAVLPHEGSLRAMDY 168 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
            S   S+Q  SA+L+A   A  +    + +  +S  + E   R++  FG + E   +  + 
Sbjct: 169 ESPVASAQVKSAVLLAGLYA--ERATCLTEPALSRDHTE---RMLSAFGARIEREGT--K 221 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
             I+   +  +P+   V GD SSA+Y+L  A+ I G  + ++  G    +  +   +VL  
Sbjct: 222 VTIEPADELFAPEEICVPGDISSAAYWLVAASLIEGSDIILQDVGVNPTRTGI--LDVLS 279 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-------------MNKMPDVAMTLAV 339 
            MGA +T            RE  G + L  I V              + ++ D    LAV 
Sbjct: 280 DMGANITICSE--------RESGG-EALADIRVRSAALRGASFGGEIIPRLIDEIPILAV 330 
 
Query: 340 VALFADGPTAIRDVASWRVKETERMVAIRTELTKLG-ASVEEGPDYCIITPPEKLNVTAI 398 
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            ALFADG T I   A  RVKET+R+ A+  EL +    +VE   D  +I     L+  +  
Sbjct: 331 AALFADGDTVISGAAELRVKETDRLAAVTAELNRFAPGAVEAKEDGMVIHGGRTLSPASC 390 
 
Query: 399 DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            TYDDHRMAM+ ++A      VT+  P C   ++P ++  L   V+ 
Sbjct: 391 RTYDDHRMAMSLAVAGAVGEGVTLDAPSCVNISYPSFYQTLDGLVQ 436 
 
 
>ref|ZP_07453238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus mulieris 
           ATCC 35239] 
 gb|EFM45141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus mulieris 
           ATCC 35239] 
          Length = 465 
 
 Score =  127 bits (320), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 136/484 (28%), Positives = 212/484 (43%), Gaps = 85/484 (17%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + LPGSKSLS R LLL+A+ +  + V+ LL + D   M+ AL+ LG  +     A   V  
Sbjct: 1   MHLPGSKSLSARELLLSAIGDTDSRVEGLLYARDTDLMVRALQGLGARISPWPPAGNPVE 60 
 
Query: 79  V-------------------GCG----------GKFP-VEDAKEEVQLFLGNAGIAMRSL 108 
           +                   G G             P   + ++ VQ+  G AG  MR L 
Sbjct: 61  IQPIPGLWEETKQSGVSSNSGAGLEALASSDSLANHPNPPELEQPVQIECGLAGTVMRFL 120 
 
Query: 109 TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNG 163 
            A V A G  A +  D      +RP+  L+  L  LGA+ +    +D P     P  +N  
Sbjct: 121 PALVVALGVPARFTADAA--ANKRPLRGLLEALASLGANWE----SDDPLDGIFPFTINS 174 
 
Query: 164 IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFG 222 
             G     + +  + SSQ++SALL++APL    + I     ++ S+P+++MTL  +   G 
Sbjct: 175 RRGDVPEVITVDTAASSQFVSALLLSAPLWGKPLTIRCKTPVVPSLPHIQMTLEALSLRG 234 
 
Query: 223 VKAEHSDSWDRFYIKGGQKYKSPKNAY-----VEGDASSASYFLAGAAITGGTVTVEGC- 276 
           + A  S   D  +    Q    P + +     +E D S+A  FLA A I GG V+V G   
Sbjct: 235 INATGSIQSDGTW----QWRVEPDSVFGQDLAIEPDLSNAGPFLAAAGIIGGVVSVPGWP 290 
 
Query: 277 GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 336 
             TS  GD+ + ++L   G +V       T  G          L+A+ ++ ++  ++  T 
Sbjct: 291 AHTSQVGDL-WRQILPQFGMQVRHRCGVFTARG-------TGVLRAVSLDCSQCGELVPT 342 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 396 
           +A +A  A G + +  ++  R  ET+R+ A+  EL KLG         C ITP + L +  
Sbjct: 343 IAALAAHASGVSHLEGLSHLRGHETDRLNALYQELQKLGIR-------CAITPEDGLEII 395 
 
Query: 397 AID-----------------TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            I                   Y+DHRMA   +L       + I D G T KT PD+  +  
Sbjct: 396 GIPRTQLGARLPSDQPLMMRAYEDHRMATFAALMGLYRT-IQIDDIGATTKTLPDFPQMW 454 
 
Query: 440 STFV 443 
           +  + 
Sbjct: 455 AQVI 458 
 
 
>ref|YP_002871287.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas fluorescens 
           SBW25] 
 emb|CAY47896.1| putative bifunctional protein (prephenate dehydrogenase + 
           3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Pseudomonas fluorescens SBW25] 
          Length = 748 
 
 Score =  127 bits (320), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 127/441 (28%), Positives = 210/441 (47%), Gaps = 41/441 (9%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   +SG +++PG KS+S+R ++L +L+EG T V+  L  ED    L A R +G+ +E  
Sbjct: 319 NPGGRLSGRIRVPGDKSISHRSIMLGSLAEGVTEVEGFLEGEDALATLQAFRDMGVVIEG 378 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         ++LGN+G +MR L+  + A   ++  VL G    

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1246



 

 

Sbjct: 379 PHHGRVTIHGVGLHGLKPAPGP-----IYLGNSGTSMRLLSGLLAAQRFDS--VLTGDAS 431 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+ +GA ++   G +  PP+ + G   L G    +  + S+Q  S LL 
Sbjct: 432 LSKRPMNRVAKPLRDMGAVIET--GPEGRPPLTIRGGQALKGLTYAMPMA-SAQVKSCLL 488 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G   +         P  + T R++  FG  V  E + +     ++ G    +  
Sbjct: 489 LAGLYAEGKTAVT-----EPAPTRDHTERMLRGFGYPVAVEGATA----SLESGHALIA- 538 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SS+++FL  A+I  G+ + +E  G    +  V   E+L +MGA +T  E   
Sbjct: 539 THIEVPGDISSSAFFLVAASIAEGSELLLEHVGVNPTRTGV--IEILRLMGADITL-ENQ 595 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASW 356 
             V G   EP     ++A  +   ++P+  + LA        V A  A+G T +R      
Sbjct: 596 REVGG---EPVADLRVRAASLKGIEIPEALVPLAIDEFPVLFVAAACAEGRTVLRGAQEL 652 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+  +   L  LG   E  PD  II     +    +  + DHR+AMAFS+A+   
Sbjct: 653 RVKESDRIQVMADGLLALGVKCEPTPDGIIID-GGLMGGGDVHAHGDHRIAMAFSVASLR 711 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYF 436 
           A  P+ I D      +FP++  
Sbjct: 712 AAAPIRIHDCANVATSFPNFL 732 
 
 
>ref|XP_002538414.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative [Ricinus 
           communis] 
 gb|EEF23969.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative [Ricinus 
           communis] 
          Length = 193 
 
 Score =  127 bits (320), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 80/180 (44%), Positives = 107/180 (59%), Gaps = 8/180 (4%) 
 
Query: 24  SKSLSNRILLLA-ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 82 
            ++LS    LLA AL++G TV+ +LL S+D   ML AL  LG+ +E +       V GCG 
Sbjct: 21  QQALSEMTSLLAQALADGVTVIRDLLASDDTARMLEALTALGVKLE-NIGENAWQVTGCG 79 
 
Query: 83  GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 142 
           G FP     ++  LFLGNAG A R LTAA+  +GG+  Y L G+ RM ERPIGDLV  LK 
Sbjct: 80  GNFP----NKKADLFLGNAGTAFRPLTAALAFSGGD--YHLHGIARMHERPIGDLVDALK 133 
 
Query: 143 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 202 
           Q GA VD       PP++++         +K+ G +SSQ+L+ALLMA PL      IE++ 
Sbjct: 134 QAGAQVDYLANEGYPPLQISPAQLDVSQPIKIRGDVSSQFLTALLMALPLTGQAASIEVV 193 
 
 
>ref|NP_422383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter 
           crescentus CB15] 
 ref|YP_002519077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter 
           crescentus NA1000] 
 sp|Q9A2H2.1|AROA_CAUCR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B8H6A8.1|AROA_CAUCN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAK25551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter 
           crescentus CB15] 
 gb|ACL97169.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caulobacter 
           crescentus NA1000] 
          Length = 443 
 
 Score =  127 bits (320), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 139/446 (31%), Positives = 209/446 (46%), Gaps = 39/446 (8%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G V+ PG KS+S+R ++L AL+ GTT V+ LL  +DV     A++  G  +E + 
Sbjct: 10  PGGALRGIVRAPGDKSISHRSMILGALATGTTTVEGLLEGDDVLATARAMQAFGARIERE 69 
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Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              +  +    G + PV+       +  GNAG  +R +  A       AT+  D    +R 
Sbjct: 70  GVGRWRIEGKGGFEEPVD------VIDCGNAGTGVRLIMGAAAGFAMCATFTGD--QSLR 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            RP+G ++  L ++GA    +LG D    P+ + G G L G    L    S+Q  SA+L+ 
Sbjct: 122 GRPMGRVLDPLARMGA---TWLGRDKGRLPLTLKG-GNLRGLNYTLP-MASAQVKSAVLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFY----IKGGQKY 242 
           A   A G V  E+I+   +  + E   R++  FG  V  E   + D+ +    +  GQK  
Sbjct: 177 AGLHAEGGV--EVIEPEATRDHTE---RMLRAFGAEVIVEDRKAGDKTFRHVRLPEGQKL 231 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                A V GD SSA++ L  A I  G+ VTVEG     L+        L+ MGA +  + 
Sbjct: 232 TGTHVA-VPGDPSSAAFPLVAALIVPGSEVTVEGVMLNELR--TGLFTTLQEMGADLVIS 288 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
              V       +   R   LK + V   + P   D    LAV A FA G T +R V   R 
Sbjct: 289 NVRVASGEEVGDITARYSQLKGVVVPPERAPSMIDEYPILAVAAAFASGETVMRGVGEMR 348 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMA-FSLA 413 
           VKE++R+      L   G  V E P+  I+T    P K   T + T+ DHR+AM+   L  
Sbjct: 349 VKESDRISLTANGLKACGVQVVEEPEGFIVTGTGQPPKGGATVV-THGDHRIAMSHLILG 407 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVL 439 
             A+  V + +PG    +FP + D++ 
Sbjct: 408 MAAQAEVAVDEPGMIATSFPGFADLM 433 
 
 
>ref|ZP_03913621.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc 
           mesenteroides subsp. cremoris ATCC 19254] 
 gb|EEJ42831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc 
           mesenteroides subsp. cremoris ATCC 19254] 
          Length = 434 
 
 Score =  127 bits (319), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 130/447 (29%), Positives = 210/447 (46%), Gaps = 48/447 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R L+  A++EG TV+DN L S+DV + +G  R LG  VE D     
Sbjct: 12  LHGEITVPGDKSISHRALMFGAIAEGKTVIDNFLMSDDVMHTMGVFRALG--VEIDHTES 69 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +A V+G G   F    A     L +GN+G + R L   ++    +      G   + +RP 
Sbjct: 70  QAKVIGKGLTNFKAPSAG----LDMGNSGTSNRLLMGLLSKQPFDLNIF--GDSSLSKRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPV-----RVNGIG-GLPGGKVKLSGSISSQYLSALL 187 
           +G +   L  + A  +       P V      +NGI   +P          S+Q  SA+L 
Sbjct: 124 LGRVADPLSMMNAQFELSNDEFLPAVIKANTELNGITYHMP--------VASAQVKSAIL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPK 246 
           +A   A G  E  II+ L   P  + T R++ +FG + +     D   I   ++ K S + 
Sbjct: 176 LAGIQAEG--ETTIIEGL---PSRDHTERMLRQFGGQIK----TDNGVITVKKQSKLSGQ 226 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++F+    IT    +T++  G    +  V   ++LE MGA++  T+  + 
Sbjct: 227 HVLVPSDISSAAFFMVAGLITPNSEITIKKVGVNPTRDGV--IKLLERMGAEI--TQKPI 282 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKE 360 
              G P      K   L  I +    +P     L ++AL A    G T I      RVKE 
Sbjct: 283 ASDGEPLADITVKAQTLHGIAITAEDIPGAVDELPILALAATQAVGDTIISGAEELRVKE 342 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFSLAA-C 415 
           T+R+  + +ELTKLGA ++E PD  +I     L+     T +D++ DHR+ M   +A+   
Sbjct: 343 TDRISTVISELTKLGADIDEKPDGMVIHGGTLLHTSNGSTLLDSHGDHRIGMMNVIASLI 402 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            E  V +        ++P + + +S+  
Sbjct: 403 TEGDVVLTGEEAMSVSYPGFVEDVSSI 429 
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>ref|YP_004218168.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidobacterium sp. 
           MP5ACTX9] 
 gb|ADW69388.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidobacterium sp. 
           MP5ACTX9] 
          Length = 432 
 
 Score =  127 bits (319), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 128/450 (28%), Positives = 198/450 (44%), Gaps = 40/450 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++ P + + G++ LPG KS+S+R  +LA L+EGTT + N     D H  LG +  LG    
Sbjct: 5   IIHPARSLQGSLVLPGDKSISHRYAMLAGLAEGTTKLSNFSTGADPHSSLGCMAALG--A 62 
 
Query: 68  EADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           E         V G GG F  P  D      L  GN+G  MR L+  +  A    T+ L G 
Sbjct: 63  EVKDLGTHIEVTGVGGSFRQPTGD------LDCGNSGSTMRMLSGLI--ASHPHTFTLIG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLS 184 
              +  RP+  +   L+Q+GA +    G    P+ +NG    P   +     I S+Q  + 
Sbjct: 115 DHSLTVRPMERIRKPLEQMGARIALVDGH--APITINGG---PLKAIDFDTPIPSAQVKT 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYK 243 
           A+L A   A G   +   + + +  + E  LR    FG K    +    R  I GGQK K 
Sbjct: 170 AVLFAGLQAEGTTSLS--EAITTRDHTEHALR---AFGAKLTRETGERPRLVIAGGQKLK 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + + A V GD SSA++FL  A +     + ++  G    +      +V+  +GAK+     
Sbjct: 225 AIE-ATVPGDLSSAAFFLCAALLFPDSNLILDSLGMNPTRS--ALLDVVAALGAKIKVLN 281 
 
Query: 303 T---------SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
                     ++ V   P     R  ++       ++ D    LA +A +      IRD  
Sbjct: 282 VEEQHGELIGTIQVNAAP--ALSRGPMEISGALTAQLIDELPVLAAIAPYTRHGMIIRDA 339 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              RVKE++R+  +   L  +GA++ E  D   I   + L+   ID+  DHR+AMAFS+A 
Sbjct: 340 KELRVKESDRIDLVARNLRAMGATLTEHEDGMEIPGGQTLHGAQIDSGSDHRIAMAFSIA 399 
 
Query: 414 ACAEVPVT-IRDPGCTRKTFPDYFDVLSTF 442 
                  T I        +FP++F  L    
Sbjct: 400 GLRATSATEINGAEAAAISFPEFFTHLRNL 429 
 
 
>ref|ZP_03994372.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus mulieris 
           ATCC 35243] 
 gb|EEJ53410.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mobiluncus mulieris 
           ATCC 35243] 
          Length = 465 
 
 Score =  127 bits (319), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 137/485 (28%), Positives = 212/485 (43%), Gaps = 87/485 (17%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + LPGSKSLS R LLL+A+ +  + V+ LL + D   M+ AL+ LG  +     A   V  
Sbjct: 1   MHLPGSKSLSARELLLSAIGDTNSRVEGLLYARDTDLMVRALQGLGARISPWPPAGNPVE 60 
 
Query: 79  V-------------------GCG------------GKFPVEDAKEEVQLFLGNAGIAMRS 107 
           +                   G G             + P E  ++ VQ+  G AG  MR  
Sbjct: 61  IQPIPGLWEETKQSGVSSNYGAGLEALASSDSLANHRNPPE-LEQPVQIECGLAGTVMRF 119 
 
Query: 108 LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVN 162 
           L A V A G  A +  D      +RP+  L+  L  LGA+ +    +D P     P  +N 
Sbjct: 120 LPALVVALGVPARFTADAA--ANKRPLRGLLEALASLGANWE----SDDPLDGIFPFTIN 173 
 
Query: 163 GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERF 221 
              G     + +  + SSQ++SALL++APL    + I      + S+P+++MTL  +    
Sbjct: 174 PRRGDVPEVITVDTAASSQFVSALLLSAPLWGKPLTIRCKTPAVPSLPHIQMTLEALSLR 233 
 
Query: 222 GVKAEHSDSWDRFYIKGGQKYKSPKNAY-----VEGDASSASYFLAGAAITGGTVTVEGC 276 
           G+ A  S   D  +    Q    P + +     +E D S+A  FLA A I GG V+V G  
Sbjct: 234 GINATGSIQSDGTW----QWRVEPDSVFGQDLAIEPDLSNAGPFLAAAGIIGGVVSVPGW 289 
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Query: 277 -GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 335 
              TS  GD+ + ++L   G +V       T  G          L+A+ ++ ++  ++   
Sbjct: 290 PAHTSQVGDL-WRQILPQFGMQVRHRCGVFTARG-------TGVLRAVSLDCSQCGELVP 341 
 
Query: 336 TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 395 
           T+A +A  A G + +  ++  R  ET+R+ A+  EL KLG         C ITP + L + 
Sbjct: 342 TIAALAAHASGVSHLEGLSHLRGHETDRLNALYQELQKLGIR-------CAITPEDGLEI 394 
 
Query: 396 TAID-----------------TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
             I                   Y+DHRMA   +L       + I D G T KT PD+  + 
Sbjct: 395 IGIPRTQLGARLPSDQPLMMRAYEDHRMATFAALMGLYRT-IQIDDIGATTKTLPDFPQM 453 
 
Query: 439 LSTFV 443 
            +  + 
Sbjct: 454 WAQVI 458 
 
 
>ref|YP_001541657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldivirga 
           maquilingensis IC-167] 
 sp|A8MB38.1|AROA_CALMQ RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|ABW02667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caldivirga 
           maquilingensis IC-167] 
          Length = 414 
 
 Score =  127 bits (319), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 122/418 (29%), Positives = 196/418 (46%), Gaps = 36/418 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G+VK P SKS + R++LL+A+S+  T + ++ +S+D    L  +  LG  V       R  
Sbjct: 12  GSVKAPRSKSWAIRLILLSAISDEETTICSIPDSDDTEAALRMIEVLGSKVIRQGNCIRV 71 
 
Query: 77  V--VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  +  CGG   V           G +G  MR L  A+ ++  N   ++DG   ++ RPI 
Sbjct: 72  IPNLRQCGGYVNV-----------GGSGTVMR-LGVALASSCRNPV-IIDGDETLKRRPI 118 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
            +L+  L+ LG +V+     D  PV +NG   + G  V++ G ++SQY+S L+M   ++  
Sbjct: 119 RELLESLRSLGVNVN----GDSLPVAING--PVKGNYVEIRGDLTSQYISGLIMLGLVS- 171 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
             + I +I  L+S  YV++T R++E  G     S+  D   +       S  N  V GD  
Sbjct: 172 -GITIRVIGDLVSRQYVDLTRRIIEESGCSVGVSN--DVITVNECIPRISLSN--VPGDY 226 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           + + ++ A A  TGG VTV G       GD     +    GA+  ++    +V G      
Sbjct: 227 ALSGFYTALALATGGLVTVTGLPKPLGYGDDSLVNIFSNAGARSVFSNGDWSVEGG---- 282 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                L+ I V++   PD+A  +A +A FA G T I  V     KE+ R+  I   L    
Sbjct: 283 ---GELRGIVVDLKDSPDLAPVVASIAPFASGETVITGVRHLAFKESNRLETISDSLRAF 339 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAACAEVPVTIRDPGCTRKT 431 
           G +V  G D   I+     +   I   +DHR+A M+  +AA +     I +  C  K+ 
Sbjct: 340 GVNVNHGDDSLRIS-GSITHGALIKCPNDHRIAMMSGVVAAGSNGESIIHNAECVNKS 396 
 
 
>sp|Q608S5.2|AROA_METCA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 437 
 
 Score =  127 bits (319), Expect = 3e-27,   Method: Compositional matrix adjust. 
 Identities = 132/448 (29%), Positives = 204/448 (45%), Gaps = 45/448 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G +++PG KS+S+R ++L +L+EG T V   L +ED    + A R +G+ +E   
Sbjct: 12  PGGRMQGDIRVPGDKSISHRSVMLGSLAEGVTEVSGFLQAEDCLATMAAFRAMGVEIEGP 71 
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Query: 71  KAAK-RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              + R   VG  G  P         L LGN+G +MR L+  +  AG      L G   + 
Sbjct: 72  TEGRLRIHGVGLHGLKP-----PAAPLDLGNSGTSMRLLSGLL--AGQAFDTTLTGDASL 124 
 
Query: 130 RERPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RP+  +   L+ +GA +D    GT   P+R+ G   L G    +  + S+Q  S LL+ 
Sbjct: 125 VRRPMRRVTEPLRAMGARIDTTEAGT--APLRIAGGSRLKGIDYAMPVA-SAQVKSCLLL 181 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G   +         P  + T R++  FG     +   +R  I+ G K  S     
Sbjct: 182 AGLYAEGKTCVT-----EPAPTRDHTERMLAGFGYPV--ARDGNRVCIQSGGKL-SATRI 233 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAI+ G+ V +   G    +  V   E+L  MGA +          
Sbjct: 234 DVPADISSAAFFMIGAAISPGSDVFLRHVGINPTRTGV--IEILREMGADIEILA----- 286 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PRE  G          + L+ I +  + +P   D    L + A  A G T +      
Sbjct: 287 ---PREVGGEPVADLRIRYRELRGIRIPEHTVPLAIDEFPALFIAAACATGETVLTGAEE 343 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            RVKE++R+ A+   LT LG      PD  +I         A+D+  DHR+AM+FS+AA  
Sbjct: 344 LRVKESDRIQAMADGLTTLGIDARPTPDGMVIR-GGSFRGGAVDSRGDHRIAMSFSIAAL 402 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A +P+ I D      +FP++ ++  T  
Sbjct: 403 RAPIPIEIHDCANVATSFPNFVELARTL 430 
 
 
>ref|ZP_04294221.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH621] 
 gb|EEK74108.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           AH621] 
          Length = 424 
 
 Score =  127 bits (319), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 119/443 (26%), Positives = 212/443 (47%), Gaps = 43/443 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + +PG KS+S+R ++  A++EGTT V N L  ED    +   + LG+ +E  +    
Sbjct: 10  LNGKIVVPGDKSISHRSVMFGAIAEGTTKVSNFLLGEDCLSTIACFQKLGVQIE--QFGN 67 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              + G G    + + +E +  L +GN+G  +R +   +     ++T + D    + +RP 
Sbjct: 68  DVTIYGKG----LHNLQEPKGVLDVGNSGTTIRLMLGILANTPFHSTIIGDA--SIGKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMA 189 
           +  +   L ++ A +D        P+ + G      GKVK     S   S+Q  SA+L+A 
Sbjct: 122 MKRVTDPLSKMNAQIDGRENGQYTPLSIRG------GKVKGMHYHSPVASAQVKSAVLLA 175 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
                G+    + + + S  + E   R++  FG   + +       ++GGQ+ K   +   
Sbjct: 176 G--LQGEGITTVTEPMQSRDHTE---RMLRAFGCTVDVNGRT--VSLQGGQQLKGA-DIE 227 
 
Query: 250 VEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++FL AGA +    + +E  G    +  V   +VL  MGA ++       +  
Sbjct: 228 VPGDISSAAFFLVAGAIVQNSKLVLENVGLNPTRTGV--LDVLTKMGALISIDH----IR 281 
 
Query: 309 GPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
               EP G        LK I++    +P +   + V+AL A   +G T I++    +VKE 
Sbjct: 282 NEEFEPCGDITIETSKLKGIEIGGTLIPRLIDEIPVIALLATQAEGITVIKNAEELKVKE 341 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           T R+  +  EL KLGA +E  PD  II   + L    ++++ DHR+ M  ++A+C  +   
Sbjct: 342 TNRIDTVVDELGKLGAKIEATPDGMIIYGKQSLKGNTVNSHGDHRIGMMLAIASCIIDGE 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V I +      ++P++F+ L+   
Sbjct: 402 VKIENSDAVAVSYPEFFEQLAAL 424 
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>ref|NP_299603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           9a5c] 
 sp|Q9PB21.1|AROA_XYLFA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAF85123.1|AE004043_7 3-phosphoshikimate 1-carboxyvinyltransferase [Xylella fastidiosa 
           9a5c] 
          Length = 454 
 
 Score =  127 bits (318), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 130/432 (30%), Positives = 205/432 (47%), Gaps = 35/432 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++ AAL++GT+ +D  L +ED       L  LG+ +E   + + 
Sbjct: 29  LHGVLSIPGDKSISHRAVMFAALADGTSRIDGFLEAEDTCSTAEILARLGVRIETPLSTQ 88 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G          + L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 89  RIVHGVGVDGL-----QASHIPLDCGNAGTGMRLLAGLLVAQPFDS--VLVGDASLSKRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+R+ G G L  G   +S   S+Q  SA+L+A   A 
Sbjct: 142 MRRVTDPLSQMGARIDTS-DDGTPPLRIYG-GQLLHGIDFISPVASAQIKSAVLLAGLYA 199 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +  +         P  + T R++  FGV  + S    R  ++GGQ+  +  +  +  D 
Sbjct: 200 RNETVVREPH-----PTRDYTERMLTAFGVDIDVSTGCAR--LRGGQRLCA-TDITIPAD 251 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+++L A + I G  +T+   G    +  +    VL +MGA +   E++    G    
Sbjct: 252 FSSAAFYLVAASVIPGSDITLRAVGLNPRR--IGLLTVLRLMGANI--VESNRHEQGG-- 305 
 
Query: 313 EPFGRKHLKAIDVNMNKMP--------DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP     ++   +   ++P        D    L V A  A+G T +   A  RVKE++R+ 
Sbjct: 306 EPVVDLRVRYAPLQGTRVPEDLVADMIDEFPALFVAAAAAEGQTVVSGAAELRVKESDRL 365 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP-VTIR 423 
            A+ T L  LG  V+E  D   I     +    I+++ DHR+AMAFS+A    V  V I  
Sbjct: 366 AAMVTGLRVLGVQVDETADGATIH-GGPIGHGTINSHGDHRIAMAFSIAGQLSVSTVRIE 424 
 
Query: 424 DPGCTRKTFPDY 435 
           D      +FPDY 
Sbjct: 425 DVANVATSFPDY 436 
 
 
>emb|CBL25232.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruminococcus torques 
           L2-14] 
          Length = 432 
 
 Score =  127 bits (318), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 125/446 (28%), Positives = 199/446 (44%), Gaps = 27/446 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  I  + G V +PG KS+S+R ++  +++ GTT + N L+  D    +   R LG+ +E 
Sbjct: 3   LCNITGLKGKVTIPGDKSISHRCIMFGSIANGTTQIHNFLSGADCLATIRCFRELGIEIE 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +      +V G G       A E++ L +GN+G   R ++  +  AG      L G    
Sbjct: 63  VESDYSSVIVHGKG--LHGLSAPEKI-LDVGNSGTTTRLISGIL--AGQPFDSKLSGDES 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+  ++  L Q+GA +   L   C P+ +     L G     S   S+Q  S LL+ 
Sbjct: 118 LNSRPMKRIIEPLAQMGAHISSILRNGCAPLYITP-AQLHGIHYD-SPVASAQVKSCLLL 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A  D E  + +  +S  + E+ L+    FG  A+   +++    K     +  +   
Sbjct: 176 AGLYA--DGETSVTEPSLSRNHTELMLK---EFG--ADIHSTFEIGSSKATAIIRPCEEL 228 
 
Query: 249 Y-----VEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           Y     V GD SSA+YF+A G  +    + VE  G    +  +    V E MG  +T    
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Sbjct: 229 YGQEITVPGDISSAAYFIAAGLIVPDSEILVENVGINPTRAGI--LRVCEDMGGDITLLN 286 
 
Query: 303 TSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                     +   R   L    +  + +P   D    +AV+A  A+G T I+D A  +V 
Sbjct: 287 ERTEGGERIADVLVRTSRLHGTTIEGDIIPTLIDEIPVIAVMAAMAEGTTIIKDAAELKV 346 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KET+R+  +   L  +G  V    D  II     L+  +I T  DHR+AMAFS+AA  AE 
Sbjct: 347 KETDRIETVTDNLKAMGCDVTPTEDGMIINGGRPLHGASIHTLLDHRIAMAFSIAALVAE 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
               I D  C   ++P ++D     + 
Sbjct: 407 GTTKILDSKCVDVSYPTFYDTFEQLL 432 
 
 
>ref|ZP_07829261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas sp. oral 
           taxon 137 str. F0430] 
 gb|EFR41290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas sp. oral 
           taxon 137 str. F0430] 
          Length = 438 
 
 Score =  127 bits (318), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 127/431 (29%), Positives = 197/431 (45%), Gaps = 30/431 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PG KS+S+R ++LA L      + N L++ D    +G +R LG+ VE   A    VV G 
Sbjct: 20  IPGDKSISHRSVMLAGLGSTPVHIKNFLHAADCLSTVGVMRALGVRVEF-PADGELVVTG 78 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            G     E A     L  GN+G  +R +   +       T+  D    +  RP+G +++  
Sbjct: 79  RGLHGLSEPAS---VLDAGNSGTTLRLMMGLLAPQPFFLTFTGDA--SLSRRPMGRVLLP 133 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-SISSQYLSALLMAAPLALG---D 196 
           L Q+GA +      +  P+ +     +P GK KL G S  S   SA + +A L  G   D 
Sbjct: 134 LGQMGAQIYGRNDNNNLPLSI-----VPAGK-KLCGISYDSPVASAQVKSAILLAGLYTD 187 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNAYVEGDAS 255 
               + +  +S  + E   R++  FGV+ E      R Y +   + Y +P+   V GD S 
Sbjct: 188 APTSVTEPFVSRDHTE---RMLAGFGVRVEREGCTARVYPVTREEDYIAPEEITVPGDIS 244 
 
Query: 256 SASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA+YFL G +I  G+ + ++  G    +  +   +VL  MGA +   +   T  G      
Sbjct: 245 SAAYFLVGGSIIKGSRLLLKNVGINLTRTGI--LDVLAQMGAHIA-VKNERTSGGEALAD 301 
 
Query: 315 FGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
              +   L  + V    MP   D    LA  ALFA+G T I      RVKET+R+ AI   
Sbjct: 302 ISVETAELHGVRVGAEIMPRLVDEIPILAAAALFAEGDTVITGAGELRVKETDRLRAIAD 361 
 
Query: 370 ELTKLG-ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           E  K+   S+EE  D  II     +    + +  DHRMAM+ ++   A     I +P    
Sbjct: 362 EFGKIAPGSIEELEDGLIIRGKRPICKARVHSRSDHRMAMSLAVLGAAADGAEIEEPDSV 421 
 
Query: 429 RKTFPDYFDVL 439 
           + ++P +F+ L 
Sbjct: 422 QISYPAFFEQL 432 
 
 
>ref|YP_003924935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum subsp. plantarum ST-III] 
 gb|ADN98841.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum subsp. plantarum ST-III] 
          Length = 432 
 
 Score =  127 bits (318), Expect = 4e-27,   Method: Compositional matrix adjust. 
 Identities = 131/453 (28%), Positives = 211/453 (46%), Gaps = 46/453 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +QP   + G + +PG KS+S+R L+L A+S+GTT + + L + D    L AL+ LG 
Sbjct: 3   KKLSIQPASGLQGDLSVPGDKSVSHRGLILGAISQGTTTLHHFLPAADCLSTLTALQKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
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           + +   K     V +   G   +   ++   L +GNAG A R LT  +  AG      L  
Sbjct: 63  VPI---KRVDTTVTISGRGLRGLTQPQQP--LDMGNAGTATRLLTGLL--AGQPFETTLV 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L+ +GA V    G    P+ + G   L G + ++  + S+Q  S 
Sbjct: 116 GDTSLSQRPMERVRQPLQAMGAQVQLTAG--HLPMTITG-RTLHGSRTEMQVA-SAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AL++AA  A  D    II+KL   P  + T RL+++FG + E +       ++  Q     
Sbjct: 172 ALILAALQA--DQASTIIEKL---PTRDHTERLLQQFGGQIETAPDQRTITVQ-PQPALV 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            ++  + GD SSA++F+  A I   + V +   G    +    F  +L  MG +VT     
Sbjct: 226 GQSLTIPGDFSSAAFFVTAATIIPNSHVRLTNVGLNPTR--TGFLNILRRMGGQVTVDHE 283 
 
Query: 304 SVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVAS 355 
                    EP G        L  + V   ++P V   L +VAL    A+G + I   A  
Sbjct: 284 HRM-----GEPVGTLDVRFAQLHPVQVTATEIPAVIDELPLVALLAATANGISTISGAAE 338 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII-------TPPEKLNVTAIDTYDDHRMAM 408 
            RVKET+R+  I TEL KLG  +   PD  +I        P E L      ++ DHR+ M 
Sbjct: 339 LRVKETDRIATIVTELRKLGVQITSQPDGFVIDGRKSWRQPTEPLA-----SHGDHRIGM 393 
 
Query: 409 AFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
             ++AA     P  +        ++P +F+ L+ 
Sbjct: 394 MMAIAALRLAAPAELESAEAVNISYPTFFEDLA 426 
 
 
>ref|YP_143723.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus thermophilus 
           HB8] 
 sp|Q5SL36.1|AROA_THET8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAD70280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus thermophilus 
           HB8] 
          Length = 427 
 
 Score =  127 bits (318), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 143/440 (32%), Positives = 208/440 (47%), Gaps = 34/440 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   + G +++PG KS+++R L+L AL+EG   +   L + D       L+ LG   E 
Sbjct: 6   LAPCGPLRGRLRVPGDKSVTHRGLMLLALAEGEGRLFYPLKAGDTLSTARVLQALG--AE 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             +     +V G G +F     + E  L  GNAG  MR L   +         VL G    
Sbjct: 64  VREEGPHFLVRGRGLRF----QEPEDVLDCGNAGTLMRLLLGLLAGQE-GLFAVLTGDAS 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+G +V  L+ +GA VD     +  P+ V G   L G +  L    S+Q  SALL+ 
Sbjct: 119 LRRRPMGRVVAPLRAMGARVDGREEGERAPLAVRG-APLRGLRYTLP-VPSAQVKSALLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G  E+E        P  + T RL   FG+  E      R +  G   + + K+  
Sbjct: 177 AGLFAEGVTEVEE-----PTPTRDHTERLFRHFGLPLEVEGRKVRTWRTG--PFPA-KDL 228 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL  A +T G+ V VEG G    +       VL+ MGA + W      + 
Sbjct: 229 VVPGDFSSAAFFLVAALVTPGSEVVVEGVGLNPTR--TGLLTVLKAMGADLEWQ----VL 282 
 
Query: 308 TGPPREPFG---RKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   EP G    +H  LK + V+   +P   D    LA  A +A+G T I  ++  RVK 
Sbjct: 283 EGEAGEPVGWVRARHSLLKGVAVDPGLIPLMVDEVPVLAAAAAWAEGETYIPGLSELRVK 342 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E++R+ AI   L  LG  VEEGPD+  I     +    +  + DHR+AMAF++A    V  
Sbjct: 343 ESDRVRAIAENLRALGVEVEEGPDWLRIR-GGGVRPGRVRPFHDHRIAMAFAVAGLP-VG 400 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           V + +P     ++P +F  L 
Sbjct: 401 VEVEEPHWAEISYPGFFQDL 420 
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>ref|NP_785560.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum WCFS1] 
 sp|Q88VL2.1|AROA_LACPL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD64409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum WCFS1] 
          Length = 432 
 
 Score =  127 bits (318), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 131/453 (28%), Positives = 211/453 (46%), Gaps = 46/453 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +QP   + G + +PG KS+S+R L+L A+S+GTT + + L + D    L AL+ LG 
Sbjct: 3   KKLSIQPASGLQGDLSVPGDKSVSHRGLILGAISQGTTTLHHFLPAADCLSTLTALQKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +   K     V +   G   +   ++   L +GNAG A R LT  +  AG      L  
Sbjct: 63  VPI---KRVDTTVTISGRGLRGLTQPQQP--LDMGNAGTATRLLTGLL--AGQPFETTLV 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L+ +GA V    G    P+ + G   L G + ++  + S+Q  S 
Sbjct: 116 GDTSLSQRPMERVRQPLQAMGAQVQLTAG--HLPMTITG-RTLHGSRTEMQVA-SAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AL++AA  A  D    II+KL   P  + T RL+++FG + E +       ++  Q     
Sbjct: 172 ALILAALQA--DQASTIIEKL---PTRDHTERLLQQFGGQIETAPDQRTITVQ-PQPALV 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            ++  + GD SSA++F+  A I   + V +   G    +    F  +L  MG +VT     
Sbjct: 226 GQSLTIPGDFSSAAFFVTAATIIPNSHVRLTNVGLNPTR--TGFLNILRRMGGQVTVDHE 283 
 
Query: 304 SVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVAS 355 
                    EP G        L  + V   ++P V   L +VAL    A+G + I   A  
Sbjct: 284 HRM-----GEPVGTLDVRFAQLHPVQVTATEIPAVIDELPLVALLAATANGISTISGAAE 338 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII-------TPPEKLNVTAIDTYDDHRMAM 408 
            RVKET+R+  I TEL KLG  +   PD  +I        P E L      ++ DHR+ M 
Sbjct: 339 LRVKETDRIATIVTELQKLGVRITSQPDGFVIDGRKSWRQPTEPLA-----SHGDHRIGM 393 
 
Query: 409 AFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
             ++AA     P  +        ++P +F+ L+ 
Sbjct: 394 MMAIAALRLAAPAELESAEAVNISYPTFFEDLA 426 
 
 
>emb|CBK74531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Butyrivibrio 
           fibrisolvens 16/4] 
          Length = 493 
 
 Score =  127 bits (318), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 114/449 (25%), Positives = 210/449 (46%), Gaps = 35/449 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + +  +K + G + +PG KS+S+R ++  A+S+GTT +   L+  D    +   + +G+  
Sbjct: 1   MAITKVKSLKGEISVPGDKSISHRGVMFGAISKGTTELTGFLDGADCRSTISCFKAMGID 60 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           +  ++     V+ G G    +   K    +  +GN+G   R ++  +  AG      L+G 
Sbjct: 61  I--NQNGDHVVIHGNG----LHGLKAPSSMLDVGNSGTTTRLISGIL--AGQPFISSLNG 112 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLS 184 
              ++ RP+G ++  L ++GA +       C P+    IGG     +  +  ++S Q  S 
Sbjct: 113 DESIQRRPMGRIITPLSEMGAYIKSLKDNGCTPLE---IGGQSLHSIHYNSPVASAQVKS 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKY 242 
            +L+A   A G   +   + +IS  + E+   ++  FG  +K+E   +     I G     
Sbjct: 170 CVLLAGLYADGITSVT--EPVISRNHTEL---MLSGFGANIKSEGLTAT----IVGNPTL 220 
 
Query: 243 KSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
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              K A V GD SSA+YF+ AG       + ++   T   +  +   +V + MG  +    
Sbjct: 221 NGQKIA-VPGDISSAAYFIVAGLICENSDLLIKNVNTNPTRAGI--IKVAQAMGGNIELL 277 
 
Query: 302 ETSVTVTGPPREPF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
              + V+G P         +L   +V  + +P   D    +AV+A  A+G T I+D A   
Sbjct: 278 NERI-VSGEPVADIHVSTSNLHGCEVKGDIIPALIDEIPVIAVMAACAEGQTIIKDAAEL 336 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           +VKE+ R+  +   L  +G  +    D  II   + L+ T I TY DHR+AM+F++A    
Sbjct: 337 KVKESNRIATVTENLANMGCDIISTDDGMIINGGKPLHGTNIKTYLDHRIAMSFAIAGLV 396 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A+   T  +  C + ++PD+F+ +  +   
Sbjct: 397 ADGETTFDNEACCQISYPDFFETIKNYTN 425 
 
 
>ref|NP_441799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechocystis sp. PCC 
           6803] 
 sp|Q59975.1|AROA_SYNY3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAA53074.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechocystis sp. PCC 
           6803] 
 dbj|BAA18477.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechocystis sp. PCC 
           6803] 
          Length = 447 
 
 Score =  127 bits (318), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 131/439 (29%), Positives = 208/439 (47%), Gaps = 27/439 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G +++PG KS+S+R L+L A++ G T+++ LL  ED        R +G  + ++  ++ 
Sbjct: 26  LTGRLRVPGDKSISHRALMLGAIATGETIIEGLLLGEDPRSTAHCFRAMGAEI-SELNSE 84 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           + +V G G G+      +    L  GN+G  MR L   + A   +  + + G   +R RP 
Sbjct: 85  KIIVQGRGLGQL----QEPSTVLDAGNSGTTMR-LMLGLLAGQKDCLFTVTGDDSLRHRP 139 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  ++  L+Q+GA +         P+ V G    P   +     I+S Q  S LL+A    
Sbjct: 140 MSRVIQPLQQMGAKIWARSNGKFAPLAVQGSQLKP---IHYHSPIASAQVKSCLLLAGLT 196 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             GD  +   +  +S  + E   R+++ FG K    D         G  + + +   V G 
Sbjct: 197 TEGDTTV--TEPALSRDHSE---RMLQAFGAKLT-IDPVTHSVTVHGPAHLTGQRVVVPG 250 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L  A+I  G+ + VE  G    +  V   EVL  MGA +T  E    VTG P 
Sbjct: 251 DISSAAFWLVAASILPGSELLVENVGINPTRTGV--LEVLAQMGADIT-PENERLVTGEP 307 
 
Query: 312 REPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 +  HL+        +P   D    LAV A FA+G T I D A  RVKE++R+ A 
Sbjct: 308 VADLRVRASHLQGCTFGGEIIPRLIDEIPILAVAAAFAEGTTRIEDAAELRVKESDRLAA 367 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           I +EL K+GA V E  D   I     L    +D+  DHR+AMA ++AA      TI +   
Sbjct: 368 IASELGKMGAKVTEFDDGLEIQGGSPLQGAEVDSLTDHRIAMALAIAALGSGGQTIINRA 427 
 
Query: 427 -CTRKTFPDYFDVLSTFVK 444 
                ++P++F  L    + 
Sbjct: 428 EAAAISYPEFFGTLGQVAQ 446 
 
 
>ref|NP_692701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanobacillus 
           iheyensis HTE831] 
 sp|Q8EQC1.1|AROA_OCEIH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC13736.1| 5-enolpyruvoylshikimate-3-phosphate synthase [Oceanobacillus 
           iheyensis HTE831] 
          Length = 429 
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 Score =  127 bits (318), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 130/460 (28%), Positives = 217/460 (47%), Gaps = 56/460 (12%) 
 
Query: 7   IVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + LQPI   + GT+K+PG KS+S+R ++  ++++GTT V N L+ ED    + A + +G+ 
Sbjct: 4   LALQPISGSLHGTIKVPGDKSISHRSIIFGSIAKGTTTVTNFLDGEDCMRTIDAFKEMGV 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            ++  K      + G G    +E  KE   L  GN+G   R +   +     N T   D  
Sbjct: 64  PIQ--KNGSNVTIEGTGLSGLMEPNKE---LDFGNSGTTTRLMLGLLAGLPFNTTVYGDA 118 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG------GLPGGKVKLSGSIS 179 
              + +RP+  +V  L+ +GA +D     +  P+ + G         LP   VK     S 
Sbjct: 119 --SLSKRPMNRVVDPLRLMGATIDGKEQGNYLPLTITGTSLNSIDYDLP---VK-----S 168 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAE-HSDSWDRFYI 236 
           +Q  SALL+A    L      I+ +    P    T  +++ FG  +K++ H+ S       
Sbjct: 169 AQVKSALLLAG---LHSENTTIVRE--KSPTRNHTETMLQAFGANIKSDGHTTSI----- 218 
 
Query: 237 KGGQKYKSPKNAYVE--GDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
               K    +  +VE  GD SSA++F+  A  + G  V ++  G    +  +   +++   
Sbjct: 219 ---SKTDDLQGCHVEVPGDISSAAFFVVAACMVPGSEVILKDVGLNETRTGI--IDIVLQ 273 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFAD 345 
           MGAK+T     + V G   E  G        L  + +  + +P   D    LA++A  AD 
Sbjct: 274 MGAKLTIQNERI-VGG---EKIGDILIISSPLTGVTIEGDAIPRLIDEIPILALLATQAD 329 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G T I+D    +VKET+R++A+   LT+LGA V    D  II    KL      ++DDHR 
Sbjct: 330 GTTIIKDAEELKVKETDRLLAVSENLTQLGADVTPTEDGMIIRGNTKLKGGNFKSFDDHR 389 
 
Query: 406 MAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +AM   +A+   E  V + +  C   ++P++ + L + +K 
Sbjct: 390 IAMMGIIASLVTEDTVVVDNIDCINISYPNFVNDLQSILK 429 
 
 
>ref|YP_003465144.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria seeligeri 
           serovar 1/2b str. SLCC3954] 
 emb|CBH28060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria seeligeri 
           serovar 1/2b str. SLCC3954] 
          Length = 428 
 
 Score =  126 bits (317), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 217/438 (49%), Gaps = 31/438 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +V G G  G  P         L +GN+G  +R +   +  AG +   V+ G   + +RP+ 
Sbjct: 70  IVHGTGFAGLKPAAGP-----LDIGNSGTTIRLMMGIL--AGSHFDTVILGDESIAKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L+++GA +    G++  P+ ++G   L   +  +  + S+Q  SA++ AA  A  
Sbjct: 123 NRVMLPLREMGAKMHGKDGSEFAPITISGNQALKQIEYHMPVA-SAQVKSAIIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD  
Sbjct: 182 GETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDV 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+ AG  I    + +   G    +  +   +V+E MG  +   ++S + TG     
Sbjct: 234 SSAAFFIVAGLIIPKSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAG 290 
 
Query: 314 PFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIR 368 
               K   LK  ++  + +P +   + V+AL A   +G T I++ A  +VKET R+ A+  
Sbjct: 291 TVVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTVIKNAAELKVKETNRIDAVA 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
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           TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +     
Sbjct: 351 TELNKMGADITPTEDGLIIRGKTPLHAAKVTSYGDHRIGMMLQIAALIVEDGEVELDRAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
               ++P +F+ + + +K 
Sbjct: 411 AVSVSYPTFFEDIHSLLK 428 
 
 
>ref|YP_091968.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 ref|YP_079558.3| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 ref|ZP_07999507.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. 
           BT1B_CT2] 
 sp|Q65I39.1|AROA_BACLD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAU41275.1| AroE [Bacillus licheniformis ATCC 14580] 
 gb|AAU23920.3| 5-enolpyruvoylshikimate-3-phosphate synthase [Bacillus 
           licheniformis ATCC 14580] 
 gb|EFV73877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus sp. 
           BT1B_CT2] 
          Length = 428 
 
 Score =  126 bits (317), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 122/446 (27%), Positives = 213/446 (47%), Gaps = 36/446 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I  + G + +PG KS+S+R ++  A++EG TV+ N L   D    +   R +G+ +E +  
Sbjct: 6   ISSLKGELHIPGDKSISHRSVMFGAMAEGKTVIKNFLPGADCLSTIACFRKMGVEIEQN- 64 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V G G    ++   E  +L  +GN+G  +R +   +  AG      + G   +  
Sbjct: 65  -GSDVTVRGKG----LDQLAEPAELLDVGNSGTTIRLMLGIL--AGRPFHSTVAGDESIA 117 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+++GA +D   G +  P+ V G G L     + S   S+Q  SA+L+A  
Sbjct: 118 KRPMKRVTEPLRKMGAKIDGRAGGEYTPLSVRG-GHLKAIDFQ-SPVASAQIKSAVLLAG 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   +    K       + T R++  FGV     ++     I+GGQ+ K+ +  +V 
Sbjct: 176 LQAEGTTTVTEPHK-----SRDHTERMLSMFGVSLREDETS--VSIEGGQQLKAAE-VFV 227 
 
Query: 251 EGD-ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD +S+A +  A + + G  V +   G    +  +   +VL+ MGA +   E     T  
Sbjct: 228 PGDISSAAFFLAAASLVPGSEVVLRNVGLNPTRTGI--IDVLKEMGADLEIEEKDTGNT- 284 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKET 361 
              EP+G        LKA +++ + +P +   + ++AL    A+G T I+D A  +VKET 
Sbjct: 285 ---EPYGDLRIKTSSLKAAEISGDLIPRLIDEIPIIALLATQAEGTTVIKDAAELKVKET 341 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEVP 419 
            R+  + +EL K+GA++E   D   I     L   A + ++ DHR+ M   +AAC  E P 
Sbjct: 342 NRIDTVASELKKIGANIEPTEDGMKIHGKTPLTGGAKVSSHGDHRIGMMLGIAACICEQP 401 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           + I  P     ++P +F+ +    +  
Sbjct: 402 IDILQPEAVSVSYPSFFEHIEKLAEK 427 
 
 
>ref|ZP_06729331.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas fuscans 
           subsp. aurantifolii str. ICPB 10535] 
 gb|EFF49547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas fuscans 
           subsp. aurantifolii str. ICPB 10535] 
          Length = 440 
 
 Score =  126 bits (317), Expect = 5e-27,   Method: Compositional matrix adjust. 
 Identities = 129/434 (29%), Positives = 211/434 (48%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
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Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R +V G G    VE  +   ++   GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 76  R-IVHGVG----VEGLQAPTEVLDCGNAGTGMRLLAGLLAAQRFDS--VLVGDASLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA ++       PP+ V+G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIET-QDDGTPPLHVHGGQALYGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV+ + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETAVTEPH-----PTRDYTERMLSAFGVEIDFSPGKAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I  G+ V +   G    +  +  A  L +MGA++   E      G P  
Sbjct: 239 FSSAAFFIVAASIVPGSEVVLRAVGLNPRRTGLLAA--LRLMGAEI-GEENHAEHGGEPV 295 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 296 ADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAM 355 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 356 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSTGQVQVNDVA 414 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 415 NVATSFPG-FDSLA 427 
 
 
>gb|AAM16073.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 59 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 58/59 (98%), Positives = 58/59 (98%) 
 
Query: 387 ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV IRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVAIRDPGCTRKTFPDYFDVLSTFVKN 59 
 
 
>ref|YP_001224755.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           7803] 
 sp|A5GKJ3.1|AROA_SYNPW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAK23458.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           7803] 
          Length = 439 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 129/448 (28%), Positives = 207/448 (46%), Gaps = 47/448 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V++PG KS+S+R LL  A+++G T ++ LL +ED       LR +G  +        
Sbjct: 17  LKGAVRVPGDKSISHRALLFGAIADGVTTIEGLLPAEDPISTAACLRAMGAEISPIGEGD 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              V G G      D  +E    L  GN+G  MR +   +    G   +VL G   +R R 
Sbjct: 77  LIRVTGVG-----LDGLQEPDTVLDCGNSGTTMRLMLGLLAGRDGR-HFVLTGDASLRRR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+  +   L  LGA+V      +  P+ V G         +L G++      S+Q  SAL 
Sbjct: 131 PMQRVGQPLAMLGAEVRGRGDGNYAPLAVQG--------RRLRGAVVGTPVASAQVKSAL 182 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSP 245 
           L+AA  A G   +     +   P  + + R+++ FG          R   +K G + +   
Sbjct: 183 LLAALTADGPTTV-----IEPAPSRDHSERMLKAFGADLTVGGEMGRHISVKPGARLQG- 236 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET- 303 
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           ++  V GD SSA+++L AGA + G  +TVE  G    +  V   +VLE MGAK+       
Sbjct: 237 QHVVVPGDISSAAFWLVAGALVPGADLTVENVGLNPTRTGV--LDVLEQMGAKIEVLNRR 294 
 
Query: 304 --------SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
                    + VT  P +PF     +  +  M ++ D    L V A F +G + I   A  
Sbjct: 295 DVAGEPVGDLHVTSGPLQPF-----RFGEEIMPRLVDEVPILTVAACFCEGESHISGAAE 349 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            RVKET+R+  +  +L  +GA ++E PD  +I     L   A+D+  DHR+AM+ ++A+  
Sbjct: 350 LRVKETDRLAVMARQLKTMGADLDETPDGLVIRGGRPLRGAALDSETDHRVAMSLAVASL 409 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A    T+        ++P ++D L+   
Sbjct: 410 LASGDSTLERSDAAAVSYPSFWDDLARL 437 
 
 
>ref|ZP_07078084.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum subsp. plantarum ATCC 14917] 
 gb|EFK29406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum subsp. plantarum ATCC 14917] 
          Length = 432 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 131/453 (28%), Positives = 211/453 (46%), Gaps = 46/453 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +QP   + G + +PG KS+S+R L+L A+S+GTT + + L + D    L AL+ LG 
Sbjct: 3   KKLSIQPASGLQGDLSVPGDKSVSHRGLILGAISQGTTTLHHFLPAADCLSTLTALQKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +   K     V +   G   +   ++   L +GNAG A R LT  +  AG      L  
Sbjct: 63  VPI---KRVDTTVTISGRGLRGLTQPQQP--LDMGNAGTATRLLTGLL--AGQPFETTLV 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L+ +GA V    G    P+ + G   L G + ++  + S+Q  S 
Sbjct: 116 GDTSLSQRPMERVRQPLQAMGAQVQLTAG--HLPMTITG-RTLHGSRTEMQVA-SAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AL++AA  A  D    II+KL   P  + T RL+++FG + E +       ++  Q     
Sbjct: 172 ALILAALQA--DQASTIIEKL---PTRDHTERLLQQFGGQIETAPDQRTITVQ-PQPALV 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            ++  + GD SSA++F+  A I   + V +   G    +    F  +L  MG +VT     
Sbjct: 226 GQSLTIPGDFSSAAFFVTAATIIPNSHVRLTNVGLNPTR--TGFLNILRRMGGQVTVDHE 283 
 
Query: 304 SVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVAS 355 
                    EP G        L  + V   ++P V   L +VAL    A+G + I   A  
Sbjct: 284 HRM-----GEPVGTLDVRFAQLHPVQVTATEIPAVIDELPLVALLAATANGISTISGAAE 338 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII-------TPPEKLNVTAIDTYDDHRMAM 408 
            RVKET+R+  I TEL KLG  +   PD  +I        P E L      ++ DHR+ M 
Sbjct: 339 LRVKETDRIATIVTELRKLGVQITSQPDGFVIDGRKSWRQPTEPLA-----SHGDHRIGM 393 
 
Query: 409 AFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
             ++AA     P  +        ++P +F+ L+ 
Sbjct: 394 MVAIAALRLAAPAELESAEAVNISYPTFFEDLA 426 
 
 
>ref|ZP_00787486.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae CJB111] 
 gb|EAO73814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae CJB111] 
          Length = 427 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 117/437 (26%), Positives = 206/437 (47%), Gaps = 27/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++  ++S+G T + ++L  EDV   + A + +G+ +E D     
Sbjct: 10  LKGTIRVPGDKSISHRAIIFGSISQGVTRIVDVLRGEDVLSTIEAFKQMGVLIEDDGE-- 67 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              ++   GK      +    L +GN+G +MR L A V A G      + G   + +RP+ 
Sbjct: 68  ---IITIYGKGFAGLTQPNNLLDMGNSGTSMR-LIAGVLA-GQEFEVTMVGDNSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             + + L ++GA +      D PP+++ G   L      L  + S+Q  SAL+ AA     
Sbjct: 123 DRIALPLSKMGARISGVTNRDLPPLKLQGTKKLKPIFYHLPVA-SAQVKSALIFAALQTK 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNAYVEGD 253 
           G  E  I++K  +  + E  +R   +FG    H D  D+   + GGQ     ++  V GD 
Sbjct: 182 G--ESLIVEKEQTRNHTEDMIR---QFG---GHLDIKDKEIRLNGGQSLVG-QDIRVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++++ AG  I    + +E  G    +  +   +V+  MG K+  +     V      
Sbjct: 233 ISSAAFWIVAGLIIPNSHIILENVGINETRTGI--LDVVSKMGGKIKLSSVDNQVKSATL 290 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
                 HL+A  ++   +P +   L ++AL A    G T I D    +VKET+R+  +   
Sbjct: 291 -AVDYSHLQATHISGAMIPRLIDELPIIALLATQAQGTTVIADAQELKVKETDRIQVVVE 349 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
            L ++GA +    D  II     L+  ++D + DHR+ M  ++AA    E  V +      
Sbjct: 350 SLKQMGADITATADGMIIRGNTPLHAASLDCHGDHRIGMMIAIAALLVKEGEVDLSGEEA 409 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P++ + L   V  
Sbjct: 410 INTSYPNFLEHLEGLVN 426 
 
 
>gb|EFR99623.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria seeligeri 
           FSL N1-067] 
          Length = 430 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 217/438 (49%), Gaps = 31/438 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 14  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 71 
 
Query: 77  VVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +V G G  G  P         L +GN+G  +R +   +  AG +   V+ G   + +RP+ 
Sbjct: 72  IVHGTGFAGLKPAAGP-----LDIGNSGTTIRLMMGIL--AGSHFDTVILGDESIAKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L+++GA +    G++  P+ ++G   L   +  +  + S+Q  SA++ AA  A  
Sbjct: 125 NRVMLPLQEMGAKMHGKDGSEFAPITISGNQALKQIEYHMPVA-SAQVKSAIIFAALQAE 183 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD  
Sbjct: 184 GETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDV 235 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+ AG  I    + +   G    +  +   +V+E MG  +   ++S + TG     
Sbjct: 236 SSAAFFIVAGLIIPKSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAG 292 
 
Query: 314 PFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIR 368 
               K   LK  ++  + +P +   + V+AL A   +G T I++ A  +VKET R+ A+  
Sbjct: 293 TVVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTVIKNAAELKVKETNRIDAVA 352 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +     
Sbjct: 353 TELNKMGADITPTEDGLIIRGKTPLHAAKVTSYGDHRIGMMLQIAALIVEDGEVELDRAE 412 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
               ++P +F+ + + +K 
Sbjct: 413 AVSVSYPTFFEDIHSLLK 430 
 
 
>ref|YP_001748251.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas putida W619] 
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 gb|ACA71882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas putida 
           W619] 
          Length = 746 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 128/436 (29%), Positives = 208/436 (47%), Gaps = 31/436 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 317 QPGGRLTGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 376 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         +++GN+G +MR L+  +  AG +    + G    
Sbjct: 377 PNHGRVTIHGVGLHGLKPPPG-----PIYVGNSGTSMRLLSGLL--AGQSFDVTMTGDAS 429 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + +RP+  +   L+++GA V+   G D  PP+ + G   L      L  + S+Q  S LL 
Sbjct: 430 LSKRPMNRVANPLREMGAVVET--GPDGRPPLTIRGGHTLKALTYTLPMA-SAQVKSCLL 486 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A   A G   +         P  + T R++  FG   E +       ++ G K  +  + 
Sbjct: 487 LAGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYAVESNGPVA--SLQSGGKLTA-TH 538 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++FL  A+I  G+ + +E  G    +  V   ++L +MG  +T  E     
Sbjct: 539 IEVPADISSAAFFLVAASIAQGSELVLEHVGINPTRTGV--IDILRLMGGDITL-ENQRE 595 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RVKE+ 
Sbjct: 596 VGGEPVADLRVRGAKLKGIDIPEHLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRVKES 655 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPV 420 
           +R+  +   L  LG   E  PD  II    ++    +  + DHR+AMAFS+A+  A  P+ 
Sbjct: 656 DRIQVMADGLIALGVKCEPTPDGIIID-GGQIGGGEVHGHGDHRIAMAFSVASLRASAPI 714 
 
Query: 421 TIRDPGCTRKTFPDYF 436 
            I D      +FP++  
Sbjct: 715 RIHDCANVATSFPNFL 730 
 
 
>ref|YP_001212170.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelotomaculum 
           thermopropionicum SI] 
 sp|A5D1R9.1|AROA_PELTS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAF59801.1| 5-enolpyruvylshikimate-3-phosphate synthase [Pelotomaculum 
           thermopropionicum SI] 
          Length = 431 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 134/445 (30%), Positives = 206/445 (46%), Gaps = 46/445 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           + + GTV +PG KS+S+R ++L AL+ G T+++N L  ED    +   R LG+ +   D  
Sbjct: 9   RGLRGTVAVPGDKSISHRAVMLGALASGETIIENFLPGEDCLSTIDCFRKLGVEINGPDN 68 
 
Query: 72  AAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              R    G  G   PV+       L  GN+G  MR +   +  AG     V+ G   +R 
Sbjct: 69  NTVRVRGRGLDGLSEPVD------VLDTGNSGTTMRLILGVL--AGQPFFSVITGDSSLR 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSAL 186 
            RP+G +   L  +GA +D     +  P+ V G      G ++    +S   S+Q  SA+ 
Sbjct: 121 RRPMGRVTGPLISMGAKIDGRQNGNLAPLAVRG------GTLRPINFVSPVASAQVKSAV 174 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-----GQK 241 
           L+A     G   +    +       + T R++  FG   E S+      +KG     G+K 
Sbjct: 175 LLAGLFTDGVTAVTEAYR-----TRDHTERMLRAFGAGVEVSEGT--VAVKGRPRLTGRK 227 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV-- 298 
            K P      GD SSA++ L  A+ I G  +T+ G G    +  +   EVL  MGA++   
Sbjct: 228 VKVP------GDISSAAFLLVAASLIPGSDLTLTGVGVNPTR--IGIIEVLSSMGAEIRL 279 
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Query: 299 -TWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVAMTLAVVALFADGPTAIRDVASW 356 
               E    V        GR    A+   +  ++ D    LAV A  A+G T IRD A   
Sbjct: 280 FNLREEEEPVADIRVRYNGRLCGTAVGGEIIPRLIDEVPALAVAAALAEGKTVIRDAAEL 339 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           +VKE++R+ A+   L K GA VEE PD  ++     L     +++ DHR+AMA ++A    
Sbjct: 340 KVKESDRIAAVAGMLAKFGADVEELPDGLLVRGSRALKGCVCESHGDHRIAMAAAVAGLL 399 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           AE    +R   C   +FP + D+L+ 
Sbjct: 400 AEGKTIVRGAECISVSFPGFSDLLA 424 
 
 
>ref|YP_004182677.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Terriglobus saanensis 
           SP1PR4] 
 gb|ADV82683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Terriglobus saanensis 
           SP1PR4] 
          Length = 434 
 
 Score =  126 bits (317), Expect = 6e-27,   Method: Compositional matrix adjust. 
 Identities = 134/451 (29%), Positives = 202/451 (44%), Gaps = 42/451 (9%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
            ++P K + G+V+LPG KS+S+R  +LA L+EGT+V+ N     D H  L  +  LG +V 
Sbjct: 11  TIRPAKNLRGSVRLPGDKSISHRYAMLAGLAEGTSVLANFSTGADPHSSLACMEALGATV 70 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
              K      V G  G+F     +  + L  GN+G  MR L   +  A    T+ L G   
Sbjct: 71  -VKKDDGTIAVTGTTGQF----KQPLIDLDCGNSGSTMRMLAGLI--APHPHTFRLIGDA 123 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSAL 186 
            +  RP+  +   L ++GA +D   G    P+ V+G    P   +     I S+Q  +A+ 
Sbjct: 124 SLTPRPMERIRGPLSKMGAKIDLTDGH--APITVHGG---PLQAITFDTPIPSAQVKTAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A   A G   I   + + +  + E  LR    FG  AE + S D   I+GGQK  S   
Sbjct: 179 LFAGLQANGTTTIS--ESVRTRDHSEHALR---AFG--AELTRSADAISIEGGQKLHS-L 230 
 
Query: 247 NAYVEGDASSASYFLAGAAI------------TGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           N  V GD SSA++FL  A +               T +        L   VK   + E   
Sbjct: 231 NLTVPGDMSSAAFFLCAALLFPESNLVLDDLGMNPTRSALLDVLVGLGLKVKVLNLEEHH 290 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           G  +   + + +      E  G    + ID    ++P     LA +A +      IRD   
Sbjct: 291 GELIGSLQINSSAQLKGAEISGGLSAQLID----ELP----VLAAIAPYTRDGIKIRDAK 342 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+  +   L  +GA   E  D   I   + L+  AID+  DHR+AMAFS+AA 
Sbjct: 343 ELRVKESDRIALVAKNLKVMGAVFTENEDGLDIPGGQTLHGAAIDSGLDHRIAMAFSIAA 402 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             AE    I        +FP+++ +L +  + 
Sbjct: 403 LRAEGETEIHGAEAAAISFPEFYTLLDSLCE 433 
 
 
>gb|EFS02708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria seeligeri 
           FSL S4-171] 
          Length = 428 
 
 Score =  126 bits (317), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 217/438 (49%), Gaps = 31/438 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GEITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +V G G  G  P         L +GN+G  +R +   +  AG +   V+ G   + +RP+ 
Sbjct: 70  IVHGTGFAGLKPAAGP-----LDIGNSGTTIRLMMGIL--AGSHFDTVILGDESIAKRPM 122 
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Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +++ L+++GA +    G++  P+ ++G   L   +  +  + S+Q  SA++ AA  A  
Sbjct: 123 NRVMLPLQEMGAKMHGKDGSEFAPITISGNQALKQIEYHMPVA-SAQVKSAIIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD  
Sbjct: 182 GETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDV 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+ AG  I    + +   G    +  +   +V+E MG  +   ++S + TG     
Sbjct: 234 SSAAFFIVAGLIIPKSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAG 290 
 
Query: 314 PFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIR 368 
               K   LK  ++  + +P +   + V+AL A   +G T I++ A  +VKET R+ A+  
Sbjct: 291 TVVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTVIKNAAELKVKETNRIDAVA 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +     
Sbjct: 351 TELNKMGADITPTEDGLIIRGKTPLHAAKVTSYGDHRIGMMLQIAALIVEDGEVELDRAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
               ++P +F+ + + +K 
Sbjct: 411 AVSVSYPTFFEDIHSLLK 428 
 
 
>ref|NP_687654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae 2603V/R] 
 ref|YP_329343.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae A909] 
 ref|ZP_00781183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae 18RS21] 
 ref|ZP_00783206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae H36B] 
 ref|ZP_00784488.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae COH1] 
 ref|ZP_00790443.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae 515] 
 sp|Q8E0U0.1|AROA_STRA5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q3K2B0.1|AROA_STRA1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAM99526.1|AE014219_18 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae 2603V/R] 
 gb|ABA45909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae A909] 
 gb|EAO62214.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae 18RS21] 
 gb|EAO70815.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae 515] 
 gb|EAO76715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae COH1] 
 gb|EAO78052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae H36B] 
          Length = 427 
 
 Score =  126 bits (317), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 117/437 (26%), Positives = 206/437 (47%), Gaps = 27/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++  ++S+G T + ++L  EDV   + A + +G+ +E D     
Sbjct: 10  LKGTIRVPGDKSISHRAIIFGSISQGVTRIVDVLRGEDVLSTIEAFKQMGVLIEDDGE-- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              ++   GK      +    L +GN+G +MR L A V A G      + G   + +RP+ 
Sbjct: 68  ---IITIYGKGFAGLTQPNNLLDMGNSGTSMR-LIAGVLA-GQEFEVTMVGDNSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             + + L ++GA +      D PP+++ G   L      L  + S+Q  SAL+ AA     
Sbjct: 123 DRIALPLSKMGARISGVTNRDLPPLKLQGTKKLKPIFYHLPVA-SAQVKSALIFAALQTK 181 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNAYVEGD 253 
           G  E  I++K  +  + E  +R   +FG    H D  D+   + GGQ     ++  V GD 
Sbjct: 182 G--ESLIVEKEQTRNHTEDMIR---QFG---GHLDIKDKEIRLNGGQSLVG-QDIRVPGD 232 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++++ AG  I    + +E  G    +  +   +V+  MG K+  +     V      
Sbjct: 233 ISSAAFWIVAGLIIPNSHIILENVGINETRTGI--LDVVSKMGGKIKLSSVDNQVKSATL 290 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
                 HL+A  ++   +P +   L ++AL A    G T I D    +VKET+R+  +   
Sbjct: 291 -TVDYSHLQATHISGAMIPRLIDELPIIALLATQAQGTTVIADAQELKVKETDRIQVVVE 349 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
            L ++GA +    D  II     L+  ++D + DHR+ M  ++AA    E  V +      
Sbjct: 350 SLKQMGADITATADGMIIRGNTPLHAASLDCHGDHRIGMMIAIAALLVKEGEVDLSGEEA 409 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P++ + L   V  
Sbjct: 410 INTSYPNFLEHLEGLVN 426 
 
 
>ref|YP_001483896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9215] 
 sp|A8G3X9.1|AROA_PROM2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV50310.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9215] 
          Length = 436 
 
 Score =  126 bits (316), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 117/444 (26%), Positives = 204/444 (45%), Gaps = 42/444 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +K+PG KS+S+R L++ ++++G T ++  L+SED       LR LG+++       
Sbjct: 12  KLKGKIKVPGDKSISHRALIIGSIAKGNTTIEGFLHSEDPLSTADCLRKLGVNIPKIIKD 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   + G G    ++  KE  ++   GN+G  MR L   + A  G   ++L G   + ER 
Sbjct: 72  EPFTISGKG----LDGLKEPKEILNCGNSGTTMRLLMGLLAAQEGK-NFILTGDASLNER 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +      +  P+ +NG         KL G +      S+Q  SA+ 
Sbjct: 127 PMGRVGKPLSLMGGKISGREFGNKAPISING--------EKLKGCVIGTPVASAQVKSAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G   +  I+   S  + E   R+++ FG          R  +         + 
Sbjct: 179 LLAGLNASGTTSV--IEPASSRDHTE---RMLKAFGADISIRGELGRNIVITSGGNLIGQ 233 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              + GD SSAS+++  A+I     V ++  G    +  +    V++ MG      + S  
Sbjct: 234 RILIPGDISSASFWMIAASIVPNSEVLIQNVGLNPTRTGI--LNVMDSMGCNYEILDKS- 290 
 
Query: 306 TVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
           T+ G   EP G        +L++  V  + +P   D    L V A F  G + I+D     
Sbjct: 291 TIAG---EPIGSIKVKTSNNLRSFTVEGDILPKLIDEIPILTVAACFCSGVSEIKDAQEL 347 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           RVKET+R+  +  +L K GA + E  D  II    K +   +D+  DHR+AM+ ++A+   
Sbjct: 348 RVKETDRLKVMARQLQKFGAKITEKEDGLIINGQSKFHSAEVDSETDHRVAMSLAIASLL 407 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVL 439 
           A+    I   G    ++P +++ L 
Sbjct: 408 AKGTSKIMRAGAASVSYPTFWEEL 431 
 
 
>ref|YP_001918207.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Natranaerobius 
           thermophilus JW/NM-WN-LF] 
 gb|ACB85619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Natranaerobius 
           thermophilus JW/NM-WN-LF] 
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          Length = 484 
 
 Score =  126 bits (316), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 117/460 (25%), Positives = 208/460 (45%), Gaps = 39/460 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           Q  + + G++ +PG KS+++R  +L ++  G   +      ED    L  L+ +G    + 
Sbjct: 30  QKFRSLKGSLHVPGDKSITHRSYILGSVVPGVVKIKGRALGEDCEATLECLKAMGAEGSS 89 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +   +   +       P E       L  GN+G   R L   +  +G N    + G   + 
Sbjct: 90  NSEDEDYEITSHSLYEPSE------VLDAGNSGTTARLLLGLI--SGLNLFACITGDDSL 141 
 
Query: 130 RERPIGDLVVGLKQLGADV-----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           ++RP+  ++  L +LG D+     +  L     PV +           K + +I +Q  S 
Sbjct: 142 KKRPMDRVISPLAKLGKDIRARQNNSKLPAAIIPVEMQNQSTTVKSISKSTPTIKTQVSS 201 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG-------VKAEHSDSWDR---- 233 
           A + +A L L  ++ + I+ + S    + T R++   G       ++ EH    D+     
Sbjct: 202 AQVKSA-LLLASLKTDGINVIESQQTRDHTERMLSFMGFSVLENVMQNEHEPESDQNVHQ 260 
 
Query: 234 FYIKGGQKYKSPKNAYV---EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAE 289 
             + GGQ  K     YV    GD SSA++ +  A +  G  V +  CG    +    F + 
Sbjct: 261 ITLPGGQLSKLKPRDYVLDIPGDLSSAAFLITAALLVPGSQVKLLNCGLNPTR--TGFVK 318 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTL---AVVALF 343 
           +L+ +GA++T T  + T+   PR     ++   L+   +  N +PD    L   AV+A+  
Sbjct: 319 ILQQLGARITITNNT-TLAAEPRGDINVEYSPCLQGFQLGKNLVPDTIDELPLLAVIAVL 377 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 403 
           + G T +      R KE++R+ AI  ELTKLGA + E  D  I+  P +L    +D++ D 
Sbjct: 378 SHGTTKVSGAEELRYKESDRISAITQELTKLGADITETQDGFIVNGPTQLTGNVVDSHGD 437 
 
Query: 404 HRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           HR+AMA ++AA  A+    I++  C   ++P +   L+   
Sbjct: 438 HRIAMALTVAALTAQGKTIIKNSDCINISYPGFIQDLTKL 477 
 
 
>ref|YP_113872.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylococcus 
           capsulatus str. Bath] 
 gb|AAU92307.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylococcus 
           capsulatus str. Bath] 
          Length = 422 
 
 Score =  126 bits (316), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 131/444 (29%), Positives = 203/444 (45%), Gaps = 45/444 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R ++L +L+EG T V   L +ED    + A R +G+ +E     + 
Sbjct: 1   MQGDIRVPGDKSISHRSVMLGSLAEGVTEVSGFLQAEDCLATMAAFRAMGVEIEGPTEGR 60 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG  G  P         L LGN+G +MR L+  +  AG      L G   +  RP 
Sbjct: 61  LRIHGVGLHGLKP-----PAAPLDLGNSGTSMRLLSGLL--AGQAFDTTLTGDASLVRRP 113 
 
Query: 134 IGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           +  +   L+ +GA +D    GT   P+R+ G   L G    +  + S+Q  S LL+A    
Sbjct: 114 MRRVTEPLRAMGARIDTTEAGT--APLRIAGGSRLKGIDYAMPVA-SAQVKSCLLLAGLY 170 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   +         P  + T R++  FG     +   +R  I+ G K  S     V   
Sbjct: 171 AEGKTCVT-----EPAPTRDHTERMLAGFGYPV--ARDGNRVCIQSGGKL-SATRIDVPA 222 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++F+ GAAI+ G+ V +   G    +  V   E+L  MGA +            P 
Sbjct: 223 DISSAAFFMIGAAISPGSDVFLRHVGINPTRTGV--IEILREMGADIEILA--------P 272 
 
Query: 312 REPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           RE  G          + L+ I +  + +P   D    L + A  A G T +      RVK 
Sbjct: 273 REVGGEPVADLRIRYRELRGIRIPEHTVPLAIDEFPALFIAAACATGETVLTGAEELRVK 332 
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Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           E++R+ A+   LT LG      PD  +I         A+D+  DHR+AM+FS+AA  A + 
Sbjct: 333 ESDRIQAMADGLTTLGIDARPTPDGMVIR-GGSFRGGAVDSRGDHRIAMSFSIAALRAPI 391 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           P+ I D      +FP++ ++  T  
Sbjct: 392 PIEIHDCANVATSFPNFVELARTL 415 
 
 
>ref|ZP_08030107.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas artemidis 
           F0399] 
 gb|EFW30535.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas artemidis 
           F0399] 
          Length = 438 
 
 Score =  126 bits (316), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 127/431 (29%), Positives = 197/431 (45%), Gaps = 30/431 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PG KS+S+R ++LA L      + N L++ D    +G +R LG+ VE   A    VV G 
Sbjct: 20  IPGDKSMSHRSVMLAGLGSTPVHIKNFLHAADCLSTVGVMRALGVRVEF-PADGELVVTG 78 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            G     E A     L  GN+G  +R +   +       T+  D    +  RP+G +++  
Sbjct: 79  RGLHGLSEPAS---VLDAGNSGTTLRLMMGLLAPQPFFLTFTGDA--SLSRRPMGRVLLP 133 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-SISSQYLSALLMAAPLALG---D 196 
           L Q+GA +      +  P+ +     +P GK KL G S  S   SA + +A L  G   D 
Sbjct: 134 LGQMGARIYGRNDNNNLPLSI-----VPAGK-KLCGISYDSPVASAQVKSAILLAGLYTD 187 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNAYVEGDAS 255 
               + +  +S  + E   R++  FGV+ E      R Y +   + Y +P+   V GD S 
Sbjct: 188 APTSVTEPFVSRDHTE---RMLAGFGVRVEREGCTARVYPVTREEDYIAPEEITVPGDIS 244 
 
Query: 256 SASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA+YFL G +I  G+ + ++  G    +  +   +VL  MGA +   +   T  G      
Sbjct: 245 SAAYFLVGGSIIKGSRLLLKNVGINLTRTGI--LDVLAQMGAHIA-VKNERTSGGEALAD 301 
 
Query: 315 FGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
              +   L  + V    MP   D    LA  ALFA+G T I      RVKET+R+ AI   
Sbjct: 302 ISVETAELHGVRVGAEIMPRLVDEIPILAAAALFAEGDTVITGAGELRVKETDRLRAIAD 361 
 
Query: 370 ELTKLG-ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
           E  K+   S+EE  D  II     +    + +  DHRMAM+ ++   A     I +P    
Sbjct: 362 EFGKMAPGSIEELEDGLIIRGKRPICKARVHSRGDHRMAMSLAVLGAAADGAEIEEPDSV 421 
 
Query: 429 RKTFPDYFDVL 439 
           + ++P +F+ L 
Sbjct: 422 QISYPAFFEQL 432 
 
 
>ref|YP_004112024.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfurispirillum 
           indicum S5] 
 gb|ADU65468.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfurispirillum 
           indicum S5] 
          Length = 432 
 
 Score =  126 bits (316), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 119/441 (26%), Positives = 209/441 (47%), Gaps = 33/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +   KS+++R ++ ++L++G +++ N L  +D      A + +G+ V+       
Sbjct: 10  LKGTIAVASDKSITHRAIMFSSLAQGQSIISNPLMGDDNISTCKAFQAMGVDVQL---VH 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A+++   G   + +A++   L  GN+G   R +   ++  G     V+ G   +R+RP+ 
Sbjct: 67  NAIIINSPGVDGLREAEDV--LDFGNSGTTTRLMLGILS--GLPLFSVITGDQYLRKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L+Q+GA +D   G    P  V G G L G     S   S+Q  SAL++A   A  
Sbjct: 123 MRVIDPLRQMGARIDGRDGGRLLPASVRG-GDLQGITYH-SPVASAQVKSALVLAGIFAR 180 
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Query: 195 GDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           G         ++S P +  + T R++  +GV  +         + GGQ+++ P+N  V G 
Sbjct: 181 GTT-------VVSEPEISRDHTERMLPFYGVGVKVEGKT--VSVTGGQRFE-PRNMEVPG 230 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL  A++  G  VT+   G    +  V   ++L+ MGA +   E    V G P 
Sbjct: 231 DISSAAFFLVAASVVPGSQVTLSNVGINPTRTGV--LDILQQMGADIRL-ENQRLVCGEP 287 
 
Query: 312 REPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                  H  L+A  +    +P   D    LAV   FA G + ++D    RVKET+R+V  
Sbjct: 288 VCDIVITHAPLEAAHIFGEMVPRLIDEIPALAVAMCFARGKSIVKDAKELRVKETDRIVT 347 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIR 423 
               L  LG  VEE  D   +T      + +   +D+Y DHR+ M+  L +  +  + +  
Sbjct: 348 TLANLKALGVEVEEYEDGFAVTGNPDFQLPSGVTLDSYGDHRIGMSAYLFSLLQRNIIVD 407 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
              C   +FP++   L+   + 
Sbjct: 408 GMECVSVSFPNFQKFLAQLQR 428 
 
 
>ref|YP_818635.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc 
           mesenteroides subsp. mesenteroides ATCC 8293] 
 sp|Q03X10.1|AROA_LEUMM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ62262.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc 
           mesenteroides subsp. mesenteroides ATCC 8293] 
          Length = 434 
 
 Score =  126 bits (316), Expect = 7e-27,   Method: Compositional matrix adjust. 
 Identities = 129/447 (28%), Positives = 209/447 (46%), Gaps = 48/447 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R L+  A++EG TV+DN L S+DV + +G  R LG  VE D     
Sbjct: 12  LHGEITVPGDKSISHRALMFGAIAEGKTVIDNFLMSDDVMHTMGVFRALG--VEIDHTES 69 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +A V+G G   F    A     L +GN+G + R L   ++    +      G   + +RP 
Sbjct: 70  QATVIGKGLTNFKAPSAG----LDMGNSGTSTRLLMGLLSKQPFDLNIF--GDSSLSKRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPV-----RVNGIG-GLPGGKVKLSGSISSQYLSALL 187 
           +  +   L  + A  +       P V      +NGI   +P          S+Q  SA+L 
Sbjct: 124 LRRVADPLSMMNAQFELSNDEFLPAVIKANTELNGITYHMP--------VASAQVKSAIL 175 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPK 246 
           +A   A G  E  II+ L   P  + T R++ +FG + +     D   I   ++ K S + 
Sbjct: 176 LAGIQAEG--ETTIIEDL---PSRDHTERMLRQFGGQIK----TDNGVITVKKQSKLSGQ 226 
 
Query: 247 NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++F+    IT    +T++  G    +  V   ++LE MGA++  T+  + 
Sbjct: 227 HVLVPSDISSAAFFMVAGLITPNSEITIKKVGVNPTRDGV--IKLLERMGAEI--TQKPI 282 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKE 360 
              G P      K   L  I +    +P     L ++AL A    G T I      RVKE 
Sbjct: 283 ASDGEPLADITVKAQTLHGIAITAEDIPGAVDELPILALAATQAVGDTIISGAEELRVKE 342 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDDHRMAMAFSLAA-C 415 
           T+R+  + +ELTKLGA ++E PD  +I     L+     T +D++ DHR+ M   +A+   
Sbjct: 343 TDRISTVISELTKLGADIDEKPDGMVIHGGTLLHTSNGSTLLDSHGDHRIGMMNVIASLI 402 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            E  V +        ++P + + +S+  
Sbjct: 403 TEGDVVLTGEEAMSVSYPGFVEDVSSI 429 
 
 
>ref|YP_001033191.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. cremoris MG1363] 
 sp|P43905.1|AROA_LACLM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAA55180.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lactococcus lactis] 
 emb|CAL98495.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. cremoris MG1363] 
 gb|ADJ60903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. cremoris NZ9000] 
          Length = 430 
 
 Score =  126 bits (316), Expect = 8e-27,   Method: Compositional matrix adjust. 
 Identities = 118/439 (26%), Positives = 210/439 (47%), Gaps = 27/439 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +K+PG KS+S+R ++  ++++G T++ ++L  EDV   + A R LG+ +E D     
Sbjct: 10  LKGRLKVPGDKSISHRSIMFGSIAKGKTIIHDILRGEDVLSTIEAFRALGVEIEDD---- 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V+   G+   +  + E  L +GN+G + R L+  +      AT  L G   + +RP+ 
Sbjct: 66  -GQVITVHGQGISKLKEPEKALDMGNSGTSTRLLSGILAGLPFEAT--LFGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GA++         P+ + G   L      L  + S+Q  SA++ AA  A  
Sbjct: 123 DRVATPLQMMGAEIVGQTDKVKLPMTIKGSAHLKAIDYILPVA-SAQVKSAVIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G    ++++K  +  + E    ++ +FG +   SD      + GGQK    +   V GD  
Sbjct: 182 GLT--KVVEKEKTRSHTE---EMLVQFGGEITVSDKT--ILVPGGQKLLG-QEVTVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+++L AG  +    + +E  G    +  +   EV++ MG ++   E    V       
Sbjct: 234 SSAAFWLVAGLVVENSGLILENVGINETRTGI--LEVIQAMGGQLEILEQD-EVAKAATL 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK  +++ + +P +   L ++AL    A+G T IRD A  +VKET+R+  +    
Sbjct: 291 KVKASQLKGTEISGDLIPRLIDELPIIALLATQAEGKTIIRDAAELKVKETDRIAVVADA 350 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           L  +GA++E   D  II    KL+    AI+T  DHR+ M  ++AA       + +     
Sbjct: 351 LNSMGANIEPTDDGMIIQGGTKLHAPENAINTLGDHRIGMMVAIAALLVENGEIELERAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
             + ++P +FD L     N 
Sbjct: 411 AIQTSYPSFFDDLEKLSGN 429 
 
 
>ref|YP_095448.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila subsp. pneumophila str. Philadelphia 1] 
 sp|Q5ZVM1.1|AROA_LEGPH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAU27501.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila subsp. pneumophila str. Philadelphia 1] 
          Length = 433 
 
 Score =  126 bits (316), Expect = 8e-27,   Method: Compositional matrix adjust. 
 Identities = 119/439 (27%), Positives = 208/439 (47%), Gaps = 32/439 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
             + +P+  + G + +PG KS+S+R ++  A++ GT+V+D  L+ ED    L A +++G+ 
Sbjct: 3   NFISKPVGCLKGEITVPGDKSISHRSIIFGAIAIGTSVIDGFLDGEDCIATLKAFQSMGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E     K+ V++   GK+ ++  +  +    GN+G +MR L   + A   ++   L G 
Sbjct: 63  RIEGPD--KQRVIIHGVGKYGLKQPQNIID--CGNSGTSMRLLAGLLAAQQFDSQ--LTG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +   L Q+GADV    G   PP+ + G   L G    +  + S+Q  S  
Sbjct: 117 DESLLKRPMLRISRPLSQMGADVTTQDGK--PPIVIKGGKKLNGIHYVMPEA-SAQVKSC 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG---GQKY 242 
           LL+A   A G  + +I +  +S  + E   R++  F    +  D        G   G +  
Sbjct: 174 LLLAGMYAEG--QTKITENAVSRDHTE---RMLRTFSYPVQIQDGAIIIDCNGECHGTRL 228 
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Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             P      GD SSA++F+  A+IT G+ V +   G    +  +    +L  MGA +    
Sbjct: 229 NIP------GDISSAAFFIVAASITPGSDVLIRNVGINPTRTGI--IHILTEMGADIRVL 280 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                   P  +   R   LK ID+  + +P   D    + + A  A G T +      R 
Sbjct: 281 NQRAYGEEPVADLHIRYSQLKGIDIPASMVPLAIDEFPVIFIAAACAQGKTTLHGAKELR 340 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACA 416 
           +KE++R+ A+   L +LG    EG D  I+     +    +++  DHR+AM+F++A A A 
Sbjct: 341 LKESDRIGAMVDGLNQLGVHA-EGFDDGILIEGGSIQGGEVNSRGDHRIAMSFAIAGAVA 399 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
             PVTI++      +FP + 
Sbjct: 400 SAPVTIKNCANVATSFPSF 418 
 
 
>ref|ZP_02462400.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           thailandensis MSMB43] 
          Length = 451 
 
 Score =  126 bits (316), Expect = 8e-27,   Method: Compositional matrix adjust. 
 Identities = 120/431 (27%), Positives = 189/431 (43%), Gaps = 31/431 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--LSVEADKA 72 
           +SGT+ LP SKS S R LL AAL+ G + + N+    + + M      LG   S E D   
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNVATGFNSNAMKHNCERLGASFSSEGDTT 79 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + V V    +  V D         GN+G+ +R L   V     +  +V      +  R 
Sbjct: 80  VVKGVDVVHVDRKIVFDP--------GNSGVVLR-LLMGVAGYLPDTEFVTQYRYSLGVR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
              ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL    + 
Sbjct: 131 SQAEMVAALRRLNVECEAVGPEARLPISIRSTREL-GRHTEVSCKKSSQFLSGLLYLGAI 189 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              D+EI+++D + +   V  T+  +   GV  E+   + RF++ G  +++ P    V   
Sbjct: 190 GERDLEIDVVDHITAPSMVHTTINNLAHAGVAVEYDAPFRRFFVPGRHRFE-PSEFTVGA 248 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGPP 311 
           D +S +  LA        VT+ G           F E     GA + + T+T   +   P 
Sbjct: 249 DPASTAAILALCGSLASDVTLNG-----------FFEEELGSGAVIRYLTDTGTLIDELP 297 
 
Query: 312 REPF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  G   ++A D + +  PD    LA  A FADG +   ++   R KE++R+   R 
Sbjct: 298 GNRIRIRGGASIRAQDFDGSLAPDAVPALAGRAAFADGTSTFYNIEHIRYKESDRISDFR 357 
 
Query: 369 TELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDP 425 
            EL KLG   EE  D  II   P        +D + DH + MA  ++    E PV I++P 
Sbjct: 358 RELDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTIGLHCEHPVLIKEP 417 
 
Query: 426 GCTRKTFPDYF 436 
               +T+PDYF 
Sbjct: 418 HHVGQTYPDYF 428 
 
 
>ref|YP_126720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila str. Lens] 
 sp|Q5WWS9.1|AROA_LEGPL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAH15610.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila str. Lens] 
          Length = 433 
 
 Score =  126 bits (316), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 119/439 (27%), Positives = 212/439 (48%), Gaps = 32/439 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
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             + +P+  + G + +PG KS+S+R ++  A++ GT+V+D  L+ ED    L A +++G+ 
Sbjct: 3   NFISKPVGCLKGEITVPGDKSISHRSIIFGAIAIGTSVIDGFLDGEDCIATLKAFQSMGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E     K+ V++   GK+ ++  +  +    GN+G +MR L   + A   ++   L G 
Sbjct: 63  RIEGPD--KQRVIIHGVGKYGLKQPQNIID--CGNSGTSMRLLAGLLAAQQFDSQ--LTG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +   L Q+GADV    G   PP+ + G   L G    +  + S+Q  S  
Sbjct: 117 DESLLKRPMLRISRPLSQMGADVTTQDGK--PPIVIKGGKKLNGVHYVMPEA-SAQVKSC 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS---WDRFYIKGGQKY 242 
           LL+A   A G  + +I +  +S  + E   R++  F    +  D     DR     G+ + 
Sbjct: 174 LLLAGMYAEG--QTKITENAVSRDHTE---RMLRTFSYPVQIQDGTIVIDR----NGECH 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            +  N  + GD SSA++F+  A+IT  + V +   G    +  +    +L  MGA +    
Sbjct: 225 GTRLN--IPGDISSAAFFIVAASITPDSDVLIRNVGINPTRTGI--IHILTEMGADIRIL 280 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                   P  +   R   LK ID+ ++ +P   D    + + A  A G T +      R 
Sbjct: 281 NQRAYGEEPVADLHIRYSQLKGIDIPVSMVPLAIDEFPVIFIAAACAQGKTTLHGAKELR 340 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACA 416 
           +KE++R+ A+   L +LG    EG D  I+     +    +++  DHR+AM+F++A A A 
Sbjct: 341 LKESDRIGAMVDGLNQLGVHA-EGFDDGILIEGGSIQGGEVNSRGDHRIAMSFAIAGAVA 399 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
             PVTI++      +FP + 
Sbjct: 400 SAPVTIKNCANVATSFPSF 418 
 
 
>ref|YP_001377406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter sp. 
           Fw109-5] 
 sp|A7H6S6.1|AROA_ANADF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS24422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaeromyxobacter sp. 
           Fw109-5] 
          Length = 430 
 
 Score =  126 bits (316), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 136/434 (31%), Positives = 204/434 (47%), Gaps = 33/434 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R LL  ALS G T V  LL++EDVH    A+  LG +V A+   + 
Sbjct: 13  LRGSIEVPGDKSISHRALLFGALSTGETRVRGLLDAEDVHATRRAVEALGATVRAE--GE 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             VVV      P    +E   +   GN+G ++R LT  ++   G    +L G   +R RP 
Sbjct: 71  ELVVV------PPPALREPGDVVDCGNSGTSLRLLTGVLSGVPG--LSILTGDASLRRRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+++GAD+    G   PPV V G   L G +  L  + S+Q  SA L+A   A 
Sbjct: 123 VRRVIEPLRRMGADLSARDGDRLPPVVVRGRP-LRGARHVLEVA-SAQVKSACLLAGLFA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  E  +++   S  + E   R++   GV        D   +             V GD 
Sbjct: 181 EG--ETTVVEPERSRDHTE---RMLAGMGVPVR----VDGLEVTVAPARPRGGRVDVPGD 231 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++FL  AA   G+ VTV   G    +      +VL  MGA ++       V G PR 
Sbjct: 232 ISSAAFFLCAAAALPGSEVTVRNLGVNPTR--TGLLDVLGAMGAALSRANER-EVAGEPR 288 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVAMTLAVV---ALFADGPTAIRDVASWRVKETERMVAI 367 
                +   L   ++    +P +   L VV   A  A G T IRD    RVKE++R+ ++ 
Sbjct: 289 ADVTVRAAALHGTEIGGAIIPRLIDELPVVMVMATQARGRTVIRDAKELRVKESDRLASM 348 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDP 425 
              L + GA +E   D C I  P  L   A+ T  DHR+AM+ ++A        V + D  
Sbjct: 349 GEALARAGAKIELFEDGCAIEGPTPLRGVAVQTRLDHRIAMSMAVAQLLAGGEEVVLDDV 408 
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Query: 426 GCTRKTFPDYFDVL 439 
            C   +FP +F +L 
Sbjct: 409 ACVATSFPSFFALL 422 
 
 
>ref|ZP_05041335.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative [Alcanivorax 
           sp. DG881] 
 gb|EDX88756.1| 3-phosphoshikimate 1-carboxyvinyltransferase, putative [Alcanivorax 
           sp. DG881] 
          Length = 752 
 
 Score =  125 bits (315), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 129/441 (29%), Positives = 209/441 (47%), Gaps = 37/441 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
            V+ P  ++ G +++PG KS+S+R ++L +L+EG T V+  L  ED    L A R +G+  
Sbjct: 323 FVVTPGGQLQGRLRVPGDKSMSHRSIMLGSLAEGVTQVEGFLEGEDALATLQAFRDMGVV 382 
 
Query: 67  VEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +E     +  +  VG  G K P +       L++GN+G +MR LT  +  AG      L  
Sbjct: 383 IEGPHNGQVTIHGVGLHGLKAPGK------ALYMGNSGTSMRLLTGLL--AGQAFDVELT 434 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L+++GA +        PPVR+ G   L G    L  + S+Q  S 
Sbjct: 435 GDASLSKRPMERVAKPLREMGAQITTGE-QGRPPVRIRGGQPLKGFHYDLPMA-SAQVKS 492 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+    A G+  +         P  + T R++  FG +     +     + GG    + 
Sbjct: 493 AVLLGGLYADGETSV-----TEPAPTRDHTERMLGGFGYEVRRDGATS--ALTGGGTLSA 545 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            K   V  D SSA++FL GA+I   + VT+   G    +  V   ++L++MGA +   E  
Sbjct: 546 GK-LEVPADISSAAFFLVGASIAADSEVTLPHVGINPTRTGV--IDILKLMGADIRL-EN 601 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVAS 355 
                G   EP     +KA  +   ++P+  + LA        + A  A+G T +R     
Sbjct: 602 QRDAGG---EPVADLVVKAAPLKGIEIPEALVPLAIDEFPAIFIAAACAEGETILRGAEE 658 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            RVKE++R+  +   L  LG S E   D   IT  E      + ++ DHR+AM+F++AA  
Sbjct: 659 LRVKESDRIQVMADGLAALGVSHEVFEDGIRITGGE-FGGGEVQSHGDHRIAMSFAMAAL 717 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDY 435 
            A  P+TI D      +FP + 
Sbjct: 718 RATGPITIHDCANVATSFPGF 738 
 
 
>ref|YP_850146.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria welshimeri 
           serovar 6b str. SLCC5334] 
 sp|A0AK35.1|AROA_LISW6 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAK21367.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria welshimeri 
           serovar 6b str. SLCC5334] 
          Length = 428 
 
 Score =  125 bits (315), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 118/438 (26%), Positives = 219/438 (50%), Gaps = 31/438 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG+ +E  +  +   
Sbjct: 12  GNITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALGVKIE--ETDEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLAL 194 
            +++ L+++GA +    G++  P+ + G   L   +V+    ++S Q  SA++ AA  A  
Sbjct: 124 RVMLPLQEMGAKMHGKDGSEFAPITILGKQSLK--RVEYHMPVASAQVKSAIIFAALQAD 181 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+  I   +K       + T  ++ +FG + E      R  +KGGQK+   +   V GD  
Sbjct: 182 GETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQKFIG-QEMTVPGDV 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+ AG  +    + +   G    +  +   +V+E MG  +   ++S + TG     
Sbjct: 234 SSAAFFIVAGLIMPNSEIELTHVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAG 290 
 
Query: 314 PFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIR 368 
               K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A+  
Sbjct: 291 TVVVKSSELKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVA 350 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           TEL K+GA +    D  II     L+   + +Y DHR+ M   +AA    +  V +     
Sbjct: 351 TELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMMLQIAALLVEDGDVELDRAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
               ++P +F+ + + +K 
Sbjct: 411 AVSVSYPTFFEDIRSLLK 428 
 
 
>ref|ZP_01312238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfuromonas 
           acetoxidans DSM 684] 
 gb|EAT16267.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfuromonas 
           acetoxidans DSM 684] 
          Length = 430 
 
 Score =  125 bits (315), Expect = 9e-27,   Method: Compositional matrix adjust. 
 Identities = 117/435 (26%), Positives = 211/435 (48%), Gaps = 24/435 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G + +PG KS+S+R ++  +L++G T V   L  ED    + A R +G+++  D+  
Sbjct: 11  RGLRGEITVPGDKSISHRSVMFGSLAKGVTRVSGFLQGEDNLSTVKAFRAMGVTI--DQP 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               +V+   G   +++  +   L  GN+G  +R ++  +  AG +   VL G   +R+R 
Sbjct: 69  GDGELVIHGLGVHSLQEPAD--VLDCGNSGTTIRLMSGLL--AGQSFFSVLTGDQYLRKR 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+G +V  L  +GA +         P+ ++G   L     + S   S+Q  SA+L+A    
Sbjct: 125 PMGRIVAPLAGMGASIRGRQQGQYAPLAIDG-QQLKATSYQ-SPVASAQVKSAVLLAGLY 182 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A  D    + +  +S  + E   R++  FGV+    D      + GGQ+  + ++  V G 
Sbjct: 183 A--DGVTTVYEPHLSRDHSE---RMLRHFGVEVTSFDGG--VSLAGGQEL-TARDLLVPG 234 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++F+ AG  +    + ++  G    +  V   ++L+ M   +           P  
Sbjct: 235 DISSAAFFMVAGLIVPDSELLIKNVGINPTRCGV--IDILKKMNGSIELVNEREMAGEPV 292 
 
Query: 312 REPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            +   +   LK I++    +P   D    ++V A  A+G T IRD    RVKET+R+ A+ 
Sbjct: 293 ADLLVKSSDLKGIEIGGEDVPRAIDEFPVISVAAACAEGTTVIRDAKELRVKETDRIAAM 352 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPG 426 
              L+  G +V    D   +   E+L    +++  DHR+AM+ ++AA  A+  V I D   
Sbjct: 353 ADVLSTFGVTVTTAEDGMTVQGAERLQGGRVNSCGDHRIAMSSAIAALRADGDVVIEDTQ 412 
 
Query: 427 CTRKTFPDYFDVLST 441 
           CT  +FP+++ +L T 
Sbjct: 413 CTATSFPNFWQLLGT 427 
 
 
>ref|NP_228156.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga maritima 
           MSB8] 
          Length = 421 
 
 Score =  125 bits (315), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 124/450 (27%), Positives = 205/450 (45%), Gaps = 52/450 (11%) 
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Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P K++ G + +P  KS+++R L+L+AL+E  + + NLL   D       L  LG   E D 
Sbjct: 5   PAKKVEGVLSVPPDKSITHRALILSALAETESTLYNLLRCLDTERTHDILEKLGTRFEGD 64 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               +         FP   A+    LF GN+G   R ++  +  A      VL G P +  
Sbjct: 65  WEKMKV--------FPKPFAEPIEPLFCGNSGTTTRLMSGVL--ASYEMFTVLYGDPSLS 114 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            RP+  ++  L+ +GA          P  ++ N + G+   K  ++   S+Q  SA+L+A 
Sbjct: 115 RRPMRRVIEPLEMMGARFMARQNNYLPMAIKGNHLSGI-SYKTPVA---SAQVKSAVLLA 170 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-- 247 
              A G     +I+   S  + E   R+++  GV  E         ++G +    P     
Sbjct: 171 GLRASG--RTIVIEPAKSRDHTE---RMLKNLGVPVE---------VEGTRVVLEPATFR 216 
 
Query: 248 ---AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                V GD SSA++F+  GA      +TV   G    +      EV+++MGA + W  T 
Sbjct: 217 GFTMKVPGDISSAAFFVVLGAIHPNARITVTDVGLNPTR--TGLLEVMKLMGANLEWEIT 274 
 
Query: 304 SVTVTGPPREPFG------RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVA 354 
              +     EP G        +LK + V  + +P +   L +VAL   FA+G T +R+   
Sbjct: 275 EENL-----EPIGTVRVETSPNLKGVVVPEHLVPLMIDELPLVALLGVFAEGETVVRNAE 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R KE++R+  +     +LG  +EE  D   I   + +   ++D   DHRMAM FS+A  
Sbjct: 330 ELRKKESDRIRVLVENFKRLGVEIEEFKDGFKIVGKQSIKGGSVDPEGDHRMAMLFSIAG 389 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             +E  V ++D  C   +FP+++++L   V 
Sbjct: 390 LVSEEGVDVKDHECVAVSFPNFYELLERVV 419 
 
 
>ref|ZP_05127216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           NOR5-3] 
 gb|EED33763.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           NOR5-3] 
          Length = 436 
 
 Score =  125 bits (315), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 132/452 (29%), Positives = 208/452 (46%), Gaps = 48/452 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E ++ P   I G  ++PG KS+S+R ++L AL+ G T V   L  ED    + A R LG+ 
Sbjct: 2   EFLVAPGGSIHGEARVPGDKSISHRSVMLGALATGETTVTGFLQGEDALATVAAFRALGV 61 
 
Query: 66  SVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            ++   K A R   VG  G      +     L +GN+G +MR L   +  AG N    L  
Sbjct: 62  EIDGPRKGALRIQGVGFEGLRAASSS-----LDMGNSGTSMRLLAGIL--AGQNFASELV 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+  ++  L ++GA ++   G   PP+R+ G   L G    L  + S+Q  S 
Sbjct: 115 GDVSLMGRPMQRVITPLARMGASIESGDGGR-PPLRIAGGSKLHGIHYDLPMA-SAQVKS 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +L+A   A G+  +         P  + T R++  FG + E  +S     ++GG +    
Sbjct: 173 CVLLAGLFAEGETSVT-----EPAPTRDHTERMLRGFGYQLESRESS--VSLRGGGQLHG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             +  V  D SSA++ L  A+I  G+   +T  G   T          +L +MGA +T + 
Sbjct: 226 -CDIDVPSDISSAAFLLVAASIAPGSELLLTHVGVNPTR----TGVISILRLMGADITLS 280 
 
Query: 302 E---------TSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
                       + VT  P        L+ ID+  + +P   D    L + A  A+G T  
Sbjct: 281 NEREIGGEPVADILVTSAP--------LRGIDIPRDLVPLAIDEFPVLFIAAACAEGRTV 332 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           +R     RVKE++R+ ++   L  LG    E  D  II     L+   + T+ DHR+AM+ 
Sbjct: 333 LRGAEELRVKESDRIASMAEGLRTLGVR-NEVLDDGIIIEGGTLSGGTVRTFHDHRIAMS 391 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLS 440 
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           F++AA  AE P+ + D      +FP  FD L+ 
Sbjct: 392 FAVAALRAEGPIRVLDCDHVATSFPG-FDSLT 422 
 
 
>ref|NP_953651.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           sulfurreducens PCA] 
 sp|Q749Y6.1|AROA_GEOSL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAR35978.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           sulfurreducens PCA] 
 gb|ADI85356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Geobacter 
           sulfurreducens KN400] 
          Length = 429 
 
 Score =  125 bits (315), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 125/436 (28%), Positives = 196/436 (44%), Gaps = 25/436 (5%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P + + G + +PG KS+S+R ++L +++ G T V   L  ED    L A R +G+ V   
Sbjct: 7   HPARALRGEIAVPGDKSISHRSIMLGSIARGVTTVSGFLRGEDNIATLDAFRAMGVQVHD 66 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           D    R    G  G    ED  +      GN+G ++R LT  + A       VL G   + 
Sbjct: 67  DGETLRIEGKGLHGLTEAEDVID-----CGNSGTSIRLLTGLMAAQ--RFYTVLTGDRYL 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RP+  +V  L ++GA   C  G D        I G P   +     ++S  + + LM  
Sbjct: 120 RRRPMRRVVEPLSRMGA---CIHGRDNGEKAPLAIVGRPLTGIAYDSPVASAQVKSALML 176 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A L   D    + +  +S  + E   R+   FG + E   +    Y  GG +    ++   
Sbjct: 177 AGL-YADGATRVTEPHLSRDHSE---RMFRHFGARLETDAAGVTVY--GGHELDG-RDIV 229 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++FL  A I  G  + + G G    +      ++L  MG  V   +       
Sbjct: 230 VPGDISSAAFFLVAALIVPGSELLIRGVGVNPTR--TGILDILAAMGGSVELLDQREVSG 287 
 
Query: 309 GPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P  +   R   LK I++  + +P   D    + V A  A+G T IRD    RVKET+R+ 
Sbjct: 288 EPVADLLVRSSALKGIEIGGDVVPRAIDEFPVICVAAALAEGTTVIRDARELRVKETDRI 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
            A+   L   GA++ E  D  II    +LN   ++++ DHR+AM+  +A   A   +T+  
Sbjct: 348 AAMAANLRAAGATITETADGMIIEGTGRLNGVTVESFGDHRIAMSMLVAGLAASGAITVS 407 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           D  C   +FP +  +L 
Sbjct: 408 DTECIATSFPTFTALL 423 
 
 
>ref|ZP_05362235.1| 3-phosphoshikimate 1-carboxyvinyltransferase/prephenate 
           dehydrogenase [Acinetobacter radioresistens SK82] 
 ref|ZP_06072718.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           radioresistens SH164] 
 gb|EET81136.1| 3-phosphoshikimate 1-carboxyvinyltransferase/prephenate 
           dehydrogenase [Acinetobacter radioresistens SK82] 
 gb|EEY86932.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acinetobacter 
           radioresistens SH164] 
          Length = 748 
 
 Score =  125 bits (314), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 128/445 (28%), Positives = 205/445 (46%), Gaps = 41/445 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K   G   +PG KS+S+R ++  A++EGTT V   L  ED    L A R +G+S+E  K  
Sbjct: 314 KTFQGKFTVPGDKSVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKN 373 
 
Query: 73  AKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            +  +  VG  G K P         L++GN+G +MR L+  + A   +   V+ G   +  
Sbjct: 374 GEVTIHGVGMHGLKAPAS------ALYMGNSGTSMRLLSGMLAAQKFDT--VMTGDASLS 425 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +   L+ +GA +        PPV ++G   L G    L    S+Q  S +L+A  
Sbjct: 426 KRPMERIAKPLRLMGAQIQTTGEKGTPPVSISGQQKLHGIHYDLPMP-SAQVKSGILLAG 484 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G+  +   +     P  + T R++  FG  VK E      +  + GG K    +   
Sbjct: 485 LWAEGETSVTEPE-----PTRDHTERMLRAFGYEVKTE----GHKISLIGGGKLVGTE-I 534 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+ GAAIT  + V +E  G    +  +   E+L+ MGA +T  E      
Sbjct: 535 QVPSDISSAAFFMVGAAITQNSDVLLEAVGINPTRTGI--IEILKQMGADLT-VENERIA 591 
 
Query: 308 TGPPREPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            G P       G + LK I +  +++P   D    L V A  A+G T +   A  RVKE+ 
Sbjct: 592 GGEPIADIHIRGSRTLKGIHIPEDQVPLAIDEFPALFVAAACAEGQTVLTGAAELRVKES 651 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-------IDTYDDHRMAMAFSLAA 414 
           +R+  +   L  +G       D  II    K+   +       I+++ DHR+AM+FS+A  
Sbjct: 652 DRIQVMADGLKTMGIDCTPTEDGIIIEGKGKIGDWSAVFTGGEIESHHDHRIAMSFSMAG 711 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
             +   + I        +FP + ++ 
Sbjct: 712 LRSSGTINIMGTETVATSFPTFTEL 736 
 
 
>ref|ZP_02243759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas oryzae 
           pv. oryzicola BLS256] 
          Length = 437 
 
 Score =  125 bits (314), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 130/434 (29%), Positives = 203/434 (46%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETLSASQ 75 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R V  VG  G  P         L  GNAG  MR L   + A       VL G   + +RP 
Sbjct: 76  RIVHGVGVDGLQPPTGV-----LDCGNAGTGMRLLAGLLAAQ--RFDSVLVGDESLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+RV+G   L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIDT-QDDGTPPLRVHGGQALHGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV  + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETSVTEPH-----PTRDYTERMLSAFGVDIDFSPGSAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A+I   + V +   G    +        L +MGA ++  E      G P  
Sbjct: 239 FSSAAFFIVAASIVPDSEVVLRAVGLNPRR--TGLLAALRLMGADIS-EENHAEHGGEPV 295 
 
Query: 313 EPFGRKH--LKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                ++  L+   +    +PD+      L V A  A G T +   A  RVKE++R+ A+ 
Sbjct: 296 ADLRVRYAPLRGAQIPEALVPDMIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAM 355 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPG 426 
            T L  LG  V+E PD   I     +    I+++ DHR+AMAF++A   +   V + D   
Sbjct: 356 ATGLRTLGVQVDETPDGATIH-GGSIGSGVIESHGDHRIAMAFAIAGQLSGGSVRVNDVA 414 
 
Query: 427 CTRKTFPDYFDVLS 440 
               +FP  FD L+ 
Sbjct: 415 NVATSFPG-FDTLA 427 
 
 
>ref|YP_002129031.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phenylobacterium 
           zucineum HLK1] 
 sp|B4RCK3.1|AROA_PHEZH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ACG76602.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phenylobacterium 
           zucineum HLK1] 
          Length = 452 
 
 Score =  125 bits (314), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 141/448 (31%), Positives = 206/448 (45%), Gaps = 55/448 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + GTV+ PG KS+S+R L+L AL+ G T VD LL S+DV     A++  G  V    + A 
Sbjct: 14  LKGTVRAPGDKSISHRALILGALASGLTEVDGLLESDDVRRTAAAMQAFGAGVIRTGEGA 73 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R  V G GG     D  +      GNAG  +R +  A  AAG +      G   +R RP 
Sbjct: 74  WR--VEGKGGFAEPGDVID-----CGNAGTGVRLIMGA--AAGFDLAATFTGDSSLRGRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG----SISSQYLSALLMA 189 
           +  ++  L ++GA   C  G   P         L GG +K         S+Q  SA+L+A 
Sbjct: 125 MNRVLKPLGEMGASWICRAGGRLPLT-------LKGGSLKRIAYRLPEPSAQVKSAVLLA 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE--HSDSWDRFYIKGGQKYKSPKN 247 
              A G  E+       +    + T R++  FG + +     +  R  + GGQ  K  +  
Sbjct: 178 GLSADGGAEV-----FEAEATRDHTERMLRGFGAEVDVTEESAGRRIVLPGGQALKGTR- 231 
 
Query: 248 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT----- 301 
             V GD SSA++ L  A +T G  VTVEG     L+  +   E L  MGA ++ T      
Sbjct: 232 IRVPGDPSSAAFPLVAALVTPGSQVTVEGMLLNPLR--IGLLETLGDMGADLSVTNVRDE 289 
 
Query: 302 --ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
             ET   VT         +H  L+ ++    + P   D    LAV A FA G T +R +  
Sbjct: 290 GGETVADVTA--------RHSALEGVETPPERAPSMIDEYPILAVAAAFASGRTVMRGIG 341 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMA-FS 411 
             RVKE++R+  +   L   G  VEE P+  I+T           I T+ DHR+AM+    
Sbjct: 342 EMRVKESDRIALMAAGLAACGVEVEEEPEGMIVTGRGGAVRGGGRITTHGDHRIAMSHLV 401 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           L   AE PV++ +PG    +FP + +++ 
Sbjct: 402 LGMAAEEPVSVDEPGMIATSFPGFVEMM 429 
 
 
>ref|ZP_01904632.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           AzwK-3b] 
 gb|EDM69814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           AzwK-3b] 
          Length = 469 
 
 Score =  125 bits (314), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 137/443 (30%), Positives = 208/443 (46%), Gaps = 34/443 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           ++GT  +PG KS+S+R L+L ALS G T+V  LL  +DV     A+R  G  V   D    
Sbjct: 38  LAGTADIPGDKSISHRALILGALSVGETMVTGLLEGQDVLDTARAMRAFGAEVVRDDDGT 97 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      A+ +  +  GN+G  +R +  A+  +   AT+  D    + +RP 
Sbjct: 98  WRIHGVGVGGF-----AEPDQVIDCGNSGTGVRLIMGAMATSPVTATFTGDA--SLNKRP 150 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V     LP   V+ +  + S+Q  SA+L+A    
Sbjct: 151 MARVTDPLALFGAQAVGRSGGRLPMTIVGARDPLP---VRYTVPVPSAQVKSAVLLAGLN 207 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+   +  + E   R++  FG +    D+ + R     GQ   SP+   V  
Sbjct: 208 APG--QTVVIEHEATRDHTE---RMLAGFGAQITTEDTAEGRIITLEGQPELSPQTIAVP 262 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V   G    +        L+ MGA +++ E      G  
Sbjct: 263 RDPSSAAFPVCAALITEGSDVLVPNIGLNPTR--AGLFTTLQEMGADLSY-ENLREEGGE 319 
 
Query: 311 P----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F    LK I+V   +   M D    L+VVA FA G T +R V   RVKE++R 
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Sbjct: 320 PVADLRASF-SPDLKGIEVPPERAASMIDEYPVLSVVAAFAQGATVMRGVKELRVKESDR 378 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAF-SLAACAEVP 419 
           + A+ T L   G  VE+GPD+ I+      +V    T   + DHR+AM+F  +   A  P 
Sbjct: 379 IEAMATGLRANGIKVEDGPDWWIVHGRGHGDVPGGATCASHLDHRIAMSFLVMGLAANQP 438 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           VT+ D G    +FP +  ++++  
Sbjct: 439 VTVDDGGPIATSFPIFEPLMASL 461 
 
 
>ref|YP_123698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila str. Paris] 
 sp|Q5X5E6.1|AROA_LEGPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAH12525.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila str. Paris] 
          Length = 433 
 
 Score =  125 bits (314), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 119/439 (27%), Positives = 211/439 (48%), Gaps = 32/439 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
             + +P+  + G + +PG KS+S+R ++  A++ GT+V+D  L+ ED    L A +++G+ 
Sbjct: 3   NFISKPVGCLKGEITVPGDKSISHRSIIFGAIAIGTSVIDGFLDGEDCIATLKAFQSMGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E     K+ V++   GK+ ++  +  +     N+G +MR L   + A   ++   L G 
Sbjct: 63  RIEGPD--KQRVIIHGVGKYGLKQPQNIIDCV--NSGTSMRLLAGLLAAQQFDSQ--LTG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +   L Q+GADV    G   PP+ + G   L G    +  + S+Q  S  
Sbjct: 117 DESLLKRPMLRISRPLSQMGADVTTQDGK--PPIVIKGGKKLNGIHYVMPEA-SAQVKSC 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS---WDRFYIKGGQKY 242 
           LL+A   A G  + +I +  +S  + E   R++  F    +  D     DR     G+ + 
Sbjct: 174 LLLAGMYAEG--QTKITENAVSRDHTE---RMLRTFSYPVQIQDGAIVIDR----NGECH 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            +  N  + GD SSA++F+  A+IT G+ V +   G    +  +    +L  MGA +    
Sbjct: 225 GTRLN--IPGDISSAAFFIVAASITPGSDVLIRNVGINPTRTGI--IHILTEMGADIRVL 280 
 
Query: 302 ETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                   P  +   R   LK ID+  + +P   D    + + A  A G T +      R 
Sbjct: 281 NQRAYGEEPVADLHIRYSQLKGIDIPASMVPLAIDEFPVIFIAAACAQGKTTLHGAKELR 340 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACA 416 
           +KE++R+ A+   L +LG    EG D  I+     +    +++  DHR+AM+F++A A A 
Sbjct: 341 LKESDRIGAMVDGLNQLGVHA-EGFDDGILIEGGSIQGGEVNSRGDHRIAMSFAIAGAVA 399 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
             PVTI++      +FP + 
Sbjct: 400 SAPVTIKNCANVATSFPSF 418 
 
 
>ref|ZP_07895932.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus italicus 
           DSM 15952] 
 gb|EFU73869.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus italicus 
           DSM 15952] 
          Length = 436 
 
 Score =  125 bits (314), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 124/433 (28%), Positives = 204/433 (47%), Gaps = 24/433 (5%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L   K ++GT+ +P  KS+S+R ++  A+++G TVV N L +ED    L A + LG+S+E 
Sbjct: 12  LHQAKSLNGTLAVPADKSISHRSIMFGAIAKGETVVTNFLEAEDCLSTLKAFQDLGVSIE 71 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              ++ +    G  G  P   AKE   L +GN+G   R +   +  A      +L G    
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Sbjct: 72  RKGSSLKIQGAGFKGFSP---AKEP--LDMGNSGTTTRLIMGIL--ANQPFQSILVGDDS 124 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  ++  LKQ+ A +     +   P+ ++    L      +  + S+Q  SA+L  
Sbjct: 125 LSKRPMNRVIDPLKQMNAKLTGKNESGYAPITISPSESLQPIHYTMPVA-SAQVKSAILF 183 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A  D E  II+K    P    T  ++++FG   E         I G Q+  + +   
Sbjct: 184 AALQA--DGESTIIEKE---PSRNHTEEMIKQFGGTIE--VEGKTIKISGPQEL-TGQTV 235 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL AGA      + ++  G    +  +   +VL  MGA++T         
Sbjct: 236 TVPGDISSAAFFLVAGAIGKDSRLVLKNVGVNPTRTGI--LDVLNKMGARLTILNEDTHN 293 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERM 364 
                E      L A ++    +P +   + V+AL A    G T I++    +VKET R+ 
Sbjct: 294 QAADIE-IRSSELVATEIGGEIIPRLIDEIPVIALLATQAKGTTIIKNAEELKVKETNRI 352 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
            A   EL KLGA++E   D  II  P KL+   + ++ DHR+ M   +AA   +  + +  
Sbjct: 353 DATVNELRKLGANIEPTADGLIIYGPTKLHGGHVSSHGDHRIGMMLQIAALLTDETIELE 412 
 
Query: 424 DPGCTRKTFPDYF 436 
            P     ++P +F 
Sbjct: 413 HPEAVSISYPQFF 425 
 
 
>ref|YP_004063.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus thermophilus 
           HB27] 
 sp|Q72LH1.1|AROA_THET2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAS80436.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermus thermophilus 
           HB27] 
          Length = 427 
 
 Score =  125 bits (313), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 142/440 (32%), Positives = 207/440 (47%), Gaps = 34/440 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P   + G +++PG KS+++R L+L AL+EG   +   L + D       L+ LG   E 
Sbjct: 6   LAPCGPLRGRLRVPGDKSVTHRGLMLLALAEGEGRLFYPLKAGDTLSTARVLQALG--AE 63 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             +     +V G G +F     + E  L  GNAG  MR L   +         VL G    
Sbjct: 64  VREEGPHFLVRGRGLRF----KEPEDVLDCGNAGTLMRLLLGLLAGQE-GLFAVLTGDAS 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+G +V  L+ +GA VD     +  P+ V G   L G +  L    S+Q  SALL+ 
Sbjct: 119 LRRRPMGRVVAPLRAMGARVDGREEGERAPLAVRG-APLRGLRYTLP-VPSAQVKSALLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G  E+E        P  + T RL   FG+  E      R +  G   + + K+  
Sbjct: 177 AGLFAEGVTEVEE-----PTPTRDHTERLFRHFGLPLEVEGRRVRTWRTG--PFPA-KDL 228 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++FL  A +T G+ V VEG G    +       VL+ MGA + W      + 
Sbjct: 229 VVPGDFSSAAFFLVAALVTPGSEVVVEGVGLNPTR--TGLLTVLKAMGADLEWR----VL 282 
 
Query: 308 TGPPREPFG---RKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   EP G    +H  LK + V+   +P   D    LA  A +A+G T I  ++  RVK 
Sbjct: 283 EGEAGEPVGWVRARHSLLKGVAVDPGLIPLMVDEVPVLAAAAAWAEGETYIPGLSELRVK 342 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E++R+ AI   L  LG  VEEGPD+  I     +    +  + DHR+AMAF++     V  
Sbjct: 343 ESDRVRAIAENLRALGVEVEEGPDWLRIR-GGGVRPGRVRPFHDHRIAMAFAVVGLP-VG 400 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           V + +P     ++P +F  L 
Sbjct: 401 VEVEEPHWAEISYPGFFQDL 420 
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>ref|ZP_06604224.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas noxia 
           ATCC 43541] 
 gb|EFF65391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas noxia 
           ATCC 43541] 
          Length = 411 
 
 Score =  125 bits (313), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 116/419 (27%), Positives = 189/419 (45%), Gaps = 37/419 (8%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK-----FPV 87 
           + A L +    + N L++ED    +G +R LG+ +E     +  VV G G       F V 
Sbjct: 1   MFAGLGDTPVHIRNFLHAEDCLSTVGVMRALGVDIEFLNEHE-LVVKGNGPHGLSEPFSV 59 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 147 
            DA        GN+G  +R +   +      +T+   G   +  RP+G +++ L Q+GA  
Sbjct: 60  LDA--------GNSGTTLRLMMGLLAPQPFFSTF--SGDDSLTRRPMGRVLLPLAQMGAK 109 
 
Query: 148 VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 207 
           +    G +  P+ +    G   G    S   S+Q  SA+L+A   A  D    + +  IS 
Sbjct: 110 IFGRSGNNNLPLTILPAEGKLHGIYYESPVASAQVKSAILLAGLYA--DAPTTVTEPYIS 167 
 
Query: 208 IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAI 266 
             + E   +++  FGV+ E S +    +    + Y++P    V GD SSA+YFL AG+ I 
Sbjct: 168 RDHTE---QMLANFGVRLERSRTSVTIFPVETETYRAPNEIIVPGDISSAAYFLTAGSII 224 
 
Query: 267 TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 326 
            G  + +   G    +  +   +VL  MGA +T      +      EP     ++A  ++ 
Sbjct: 225 PGSRLLLNNVGINLTRTGI--LDVLSEMGAHITLRNKRQSGG----EPVADIEVQAAQLH 278 
 
Query: 327 --------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG-AS 377 
                   M ++ D    LA  A FA+G T I      RVKET+R+ AI  E +K+   S 
Sbjct: 279 GVSFGAEIMPRLIDEIPILAAAAFFAEGDTVISGAEELRVKETDRLDAIAAEFSKIAPGS 338 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           +EE  D  +I    KL    + +  DHRMAM+ ++ A A     + +P     ++P +F 
Sbjct: 339 IEEREDGLVIHGQRKLRRAKVSSRGDHRMAMSLAVLAAAGKGAVLENPDSVNISYPTFF 397 
 
 
>ref|YP_003063283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum JDM1] 
 gb|ACT62586.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           plantarum JDM1] 
          Length = 432 
 
 Score =  125 bits (313), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 131/453 (28%), Positives = 210/453 (46%), Gaps = 46/453 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +QP   + G + +PG KS+S+R L+L A+S+GTT + + L + D    L AL+ LG 
Sbjct: 3   KKLSIQPASGLQGDLSVPGDKSVSHRGLILGAISQGTTTLHHFLPAADCLSTLTALQKLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + +   K     V +   G   +   ++   L +GNAG A R LT  +  AG      L  
Sbjct: 63  VPI---KRVDTTVTISGRGLRGLTQPQQP--LDMGNAGTATRLLTGLL--AGQPFETTLV 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L+ +GA V    G    P+ + G   L G   ++  + S+Q  S 
Sbjct: 116 GDTSLSQRPMERVRQPLQAMGAQVQLTAG--HLPMTITG-RTLHGSCTEMQVA-SAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           AL++AA  A  D    II+KL   P  + T RL+++FG + E +       ++  Q     
Sbjct: 172 ALILAALQA--DQASTIIEKL---PTRDHTERLLQQFGGQIETAPDQRTITVQ-PQPALV 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            ++  + GD SSA++F+  A I   + V +   G    +    F  +L  MG +VT     
Sbjct: 226 GQSLTIPGDFSSAAFFVTAATIIPNSHVRLTNVGLNPTR--TGFLNILRRMGGQVTVDHE 283 
 
Query: 304 SVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVAS 355 
                    EP G        L  + V   ++P V   L +VAL    A+G + I   A  
Sbjct: 284 HRM-----GEPVGTLDVRFAQLHPVQVTATEIPAVIDELPLVALLAATANGISTISGAAE 338 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1280



 

 

 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII-------TPPEKLNVTAIDTYDDHRMAM 408 
            RVKET+R+  I TEL KLG  +   PD  +I        P E L      ++ DHR+ M 
Sbjct: 339 LRVKETDRIATIVTELRKLGVQITSQPDGFVIDGRKSWRQPTEPLA-----SHGDHRIGM 393 
 
Query: 409 AFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
             ++AA     P  +        ++P +F+ L+ 
Sbjct: 394 MMAIAALRLAAPAELESAEAVNISYPTFFEDLA 426 
 
 
>gb|AAM16087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 57 
 
 Score =  125 bits (313), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 57/57 (100%), Positives = 57/57 (100%) 
 
Query: 389 PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 57 
 
 
>gb|AAM16058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 58 
 
 Score =  125 bits (313), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 57/58 (98%), Positives = 57/58 (98%) 
 
Query: 388 TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV IRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVAIRDPGCTRKTFPDYFDVLSTFVKN 58 
 
 
>ref|NP_735069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae NEM316] 
 sp|Q8E6F8.1|AROA_STRA3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAD46254.1| Unknown [Streptococcus agalactiae NEM316] 
          Length = 427 
 
 Score =  124 bits (312), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 116/437 (26%), Positives = 205/437 (46%), Gaps = 27/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++  ++S+G T + ++L  EDV   + A + +G+ +E D     
Sbjct: 10  LKGTIRVPGDKSISHRAIIFGSISQGVTRIVDVLRGEDVLSTIEAFKQMGVLIEDDGE-- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              ++   GK      +    L +GN+G +MR L A V A G      + G   + +RP+ 
Sbjct: 68  ---IITIYGKGFAGLTQPNNLLDMGNSGTSMR-LIAGVLA-GQEFEVTMVGDNSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             + + L ++GA +      D PP+++ G   L      L  + S+Q  SAL+ AA     
Sbjct: 123 DRIALPLSKMGARISGVTNRDLPPLKLQGTKKLKPIFYHLPVA-SAQVKSALIFAALQTK 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNAYVEGD 253 
           G  E  I++K  +  + E  +R   +FG    H D  D+   + GGQ     ++  V GD 
Sbjct: 182 G--ESLIVEKEQTRNHTEDMIR---QFG---GHLDIKDKEIRLNGGQSLVG-QDIRVPGD 232 
 
Query: 254 ASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++++  G  I    + +E  G    +  +   +V+  MG K+  +     V      
Sbjct: 233 ISSAAFWIVVGLIIPNSHIILENVGINETRTGI--LDVVSKMGGKIKLSSVDNQVKSATL 290 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRT 369 
                 HL+A  ++   +P +   L ++AL A    G T I D    +VKET+R+  +   
Sbjct: 291 -TVDYSHLQATHISGAMIPRLIDELPIIALLATQAQGTTVIADAQELKVKETDRIQVVVE 349 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGC 427 
            L ++GA +    D  II     L+  ++D + DHR+ M  ++AA    E  V +      
Sbjct: 350 SLKQMGADITATADGMIIRGNTPLHAASLDCHGDHRIGMMIAIAALLVKEGEVDLSGEEA 409 
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Query: 428 TRKTFPDYFDVLSTFVK 444 
              ++P++ + L   V  
Sbjct: 410 INTSYPNFLEHLEGLVN 426 
 
 
>ref|YP_191032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconobacter oxydans 
           621H] 
 sp|Q5FTC0.1|AROA_GLUOX RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW60376.1| 3-Phosphoshikimate 1-carboxyvinyltransferase [Gluconobacter oxydans 
           621H] 
          Length = 442 
 
 Score =  124 bits (312), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 132/443 (29%), Positives = 210/443 (47%), Gaps = 33/443 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG  ++PG KS+S+R L+ AAL+ G T V  LL  EDV     A+R LG ++  + A 
Sbjct: 14  KGLSGRTRVPGDKSISHRSLMFAALASGRTYVTGLLEGEDVLRTADAMRALGATITREGA 73 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               V+ G G     E A     L +GN+G A R L+  +++   N+  ++ G   +R R 
Sbjct: 74  DW--VIEGRGVGALTEPAD---VLDMGNSGTAARLLSGILSSHAFNS--IMTGDASLRSR 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + V L   G++     G    P+ + G G     + +L  + S+Q  SA+L+A    
Sbjct: 127 PMRRVTVPLAANGSEFLTREGGRL-PMAIRGTGEAKPIEYRLPVA-SAQVKSAILLAGLN 184 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS--DSWDRFYIKGGQKYKSPKNAYV 250 
           A G   +E  + + +  + E  LR    FGV+ + S  D+  R     G    + ++  V 
Sbjct: 185 AHGTTVVE--EPVATRDHTENMLR---HFGVEVDVSRIDAGGRRIALTGPVQMTARDVTV 239 
 
Query: 251 EGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++  +A   + G  + +EG G   L+  + F  ++E MGA ++     V     
Sbjct: 240 PGDPSSAAFPIVAALLVPGSDIWIEGVGLNPLRTGL-FTTLIE-MGASLSIENERVEGG- 296 
 
Query: 310 PPREPFGRKH-----LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              EP G  H     LK +DV   + P   D    LAV   FA+G + +R +   RVKE+ 
Sbjct: 297 ---EPVGDLHVRYSKLKGVDVPPERAPSMIDEYPVLAVACAFAEGASRLRGLEELRVKES 353 
 
Query: 362 ERMVAIRTELTKLGASVEE-GPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAEVP 419 
           +R+ +    L   GA  E  G D  +      L    + T+ DHR+AM A  L   A+ P 
Sbjct: 354 DRLASTVALLNVNGAETEVIGDDLIVKGYHGPLGGGTVQTHMDHRLAMSAVVLGLAAQKP 413 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V + D      +FP + D+++   
Sbjct: 414 VNVDDTAFIETSFPGFVDLMNAL 436 
 
 
>ref|YP_616539.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingopyxis 
           alaskensis RB2256] 
 sp|Q1GT16.1|AROA_SPHAL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF53206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingopyxis 
           alaskensis RB2256] 
          Length = 446 
 
 Score =  124 bits (312), Expect = 2e-26,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 209/445 (46%), Gaps = 38/445 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G + +PG KS+S+R L+L+AL+ G + V  LL   DV     A+R +G  +   D    
Sbjct: 17  LKGRIAIPGDKSISHRSLMLSALAVGESRVAGLLEGHDVLATAAAMRAMGADIARRDDGE 76 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      A     L +GN+G + R L   V +    AT+V D    +  RP 
Sbjct: 77  WRIHGVGVGGLLQPRGA-----LDMGNSGTSTRLLMGLVASHPITATFVGDA--SLSGRP 129 
 
Query: 134 IGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALL 187 
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           +G ++  L Q+GAD+       G    P+ V G+       + LS  +   S+Q  SA+L 
Sbjct: 130 MGRVIDPLTQMGADISASPGARGAKTLPLMVRGL----APAIPLSYRLPMASAQVKSAIL 185 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSWDRFYIK-GGQKYKSP 245 
           +A     G  E+     +  +P  + + R++  FG       D+    +I+  G+    P 
Sbjct: 186 LAGLNTPGVTEV-----IEPVPTRDHSERMLGAFGADLTVDIDAGGTRHIRIRGEADLKP 240 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA++F+  A I  G+ VT+   G    +      EVL+ MG  +   +   
Sbjct: 241 QAIIVPGDPSSAAFFIVAALIVPGSDVTIANVGLNPTR--AGLVEVLKAMGGDIELLDRR 298 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             + G P      +H  LK I+V+    P   D    L V A  A+G T    +   RVK 
Sbjct: 299 -EIGGEPVADLRVRHSVLKGIEVDPAVAPSMIDEFPVLFVAATLAEGRTVTTGLDELRVK 357 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTA-IDTYDDHRMAMAFSLAA-C 415 
           E++R+  + T L  +GA VEE  D  +I  T  + L   A I  + DHR+ M+F++A    
Sbjct: 358 ESDRLAVMATGLKAIGARVEESQDGLVIDGTGGDPLAGGATIAGHLDHRICMSFAIAGLV 417 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           ++ PVT+ D      +FP++  +L+ 
Sbjct: 418 SKAPVTVDDIAPVATSFPNFEALLA 442 
 
 
>ref|ZP_03953584.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           hilgardii ATCC 8290] 
 gb|EEI24612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           hilgardii ATCC 8290] 
          Length = 434 
 
 Score =  124 bits (311), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 125/438 (28%), Positives = 209/438 (47%), Gaps = 34/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  A+SEG T + + L +ED    L A + LG+ ++ D     
Sbjct: 12  LHGELSVPGDKSISHRGIMFGAVSEGRTTLHHFLTAEDCLSTLKAFQQLGVPIKRDGETV 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG  G       +    L +GN+G   R +   +  AG N    L G   + +RP+ 
Sbjct: 72  EIEGVGLHGL-----KQSGNPLDMGNSGTTTRLIMGLL--AGQNFDSTLFGDDSLSKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             +   L ++GAD+ C   TD   P R++G   L     +L  + S+Q  SAL++AA  A 
Sbjct: 125 KRVSEPLAEMGADI-CV--TDGHLPARIHG-QKLHAIDYQLKVA-SAQVKSALILAAIQA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEG 252 
             D    +I+KL   P    T +++  FG   +     D   IK   + K +  +  V G 
Sbjct: 180 --DQPSTLIEKL---PTRNHTEKMLNAFGANIQ--TMADNVTIKVNPQPKLTGIDLTVPG 232 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL  A +     +T++  G    +       +L+ MG KV   E     +G P 
Sbjct: 233 DMSSAAFFLVAATLVPNSKLTLKNVGVNETR--TGLLSILKRMGGKV--IERHRNDSGEP 288 
 
Query: 312 REPF--GRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVA 366 
                     LK I++   ++P V   L +VAL    A+G + I      RVKET+R+ A 
Sbjct: 289 TADLVVSSAELKPIEIGAEEIPAVIDELPLVALLAAKANGISKITGAGELRVKETDRIAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
           +  E +KLG ++ E PD  +I    P  +  T +D++ DHR+ M  ++A+   +  + +  
Sbjct: 349 VVQEFSKLGIAIRELPDGFVIDGAKPWHVEKTKLDSHGDHRIGMTLAIASLLLDEQLQLN 408 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
                  ++P++FD L++ 
Sbjct: 409 GAESVNISYPEFFDDLAS 426 
 
 
>ref|YP_002731486.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Persephonella marina 
           EX-H1] 
 sp|C0QS40.1|AROA_PERMH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1283



 

 

 gb|ACO04095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Persephonella marina 
           EX-H1] 
          Length = 432 
 
 Score =  124 bits (311), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 119/447 (26%), Positives = 203/447 (45%), Gaps = 29/447 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +  +  I G +++P  KS+S+R ++L +L++G +VV N L + D    L   R LG+S+  
Sbjct: 5   ISKVSRIKGELRVPSDKSISHRSIILTSLADGVSVVKNFLKAGDTLTTLNVYRKLGVSII 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +K   +   V   G    ED      L +GN+     +       +G      L G    
Sbjct: 65  EEKGVLKIKGVNLKGFKEPEDI-----LDMGNS--GTTTRLTLGLLSGQEFFSALTGDDS 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R+RP+G +   L+ +GA +D        P+ V G   L G +     S S+Q  SALL+ 
Sbjct: 118 LRQRPMGRVADPLRSMGAKIDGRQDGKLLPLSVRG-SSLKGIQFYNKRS-SAQVKSALLI 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKS 244 
           A  LA G  ++       + PY+  + T ++++  G  +  E  D +    I G +K +  
Sbjct: 176 AGLLAEGKTKV-------TEPYISRDHTEKMLDAMGADIHIERDDEYS-VTISGSKKLEG 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +       +S+A +  A   I    + ++       +    F   L+ MG  + +T    
Sbjct: 228 IEIDVPADPSSAAFFAAAAVLIPDSELLLKDVLINPTRDG--FFRKLKEMGGDIRYTNIR 285 
 
Query: 305 VTVTGPPREPFGR--KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
                P  + + R    LK I +    +P   D    L++VA  A+G T I      RVK 
Sbjct: 286 EKAKEPVADIYVRYSPDLKGIRIKKEDVPSMVDEIPLLSIVATQAEGETIITGAEELRVK 345 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEV 418 
           E++R+ A+   L  LG  VEE PD  +I   +K+    +D+Y DHR+AM FS L   +E  
Sbjct: 346 ESDRIKAVVENLKNLGIDVEELPDGMVIKGKQKVKGGVVDSYKDHRIAMGFSILGLISEE 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            + I+D      ++P++++ L   + N 
Sbjct: 406 GIKIKDADSVFISYPEFYEHLERIISN 432 
 
 
>ref|YP_003376188.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (epsp 
           synthase) (epsps) protein [Xanthomonas albilineans GPE 
           PC73] 
 emb|CBA16198.1| probable 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (epsp 
           synthase) (epsps) protein [Xanthomonas albilineans] 
          Length = 437 
 
 Score =  124 bits (311), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 130/438 (29%), Positives = 212/438 (48%), Gaps = 38/438 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E    ++ 
Sbjct: 16  LQGTLTVPGDKSVSHRAVMFAALADGVSRIDGFLEGEDTRSTAAIFAKLGVRIETPSPSQ 75 
 
Query: 75  RAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           R V  VG  G + P      + +L  GNAG  MR L   + A   N+  VL G   + +R 
Sbjct: 76  RLVHGVGVDGLRAP------QGELDCGNAGTGMRLLAGLLAAQPFNS--VLVGDASLSKR 127 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L  +GA +D       PP+R++G   L      +S   S+Q  SA+L+A    
Sbjct: 128 PMRRVTEPLALMGARIDT-AANGVPPLRIHGGQALRAIDF-VSPVASAQVKSAVLLAGLY 185 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   ++        P  + T R++  FGV+   +    R  ++GGQ+ ++   A V   
Sbjct: 186 AEGVTFVQEPH-----PTRDYTERMLSAFGVEIAFAPGQAR--LRGGQRLRATDIA-VPA 237 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++F+  A+I  G+ +T++  G    +  +  A  L +MGA +   E + +  G   
Sbjct: 238 DFSSAAFFIVAASIIPGSDITLKAVGLNPRRTGLLAA--LRLMGADI--VEHNHSEHGG- 292 
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Query: 312 REPFGRKHLKAIDVNMNKMPDVAM--------TLAVVALFADGPTAIRDVASWRVKETER 363 
            EP     ++   +   K+P+  +         L + A  A G T +   A  RVKE++R 
Sbjct: 293 -EPVADLRVRYALLRGAKIPETVVPDMIDEFPALFIAAAAAQGRTVVSGAAELRVKESDR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + A+ T L  LG  V+E PD   I     L    I+++ DHR+AMAF++A   A+  V I 
Sbjct: 352 LAAMATGLRTLGIVVDETPDGATIH-GGTLGAGTIESHGDHRIAMAFAIAGQLAQGEVRI 410 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            +      +FP  FD L+ 
Sbjct: 411 EEVANVATSFPG-FDALA 427 
 
 
>ref|ZP_03941378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           buchneri ATCC 11577] 
 gb|EEI20794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           buchneri ATCC 11577] 
          Length = 434 
 
 Score =  124 bits (311), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 125/438 (28%), Positives = 209/438 (47%), Gaps = 34/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++  A+SEG T + + L +ED    L A + LG+ ++ D     
Sbjct: 12  LHGELSVPGDKSISHRGIMFGAVSEGRTTLHHFLTAEDCLSTLKAFQQLGVPIKRDGETV 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG  G       +    L +GN+G   R +   +  AG N    L G   + +RP+ 
Sbjct: 72  EIEGVGLHGL-----KQSGNPLDMGNSGTTTRLIMGLL--AGQNFDSTLFGDDSLSKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             +   L ++GAD+ C   TD   P R++G   L     +L  + S+Q  SAL++AA  A 
Sbjct: 125 KRVSEPLAEMGADI-CV--TDGHLPARIHG-QKLHAIDYQLKVA-SAQVKSALILAAIQA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEG 252 
             D    +I+KL   P    T +++  FG   +     D   IK   + K +  +  V G 
Sbjct: 180 --DQPSTLIEKL---PTRNHTEKMLNAFGANIQ--TMADNVTIKVNPQPKLTGIDLTVPG 232 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL  A +     +T++  G    +       +L+ MG KV   E     +G P 
Sbjct: 233 DMSSAAFFLVAATLVPNSKLTLKNVGVNETR--TGLLSILKRMGGKV--IERHRNDSGEP 288 
 
Query: 312 REPF--GRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVA 366 
                     LK I++   ++P V   L +VAL    A+G + I      RVKET+R+ A 
Sbjct: 289 TADLVVSSAELKPIEIGAEEIPAVIDELPLVALLAAKANGISKITGAGELRVKETDRIAA 348 
 
Query: 367 IRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
           +  E +KLG ++ E PD  +I    P  +  T +D++ DHR+ M  ++A+   +  + +  
Sbjct: 349 VVQEFSKLGIAIRELPDGFVIDGAKPWHVEKTKLDSHGDHRIGMTLAIASLLLDEQLQLN 408 
 
Query: 424 DPGCTRKTFPDYFDVLST 441 
                  ++P++FD L++ 
Sbjct: 409 GAESVNISYPEFFDDLAS 426 
 
 
>ref|ZP_05636000.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tabaci ATCC 11528] 
          Length = 268 
 
 Score =  124 bits (311), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 92/290 (31%), Positives = 143/290 (49%), Gaps = 37/290 (12%) 
 
Query: 161 VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLME 219 
           + G GGL  G++++ G++SSQY+SALLMA     G VE+ +    I    YV++TL  M+ 
Sbjct: 2   IKGKGGLEAGRIEIDGNLSSQYVSALLMAGACGKGPVEVALTGSEIGARGYVDLTLAAMQ 61 
 
Query: 220 RFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 277 
            FG  V+A    +W          Y++  + ++E DAS+A+Y  A  A+T G + +     
Sbjct: 62  AFGAEVQAIGETAWK----VSATGYRA-TDFHIEPDASAATYLWAAQALTEGDIDLGVAS 116 
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Query: 278 TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 337 
               Q D   ++++                   P  P       A+ ++ ++M D   TL 
Sbjct: 117 DAFTQPDALASQIIASF----------------PNMP-------AV-IDGSQMQDAIPTL 152 
 
Query: 338 AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL--GASVEEGPDYCIITPPEKLNV 395 
           AV+A F   P     +A+ RVKE +R+ A+   L  +  G +VEEG D  +   P      
Sbjct: 153 AVLAAFNRQPVRFVGIANLRVKECDRISALSHGLCAIAPGLAVEEGDDLLVHANPALAGT 212 
 
Query: 396 TA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           T    IDT+ DHR+AM F+LA      + I DP C  KT+P Y+D L++  
Sbjct: 213 TVDALIDTHSDHRIAMCFALAGLKIAGIRILDPDCVGKTYPGYWDALASL 262 
 
 
>ref|YP_001262955.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingomonas 
           wittichii RW1] 
 gb|ABQ68817.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingomonas 
           wittichii RW1] 
          Length = 479 
 
 Score =  124 bits (311), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 134/437 (30%), Positives = 205/437 (46%), Gaps = 33/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           + G++ +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+R +G S+E  D    
Sbjct: 48  LRGSIAVPGDKSISHRALMLSALAIGESRVEGLLTGEDVLATAAAMRAMGASIERGDDDV 107 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG    E A E     +GN+G + R L   V +    AT+  D    + +RP 
Sbjct: 108 WRIHGVGVGGLLQPEGALE-----MGNSGTSTRLLMGLVASHAITATFTGDA--SLSKRP 160 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           +  ++  L  +GADV    G      P+ + GI   P   +     + S+Q  SA+L+A  
Sbjct: 161 MNRVIEPLSLMGADVTATPGGKGGTLPLMLRGIS--PAVPIDYRLPVASAQVKSAVLLAG 218 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPKNA 248 
               G     +I+ + +  + E   R++  FG + E     D  R     G+    P++  
Sbjct: 219 LNTPGIT--RVIEPVATRDHSE---RMLRGFGAELEVEQDADGARIISIRGEAELQPQHI 273 
 
Query: 249 YVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++  +A   + G  VT+   G    +      +VL MMG  + +      V 
Sbjct: 274 VVPGDPSSAAFPVVAALLVPGSAVTIANVGLNPTR--AALFDVLRMMGGDIEFANPR-EV 330 
 
Query: 308 TGPPREPFGRKH--LKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P      +H  LK I+     +  M D    L V A  A+G T  R +   RVKE++ 
Sbjct: 331 GGEPVADIVVRHSTLKGIETPVETVASMVDEYPILFVAAALAEGRTVARGLEELRVKESD 390 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTA-IDTYDDHRMAMAFSLAA-CAEV 418 
           R+  +   L  +GA VEE  D  II  T  + L   A I    DHR+AM+F++A   ++  
Sbjct: 391 RIAVMAEGLRAIGARVEELEDGLIIDGTGGDPLPGGATIAARLDHRIAMSFAVAGLVSKA 450 
 
Query: 419 PVTIRDPGCTRKTFPDY 435 
            VTI D G    +FP + 
Sbjct: 451 AVTIDDMGPVATSFPGF 467 
 
 
>ref|ZP_06861446.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citromicrobium 
           bathyomarinum JL354] 
          Length = 446 
 
 Score =  124 bits (310), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 130/446 (29%), Positives = 202/446 (45%), Gaps = 33/446 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
            +P   + G++ +PG KS+S+R L+L A++ G T V  LL  EDV     A+R +G  V  
Sbjct: 10  FRPAGPLRGSITVPGDKSISHRSLILGAMAVGETRVSGLLEGEDVLATAAAMRAMGADVH 69 
 
Query: 69  ADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            D  A   V  VG GG       + E  +  GN+G + R L   V + G   T+  D    
Sbjct: 70  RDDDATWHVHGVGVGGLL-----QPEAAIDCGNSGTSARLLMGLVASHGIAVTFTGDA-- 122 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSAL 186 
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            + +RP+G ++  L Q+GA      G   P +     G  P   ++    + S+Q  SA+ 
Sbjct: 123 SLSKRPMGRVIDPLSQMGARFTPSPGGTMPLMLE---GAHPAVPIRYRLPVASAQVKSAV 179 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSWDRFYIKGGQKYKSP 245 
           L+A     G     +   +  +P  + + R++  FG + E   DS  R     GQ    P 
Sbjct: 180 LLAGLNTPG-----VTSVIEPVPTRDHSERMLRGFGAELEIGEDSGARVICLTGQVDLRP 234 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SSA++F+  A +  G+ +T+   G    +      +VL  MGA +   +   
Sbjct: 235 QILTVPGDPSSAAFFMVAATLVEGSDLTIRNVGMNPTR--AGLVDVLRQMGANIEELDAR 292 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P      +H  L  I+V+    P   D    L V A  A G T  R +   RVK 
Sbjct: 293 -EVGGEPVADLRVRHAPLTGIEVDPALAPSMIDEFPVLFVAAALAKGTTVTRGLDELRVK 351 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTA---IDTYDDHRMAMAFSLAA 414 
           E++R+  +   L  +GA VEE  D   I  T  E L  +A   + T+ DHR+AM+ ++A  
Sbjct: 352 ESDRLATMTAALETIGARVEEREDGLTIHGTGGEPLRGSANARVKTHLDHRIAMSMAVAG 411 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVL 439 
             +   V + D      +FP +  +L 
Sbjct: 412 LVSRDGVEVDDTSPIATSFPGFESLL 437 
 
 
>ref|YP_003443611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Allochromatium 
           vinosum DSM 180] 
 gb|ADC62579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Allochromatium 
           vinosum DSM 180] 
          Length = 488 
 
 Score =  124 bits (310), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 126/447 (28%), Positives = 207/447 (46%), Gaps = 35/447 (7%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++ P   + G +++PG KS+S+R ++L+A++EG T V   L   D    L A R +G+S+ 
Sbjct: 54  LISPGGSLRGRLRVPGDKSISHRSIMLSAIAEGRTQVSGFLEGADALATLAAFRAMGVSI 113 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E     +  V+ G G +        +  L +GN+G AMR L   +   G  AT V D    
Sbjct: 114 EGPSDGE-LVIEGVGMR---GLRAPDTTLDMGNSGTAMRLLVGLLAGQGFTATLVGDD-- 167 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+  +   L  +GA +     T   P+ +  +  L G + +L  + S+Q  S L+ 
Sbjct: 168 SLTRRPMRRVTEPLALMGAQIRTS-PTGTAPLTIEPVDHLNGLEYRLPMA-SAQVKSCLM 225 
 
Query: 188 MAAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           +A   A G+   VE E        P  + T R++  FG          R  + GG +  + 
Sbjct: 226 LAGLYAEGETCIVEPE--------PTRDHTERMLTAFGYSVRRQGL--RVCLTGGGRLTA 275 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   +  D SSA++FL GA+I  G+ + +E  G    +  V    ++  MGA +   +  
Sbjct: 276 CR-LRIPADISSAAFFLVGASIAPGSDLLLEAVGINPTR--VGVINIMRAMGADIELLDK 332 
 
Query: 304 SVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
             T  G P      K   L+ I + ++++P   D    L + A  A+G T +      RV 
Sbjct: 333 R-TAGGEPVADIRVKSARLRGIRIPVDQVPLAIDEFPALFIAAACAEGETVLTGAEELRV 391 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           KE++R+  +   LTKLG   E  PD   I   T        AI+ + DHR+AM+F++A   
Sbjct: 392 KESDRIQVMADGLTKLGIQAEPTPDGIRIQGGTLGSATGENAIEAHGDHRIAMSFAIAGL 451 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYFDVLST 441 
            A  P+ +RD      +FP +  + S  
Sbjct: 452 RASGPIEVRDCANVETSFPGFPQLASN 478 
 
 
>ref|NP_267900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. lactis Il1403] 
 sp|Q9CEU0.1|AROA_LACLA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|AAK05842.1|AE006404_9 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. lactis Il1403] 
          Length = 430 
 
 Score =  124 bits (310), Expect = 3e-26,   Method: Compositional matrix adjust. 
 Identities = 119/439 (27%), Positives = 209/439 (47%), Gaps = 27/439 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +K+PG KS+S+R ++  ++++G TV+ ++L  EDV   + A R +G+ +E DK    
Sbjct: 10  LKGRLKVPGDKSISHRSIMFGSIAKGKTVIYDILRGEDVLSTIEAFRAMGVEIE-DKGE- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V+   GK   E    E  L +GN+G + R L+  +  AG      L G   + +RP+ 
Sbjct: 68  ---VITVHGKGISELKAPEKALDMGNSGTSTRLLSGIL--AGLPFETTLFGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GA++         P+ + G   L      L  + S+Q  SA++ AA  A  
Sbjct: 123 DRVATPLQLMGAEITGQTDKVKLPMTIKGSTHLKAIDYVLPVA-SAQVKSAVIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G    ++++K  +  + E    ++ +FG + + SD      + GGQK    K   V GD  
Sbjct: 182 GLT--KVVEKEKTRSHTE---EMLVQFGGELKVSDKT--ILVPGGQKLVGQK-VVVPGDI 233 
 
Query: 255 SSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+++L  A  +    + +E  G    +  +   EV++ MG ++   E    V       
Sbjct: 234 SSAAFWLVAALVVENSELILENVGVNETRTGI--IEVIQAMGGQLEILEQD-NVAKAATL 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK  +++ + +P +   L ++AL    A G T IRD A  +VKET+R+  +    
Sbjct: 291 KVKASQLKGTEISGDLIPRLIDELPIIALLATQAQGQTIIRDAAELKVKETDRIAVVANA 350 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           L  +GA ++   D  II    KL+    +I+T  DHR+ M  ++AA       + +     
Sbjct: 351 LNSMGAKIQPTDDGMIIQGGTKLHAPENSINTLGDHRIGMMAAIAALLVKNGEIELERAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
             + ++P +FD L    +N 
Sbjct: 411 AIQTSYPSFFDDLEQLSEN 429 
 
 
>ref|YP_349802.1| 3-phosphoshikimate 1-carboxyvinyltransferase / prephenate 
           dehydrogenase [Pseudomonas fluorescens Pf0-1] 
 gb|ABA75811.1| putative bifunctional protein, prephenate dehydrogenase: 
           3-phosphoshikimate 1-carboxyvinyltransferase 
           [Pseudomonas fluorescens Pf0-1] 
          Length = 735 
 
 Score =  124 bits (310), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 125/438 (28%), Positives = 209/438 (47%), Gaps = 35/438 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SG +++PG KS+S+R ++L +L+EG T V+  L  ED    L A R +G+ +E  
Sbjct: 306 QPGGRLSGRIRVPGDKSISHRSIMLGSLAEGVTEVEGFLEGEDALATLQAFRDMGVVIEG 365 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  +  VG  G  P         ++LGN+G +MR L+  + A   ++T  L G    
Sbjct: 366 PHHGRVTIHGVGLHGLKPAPGP-----IYLGNSGTSMRLLSGLLAAQDFDST--LTGDAS 418 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +   L+++GA ++       PP+ + G   L G    +  + S+Q  S LL+ 
Sbjct: 419 LSKRPMNRVANPLREMGAVIET-AAEGRPPMTIRGGHKLKGLTYTMPMA-SAQVKSCLLL 476 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G   +         P  + T R++  FG     S +     ++ G K  +  +  
Sbjct: 477 AGLYAEGKTTVT-----EPAPTRDHTERMLRGFGYPV--SVNGATASVESGGKLTA-THI 528 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS+++FL  A+I  G+ + +E  G    +  V   ++L +MGA +T  E    V 
Sbjct: 529 EVPGDISSSAFFLVAASIAEGSELVLEHVGINPTRTGV--IDILRLMGADITL-ENQREV 585 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASWRVK 359 
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            G   EP     ++A  +   ++P+  + LA        V A  A+G T +      RVK 
Sbjct: 586 GG---EPVADLRVRAAKLKGIEIPEALVPLAIDEFPVLFVAAACAEGRTVLTGAEELRVK 642 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           E++R+  +   L  LG   E  PD  II    ++    +  + DHR+AMAFS+A+  A   
Sbjct: 643 ESDRIQVMADGLLALGVKCEPTPDGIIID-GGQIGGGEVHGHGDHRIAMAFSVASLRATA 701 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
           P+ I D      +FP++  
Sbjct: 702 PIRIHDCANVATSFPNFL 719 
 
 
>ref|ZP_04929449.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [Pseudomonas aeruginosa C3719] 
 gb|EAZ53568.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [Pseudomonas aeruginosa C3719] 
          Length = 747 
 
 Score =  124 bits (310), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 125/416 (30%), Positives = 204/416 (49%), Gaps = 36/416 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SGT+++PG KS+S+R ++L +L+EGTT V+  L  ED    + A R +G+ +E  
Sbjct: 318 QPGGSLSGTIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATIQAFRDMGVVIEG 377 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            +  +  V  VG  G K P         ++LGN+G +MR L+  + A   ++T  L G   
Sbjct: 378 PQNGRVTVHGVGLHGLKAP------PGPIYLGNSGTSMRLLSGLLAAQPFDST--LTGDA 429 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            + +RP+  +   L+++GA ++   G +  PP+ + G   L G    +  + S+Q  S L 
Sbjct: 430 SLSKRPMNRVAKPLREMGAVIET--GPEGRPPMTIRGGQRLTGMHYDMPMA-SAQVKSCL 486 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKS 244 
           L+A   A G+  +         P  + T R++  FG  V  E S +     ++ G K  S 
Sbjct: 487 LLAGLYAAGETSVT-----EPAPTRDHTERMLRGFGYPVVVEGSTA----KVESGHKL-S 536 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +  V  D SSA++FL  A+I  G+ + ++  G    +  V   E+L +MG  ++  E  
Sbjct: 537 ATHIEVPADISSAAFFLVAASIAEGSELVLQHVGINPTR--VGVIEILRLMGGDLSL-EN 593 
 
Query: 304 SVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
              V G P      +   LK ID+  + +P   D    L V A  A+G T +R     RV 
Sbjct: 594 QREVGGEPVADIRVRSARLKGIDIPEDLVPLAIDEFPVLFVAAACAEGRTVLRGAEELRV 653 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           KE++R+  +   L  LG   E  PD  +I          +  + DHR+AM+FS+A+ 
Sbjct: 654 KESDRIQVMADGLKALGVKAEPTPDGIVIE-GGAFGGGEVWAHGDHRIAMSFSVAS 708 
 
 
>ref|ZP_01123903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           7805] 
 gb|EAR18538.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           7805] 
          Length = 417 
 
 Score =  124 bits (310), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 123/437 (28%), Positives = 201/437 (45%), Gaps = 37/437 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PG KS+S+R LL  A++EG T ++ LL +ED       LR +G  +          V G 
Sbjct: 1   MPGDKSISHRALLFGAIAEGVTTIEGLLPAEDPISTAACLRAMGAEISPIAEGSLIHVQG 60 
 
Query: 81  CGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
            G      D  +E    L  GN+G  MR L   + A   +  +VL G   +R RP+  +  
Sbjct: 61  VG-----LDGLQEPDTVLDCGNSGTTMR-LMLGLLAGRHDRHFVLTGDASLRRRPMQRVG 114 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L  LGA+V      +  P+ V G         +L G++    +++  + + L L  +  
Sbjct: 115 HPLAILGAEVRGRGNGNYAPLAVQG--------RRLRGAVVGTPVASAQVKSALLLAALT 166 
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Query: 199 IEIIDKLIS-IPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNAYVEGDASS 256 
            E    +I   P  + + R+++ FG          R   ++ G + K  ++  V GD SS 
Sbjct: 167 AEGTTTVIEPAPSRDHSERMLKAFGADLTVGGEMGRHISVQPGAQLKG-QHVVVPGDISS 225 
 
Query: 257 ASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET---------SVT 306 
           A+++L AGA + G  +TVE  G    +  V   +VLE MGAK+               +  
Sbjct: 226 AAFWLVAGALVPGADLTVENVGLNPTRTGV--LDVLEQMGAKIDVLNRRDVAGEPVGDLR 283 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           VT  P +PF     +  +  M ++ D    L V A F DG + I   A  RVKET+R+   
Sbjct: 284 VTCGPLQPF-----RFGEEIMPRLVDEVPILTVAACFCDGESHISGAAELRVKETDRLAV 338 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           +  +L  +GA ++E PD  +I     L    +D+  DHR+AM+ ++A+  A+   T+    
Sbjct: 339 MARQLKAMGADLDETPDGLVIRGGRPLRGAVLDSETDHRVAMSLAVASLMAKGDSTLERS 398 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
                ++P ++D L+   
Sbjct: 399 EAAAVSYPSFWDDLARL 415 
 
 
>ref|YP_430188.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Moorella 
           thermoacetica ATCC 39073] 
 gb|ABC19645.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Moorella 
           thermoacetica ATCC 39073] 
          Length = 435 
 
 Score =  124 bits (310), Expect = 4e-26,   Method: Compositional matrix adjust. 
 Identities = 131/441 (29%), Positives = 206/441 (46%), Gaps = 34/441 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            +++QP   + G ++ PG KS+S+R  ++ AL+EGTTV+D  L   D    L  LR LG+ 
Sbjct: 2   RLIIQPPPSLEGNIQPPGDKSISHRAAIIGALAEGTTVIDGFLAGADCLSTLNCLRALGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +      +  V         ++  KE E  L  GN+G  MR L   +  AG     V++ 
Sbjct: 62  DIAGPDGGRVVVR-----GGGLDSLKEPETVLDAGNSGTTMRLLLGVL--AGQPFYSVIN 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK-LSGSI---SS 180 
           G   +R RP+G +   L+ +GA +      +  P+ V G      GK++ L+ ++   S+ 
Sbjct: 115 GDESLRRRPMGRVTGPLRSMGAAIWGRQNGELAPLSVRG------GKLEPLAYTLPVASA 168 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  SALL+A     G  E  + +   S  + E  LR        A+      R  I+G + 
Sbjct: 169 QVKSALLLAGLFTSG--ETIVTEPCRSRDHSERMLR-----AAGADLRVEGLRVRIRGRK 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK-- 297 
             K P    V GD S+A++FL AG       +T+E       +      +VL  MGA    
Sbjct: 222 PLK-PLTINVPGDISAAAFFLVAGCLHPRAALTLEKVNLNPTR--TGIIDVLTAMGAPLE 278 
 
Query: 298 -VTWTETSVTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
            +   ET+    G  R   GR H L+     + ++ D    LAV A  A+G T IR  A  
Sbjct: 279 IIPGEETAGEPAGSIRVTSGRLHGLEVGGAMIPRLIDEIPVLAVAAALAEGETLIRGAAE 338 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            +VKE++R+  +  EL ++GA +   PD   I    +L    +D++ DHR+AMA ++A   
Sbjct: 339 LKVKESDRIAMVAGELARMGAEIYARPDGFRIKGVRRLRGAVVDSHGDHRLAMALAMAGL 398 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY 435 
            AE    +R   C   ++P + 
Sbjct: 399 VAEGTTEVRGAECIAISYPGF 419 
 
 
>ref|ZP_07740278.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aminomonas 
           paucivorans DSM 12260] 
 gb|EFQ24167.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aminomonas 
           paucivorans DSM 12260] 
          Length = 430 
 
 Score =  123 bits (309), Expect = 5e-26,   Method: Compositional matrix adjust. 
 Identities = 140/452 (30%), Positives = 206/452 (45%), Gaps = 46/452 (10%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            ++ + P   + G  ++PG KS+S+R  L+ ALS     V+      D    L  L  LG 
Sbjct: 4   RDVTVAPRGVLRGMREVPGDKSVSHRAALMGALSREGVEVEGFAPGADCASTLRCLEALG 63 
 
Query: 65  LSVEADKAAKRAVVVGCG--GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V+  +  +  V  G G  G   V DA        GN+G   R L   +    G  T V 
Sbjct: 64  ARVQ-RRGDRVRVARGEGPLGAAAVLDA--------GNSGTTARLLCGLLAGQPGTFT-V 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           + G   +  RP+  +V  L+ LGA +D   G    P+ V G   L GG V   G+ S+Q  
Sbjct: 114 IQGDESLSRRPMRRVVDPLRTLGARIDGREGGGLLPLSVRGTS-LSGG-VCTPGAPSAQV 171 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY----IKG 238 
            SALL+A   A G V +   + L +  + E+   L+E  GV      +    Y    + G 
Sbjct: 172 KSALLLAGLSARGSVTV--AEPLKTRDHTEI---LLEHLGVPLRREGAAVTVYPLEDLPG 226 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +K P      GD SSA++++  AA+   G +T+   G    +        L  MG   
Sbjct: 227 GT-WKVP------GDFSSAAFWITAAALLPEGDLTLPEVGLNPTR--TGLLSALGRMG-- 275 
 
Query: 298 VTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
           + +  T + ++G   EP G        L+   V+  ++P   D    LAV A+ A G T  
Sbjct: 276 LDYGVTDLALSGG--EPLGTLQVRSSSLEGTVVDAPEIPALVDELPILAVAAVRAKGVTE 333 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           IR     R KE +R+ A+   L  LGA VEE  D  I+  P +L    +D++ DHR+AMA 
Sbjct: 334 IRGARELRFKECDRIAAMAEGLRTLGAEVEEREDGWILRGPCRLRGGEVDSFGDHRVAMA 393 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             +AA  AE PV IR   C   ++P +F+ LS 
Sbjct: 394 LGVAALTAEGPVRIRGAACADISYPGFFEALS 425 
 
 
>ref|ZP_05104162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylophaga 
           thiooxidans DMS010] 
 gb|EEF80156.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylophaga 
           thiooxidans DMS010] 
          Length = 439 
 
 Score =  123 bits (309), Expect = 5e-26,   Method: Compositional matrix adjust. 
 Identities = 124/445 (27%), Positives = 212/445 (47%), Gaps = 32/445 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ ++ P  +I G +++PG KS+S+R ++L +L+EGTT V   L  ED    L   R +G 
Sbjct: 7   KKYIVHPGGQIQGELRVPGDKSISHRSIMLGSLAEGTTKVTGFLEGEDALATLATFRAMG 66 
 
Query: 65  LSVEA-DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           + +   DK       VG  G K P      E + ++GN+G ++R L+  ++    + T   
Sbjct: 67  VDIIGPDKGKVTIHGVGMQGLKAP------EKEFYVGNSGTSIRLLSGLLSGQQFDCT-- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+  +   L  +GA +D   G   PP++++G   L G    L  + S+Q  
Sbjct: 119 LSGDKSLSGRPMKRVTDPLALMGAKIDTKEGK--PPLKIHGGSSLKGIDYLLPMA-SAQV 175 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            S LL+A   A G   +         P  + T R++   G   +   S     I GG K  
Sbjct: 176 KSCLLLAGMYAEGKTSVT-----EPAPTRDHTERMLSGMGYAVDVEGST--ISITGGGKL 228 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            +  N  V  D SSA++F+  AAI  G+ +T++  G    +  +    +L++MGA ++ T 
Sbjct: 229 TA-TNIDVPADISSATFFMVAAAIAPGSDITLKHVGINPTR--IGVINILKLMGADISLT 285 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             + T  G P      ++  LK I +  +++P   D    L + A  A+G T +       
Sbjct: 286 NEAET-GGEPVADIRVRYAPLKGIQIPEDQVPLAIDEFPALFIAAACAEGQTVLTGAEEL 344 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+  +   L  LG   +   D  +I     +    +D++ DHR+AM+F++AA   
Sbjct: 345 RVKESDRIQVMADGLQTLGIDAKPTEDGIVIH-GGIIGSGEVDSHSDHRIAMSFAIAALQ 403 
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Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A   + I D      +FP + ++ S 
Sbjct: 404 AGGSIQINDCANVATSFPGFVEMAS 428 
 
 
>gb|ABE11079.1| EPSP synthase 3-p [uncultured Prochlorococcus marinus clone 
           HF10-11A3] 
          Length = 449 
 
 Score =  123 bits (308), Expect = 6e-26,   Method: Compositional matrix adjust. 
 Identities = 117/448 (26%), Positives = 205/448 (45%), Gaps = 44/448 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G VK+PG KS+S+R L++ ++++G T ++  L+SED       LR LG+ +   K   
Sbjct: 25  NLRGNVKVPGDKSISHRALIIGSIAKGETTIEGFLHSEDPLSTADCLRKLGVKIPEIKKN 84 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   + G G    ++  KE  ++   GN+G  MR L   +    G   ++L G   + ER 
Sbjct: 85  EPFTISGLG----LDGLKEPKEILNCGNSGTTMRLLMGLLAGQEGK-NFILTGDISLNER 139 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +      +  P+ ++G         KL G +      S+Q  SA+ 
Sbjct: 140 PMGRVGKPLSLMGGKIFGREKGNKAPISIDG--------NKLKGCVIGTPVASAQVKSAI 191 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R+++ FG          R   IK G       
Sbjct: 192 LLAGLKASGTTSV--IEPASSRDHTE---RMLKAFGADISIRGELGRNVVIKSGGDLIGQ 246 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   + GD SSAS+++  A+I     V ++  G    +  +    V++ MG      + S 
Sbjct: 247 R-ILIPGDISSASFWMIAASIVPNSEVLIQNVGLNPTRTGI--LNVMDSMGCNYEILDKS 303 
 
Query: 305 VTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
            T+ G   EP G        +L++  +  + +P   D    L V A F +G + I+D    
Sbjct: 304 -TIAG---EPIGSIKVKTSNNLRSFTIEGDILPKLIDEIPILTVAACFCNGVSEIKDAQE 359 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            R+KET+R+  +  +L K GA + E  D  II    K +   +D+  DHR+AM+ ++A+  
Sbjct: 360 LRIKETDRLKVMARQLQKFGAEITEKEDGLIINGQSKFHSAEVDSETDHRVAMSLAIASL 419 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A+    I        ++P +++ L+   
Sbjct: 420 LAKGTSKIMRADAASVSYPTFWEELAKL 447 
 
 
>ref|NP_214059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aquifex aeolicus VF5] 
 sp|O67494.1|AROA_AQUAE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAC07443.1| 5-enolpyruvylshikimate-3-phosphate synthetase [Aquifex aeolicus 
           VF5] 
          Length = 431 
 
 Score =  123 bits (308), Expect = 6e-26,   Method: Compositional matrix adjust. 
 Identities = 128/453 (28%), Positives = 210/453 (46%), Gaps = 57/453 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++ IK + G +++P  KS+++R  +L AL+ G T+V   L S D    L  L+ +   V  
Sbjct: 4   IEKIKRVKGELRVPSDKSITHRAFILGALASGETLVRKPLISGDTLATLEILKAIRTKVR 63 
 
Query: 69  ADKAAKRAVVVGCGGKF----PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             K  +  ++ G    F     V DAK        N+G   R ++  ++     +  VL  
Sbjct: 64  EGK--EEVLIEGRNYTFLEPHDVLDAK--------NSGTTARIMSGVLSTQPFFS--VLT 111 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   ++ RP+  +V  L+++GA +D     +  P+ + G G L G     +   S+Q  S 
Sbjct: 112 GDESLKNRPMLRVVEPLREMGAKIDGREEGNKLPIAIRG-GNLKGISY-FNKKSSAQVKS 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKY 242 
           ALL+A   A G  E+  ++  +S  + E  L+L   FG  V     +      IKGGQ+  
Sbjct: 170 ALLLAGLRAEGMTEV--VEPYLSRDHTERMLKL---FGAEVITIPEERGHIVKIKGGQEL 224 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1292



 

 

 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM--------- 293 
           +  +  Y   D SSA+YF A A             T + +G+++  EVL            
Sbjct: 225 QGTE-VYCPADPSSAAYFAALA-------------TLAPEGEIRLKEVLLNPTRDGFYRK 270 
 
Query: 294 ---MGAKVTWTETSVTVTGPPREPFGR--KHLKAIDVNMNKMP---DVAMTLAVVALFAD 345 
              MG  +++         P  +   R   +LK + V+  ++P   D    LAV+  FAD 
Sbjct: 271 LIEMGGDISFENYRELSNEPMADLVVRPVDNLKPVKVSPEEVPTLIDEIPILAVLMAFAD 330 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G + ++     R KE++R+ AI T L KLG  VEE  D   I   +++    I+T+ DHR 
Sbjct: 331 GVSEVKGAKELRYKESDRIKAIVTNLRKLGVQVEEFEDGFAIHGTKEIKGGVIETFKDHR 390 
 
Query: 406 MAMAFS-LAACAEVPVTIRDPGCTRKTFPDYFD 437 
           +AMAF+ L    E  V I  P C   ++P++++ 
Sbjct: 391 IAMAFAVLGLVVEEEVIIDHPECVTVSYPEFWE 423 
 
 
>ref|ZP_05293336.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Acidithiobacillus 
           caldus ATCC 51756] 
 gb|EET26811.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Acidithiobacillus 
           caldus ATCC 51756] 
          Length = 432 
 
 Score =  123 bits (308), Expect = 7e-26,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 213/439 (48%), Gaps = 39/439 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           + G + +PG KS+S+R+++L A+++G T  + LL   DV   + A +++G+ +E  D+   
Sbjct: 11  LRGQISVPGDKSISHRVVMLGAIADGVTEAEGLLEGADVLATIAAFQSMGVHMEGPDRGH 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG  G     D  +      GN+G AMR L   +  AG   +  L G   +R RP 
Sbjct: 71  LRIEGVGLRGLRAPSDIID-----CGNSGTAMRLLAGLL--AGQEFSCTLTGDASLRRRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G ++  L Q+GA ++   G    P+ ++G   L G    L  + S+Q  SA+L+A   A 
Sbjct: 124 MGRVLAPLAQMGAAIEAEDGR--APLHIHGR-PLQGIHYDLPVA-SAQVKSAILLAGLYA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRF--YIKGGQKYKSPKNAY 249 
            GD  +         P  + + R+++ FG  V+ E +    R   +++ GQ  + P     
Sbjct: 180 TGDTCVR-----EPAPTRDHSERMLQGFGQPVRVEGAQRCLRSAGHLR-GQSLRVP---- 229 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
             GD SSA++FL GA+I   + + +EG G    +      E+L  MGA++        V  
Sbjct: 230 --GDISSAAFFLLGASIAPKSDLLLEGVGINPTR--TGIVEILTRMGARIDLLRLR-EVG 284 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      ++  L+ ID+    +P   D    + + A  A+G T IR     RVKE++R 
Sbjct: 285 GEPVADLRVRYAQLRGIDIPTRLVPLAIDEFPAIFIAAAAAEGVTRIRGAEELRVKESDR 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           +  +   L  LG +VEE  D  II     L    + ++ DHR+AMAF++A   A   V I 
Sbjct: 345 IAVMAAGLRTLGIAVEELADGAIIH-GGVLGGGEVASHGDHRIAMAFAMAGLVARESVRI 403 
 
Query: 423 RDPGCTRKTFPDYFDVLST 441 
            D      +FP++ ++  T 
Sbjct: 404 TDCTNVATSFPNFAELART 422 
 
 
>ref|YP_003346483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga 
           naphthophila RKU-10] 
 gb|ADA67069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga 
           naphthophila RKU-10] 
          Length = 421 
 
 Score =  123 bits (308), Expect = 7e-26,   Method: Compositional matrix adjust. 
 Identities = 125/451 (27%), Positives = 206/451 (45%), Gaps = 54/451 (11%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P K++ G + +P  KS+++R L+L+AL+E  + + NLL   D       L  LG   E D 
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Sbjct: 5   PAKKVEGVLSVPPDKSITHRALILSALAETESTLYNLLRCLDTERTHDILEKLGTRFEGD 64 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               +         FP   A+    LF GN+G   R ++  +  A      VL G   +  
Sbjct: 65  WEKMKV--------FPKPFAEPIEPLFCGNSGTTTRLMSGVL--ASYEMFTVLYGDSSLS 114 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG--TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
            RP+  ++  L+ +GA    F+    +  P+ + G   L G + K +   S+Q  SA+L+ 
Sbjct: 115 RRPMRRVIEPLEMMGAR---FMARQNNYLPMAIKG-NHLSGIRYK-TPVASAQVKSAVLL 169 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN- 247 
           A   A G     +I+   S  + E   R+++  GV  E         ++G +    P    
Sbjct: 170 AGLRASG--RTIVIEPAKSRDHTE---RMLKNLGVPVE---------VEGTRVVLEPATF 215 
 
Query: 248 ----AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
                 V GD SSA++F+  GA      +TV   G    +      EV+++MGA + W   
Sbjct: 216 RGFTMKVPGDISSAAFFVVLGAIHPNARITVTDVGLNPTR--TGLLEVMKLMGANLEWEI 273 
 
Query: 303 TSVTVTGPPREPFG------RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDV 353 
           T   +     EP G        +LK + V  + +P +   L +VAL   FA+G T +R+  
Sbjct: 274 TEENL-----EPIGTVRVETSPNLKGVVVPEHLVPLMIDELPLVALLGVFAEGETVVRNA 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              R KE++R+  +     +LG  +EE  D   I   + +   ++D   DHRMAM FS+A 
Sbjct: 329 EELRKKESDRIRVLVENFKRLGVEIEEFKDGFKIVGKQSIKGGSVDPEGDHRMAMLFSIA 388 
 
Query: 414 A-CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
              +E  V ++D  C   +FP+++++L   V 
Sbjct: 389 GLVSEEGVDVKDHECVAVSFPNFYELLERVV 419 
 
 
>ref|YP_002533868.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga 
           neapolitana DSM 4359] 
 sp|B9KBV6.1|AROA_THENN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACM22502.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga 
           neapolitana DSM 4359] 
          Length = 421 
 
 Score =  122 bits (307), Expect = 8e-26,   Method: Compositional matrix adjust. 
 Identities = 123/450 (27%), Positives = 204/450 (45%), Gaps = 52/450 (11%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P K++ G + +P  KS+++R L+L+AL+E  + + NLL   D       L  LG   E D 
Sbjct: 5   PAKKVEGVLSVPPDKSITHRALILSALAESESTLYNLLRCLDTERTHDILEKLGTRFEGD 64 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               +         FP   A+    LF GN+G   R ++  +  A      VL G   +  
Sbjct: 65  WEKMKV--------FPKPFAEPIEPLFCGNSGTTTRLMSGVL--ASYEMFTVLYGDSSLS 114 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            RP+  ++  L+ +GA          P  ++ N + G+   K  ++   S+Q  SA+L+A 
Sbjct: 115 RRPMRRVIEPLEMMGARFMARQNNYLPMAIKGNHLSGI-SYKTPVA---SAQVKSAVLLA 170 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-- 247 
              A G     +I+   S  + E   R+++  GV  E         ++G +    P     
Sbjct: 171 GLRASG--RTIVIEPAKSRDHTE---RMLKNLGVPVE---------VEGTRVVLEPATFR 216 
 
Query: 248 ---AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                V GD SSA++F+  GA      +TV   G    +      EV+++MGA + W  T 
Sbjct: 217 GFTMKVPGDISSAAFFVVLGAIHPNARITVTDVGLNPTR--TGLLEVMKLMGANLEWEIT 274 
 
Query: 304 SVTVTGPPREPFG------RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVA 354 
              +     EP G        +LK + V  + +P +   L +VAL   FA+G T +R+   
Sbjct: 275 EENL-----EPIGTVRVETSPNLKGVVVPEHLVPLMIDELPLVALLGVFAEGETVVRNAE 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R KE++R+  +     +LG  +EE  D   I   + +   ++D   DHRMAM FS+A  
Sbjct: 330 ELRKKESDRIRVLVENFKRLGVEIEEFKDGFKIVGKQSIKGGSVDPEGDHRMAMLFSIAG 389 
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Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             +E  V ++D  C   +FP+++++L   V 
Sbjct: 390 LVSEEGVDVKDHECVAVSFPNFYELLERVV 419 
 
 
>emb|CBY95001.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Weltevreden str. 2007-60-3289-1] 
          Length = 162 
 
 Score =  122 bits (307), Expect = 8e-26,   Method: Compositional matrix adjust. 
 Identities = 76/159 (47%), Positives = 99/159 (62%), Gaps = 5/159 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2   ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++        R  + G GG      A   ++LFLGNAG AMR L AA+    G    VL  
Sbjct: 62  INYTLSADRTRCDITGNGGALRAPGA---LELFLGNAGTAMRPLAAALCL--GQNEIVLT 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 163 
           G PRM+ERPIG L+  L+Q GA++D     + PP+R+ G 
Sbjct: 117 GEPRMKERPIGHLIDSLRQGGANIDYLEQENYPPLRLRG 155 
 
 
>ref|YP_003354315.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. lactis KF147] 
 gb|ADA65490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactococcus lactis 
           subsp. lactis KF147] 
          Length = 430 
 
 Score =  122 bits (307), Expect = 8e-26,   Method: Compositional matrix adjust. 
 Identities = 119/439 (27%), Positives = 208/439 (47%), Gaps = 27/439 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +K+PG KS+S+R ++  ++++G TV+ ++L  EDV   + A R +G+ +E DK    
Sbjct: 10  LKGRLKVPGDKSISHRSIMFGSIAKGKTVIYDILRGEDVLSTIEAFRAMGVEIE-DKGE- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V+   GK   E    E  L +GN+G + R L+  +  AG      L G   + +RP+ 
Sbjct: 68  ---VITVHGKGISELKAPEKALDMGNSGTSTRLLSGIL--AGLPFETTLFGDDSLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GA++         P+ + G   L      L  + S+Q  SA++ AA  A  
Sbjct: 123 DRVATPLQLMGAEITGQTDKVKLPMTIKGSTHLKAIDYVLPVA-SAQVKSAVIFAALQAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G    ++++K  +  + E    ++ +FG +   SD      + GGQK    K   V GD  
Sbjct: 182 GLT--KVVEKEKTRSHTE---EMLVQFGGELMVSDKI--ILVPGGQKLVGQK-VVVPGDI 233 
 
Query: 255 SSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+++L  A  +    + +E  G    +  +   EV++ MG ++   E    V       
Sbjct: 234 SSAAFWLVAALVVENSELILENVGVNETRTGI--IEVIQAMGGQLEILEQD-NVAKAATL 290 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAIRTE 370 
                 LK  +++ + +P +   L ++AL    A G T IRD A  +VKET+R+  +    
Sbjct: 291 KVKASQLKGTEISGDLIPRLIDELPIIALLATQAQGETIIRDAAELKVKETDRIAVVANA 350 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPG 426 
           L  +GA ++   D  II    KL+    +I+T  DHR+ M  ++AA       + +     
Sbjct: 351 LNSMGAKIQPTDDGMIIQGGTKLHAPENSINTLGDHRIGMMAAIAALLVKNGEIELERAE 410 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
             + ++P +FD L    +N 
Sbjct: 411 AIQTSYPSFFDDLEQLSEN 429 
 
 
>ref|ZP_07396389.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas sp. oral 
           taxon 149 str. 67H29BP] 
 gb|EFM24228.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Selenomonas sp. oral 
           taxon 149 str. 67H29BP] 
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          Length = 434 
 
 Score =  122 bits (307), Expect = 9e-26,   Method: Compositional matrix adjust. 
 Identities = 123/442 (27%), Positives = 194/442 (43%), Gaps = 49/442 (11%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
            G + +PG KS+S+R ++ A L      + N L++ D    +G +R LG++VE     K  
Sbjct: 15  QGIIDIPGDKSISHRSVMFAGLGNTPVHIKNFLHAADCLSTVGVMRALGVNVEFLN-EKE 73 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            +V G G    +    E + +   GN+G  +R +   ++        V  G   +  RP+ 
Sbjct: 74  LIVTGRG----LHGLSEPLTVLDAGNSGTTLRLMMGLLSPQ--PFLSVFSGDASLTHRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG------SISSQYLSALLM 188 
           G +   L  +GA +      +  P+ +     +P  K +L G        S+Q  SA+L+ 
Sbjct: 128 GRIRRPLSTMGARIYGRNENNNLPLTI-----VPSEK-ELHGIHYDSPVASAQVKSAILL 181 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A  D    + +  IS  + E   +++  FGV  E S +    +      + +P    
Sbjct: 182 AGLYA--DAPTTVTEPYISRDHTE---QMLTGFGVHLERSGTSVTIFPVEEDSFHAPGEI 236 
 
Query: 249 YVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----- 302 
            V GD SSA+YFL AG  I G  + +   G    +  +   +VL  MGA ++         
Sbjct: 237 TVPGDISSAAYFLVAGTIIAGSRLRLNNVGINPTRTGI--LDVLRDMGAHISVHNERESG 294 
 
Query: 303 ----TSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                 + V   P        L  +      MP   D    LAV ALFA+G T I      
Sbjct: 295 GECVADLLVEAAP--------LHGVSFGAEIMPRLIDEIPVLAVAALFAEGDTIITGAGE 346 
 
Query: 356 WRVKETERMVAIRTELTKLG-ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
            RVKET+R+ AI TEL KL   S+EE  D  +I    ++    + +YDDHRMAM+ ++   
Sbjct: 347 LRVKETDRLHAIATELQKLSPGSIEEREDGLVIHGKSEIRRAQVKSYDDHRMAMSLAVLG 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYF 436 
            A     I +P     ++P +F 
Sbjct: 407 AAGAGALIENPESVNISYPTFF 428 
 
 
>ref|ZP_08020996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           australis ATCC 700641] 
 gb|EFV99069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           australis ATCC 700641] 
          Length = 427 
 
 Score =  122 bits (306), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 211/438 (48%), Gaps = 41/438 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G +++PG KS+S+R ++  +L+ GTT V ++L  EDV   +   R LG+S++ D   
Sbjct: 8   KGLNGIIRVPGDKSISHRSIIFGSLAHGTTKVYDILRGEDVLSTIQVFRDLGVSIQDD-- 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                V+   GK      + +  L +GN+G + R L A V A G      + G   + +R 
Sbjct: 66  ---GQVITIEGKGFEAFQQPKNDLDMGNSGTSTR-LIAGVLA-GSPFPVTMVGDDSLSKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  + + L+++G  V      D  P+ ++G   L      L  + S+Q  SALL AA   
Sbjct: 121 PMDRVAIPLREMGVTVQGQTERDMLPLHLHGTKDLQPIHYSLPVA-SAQVKSALLFAAMQ 179 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G  E  I++K ++  + E    ++++FG +    D   R  ++G Q +++ +   V G 
Sbjct: 180 AEG--ESVILEKELTRNHTE---DMIQQFGGRISVKDKEIR--LRGPQSFQACE-VTVPG 231 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L AG  +    + +E  G    +  +   EV+E MG K+   +          
Sbjct: 232 DISSAAFWLVAGLIVPNSQIRLENVGINETRTGI--LEVIEKMGGKLQILDL-------- 281 
 
Query: 312 REPFGR--------KHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
            +P  +          L   +++ + +P +   L ++AL A    G T I+D    +VKE 
Sbjct: 282 -DPLAKAATLVVETSDLHGTEISGDLIPRLIDELPIIALLATQASGKTIIKDAEELKVKE 340 
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Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEV 418 
           T+R+  +   L  +GAS+    D  II     L+  ++ T+ DHR+ M  ++AA   ++  
Sbjct: 341 TDRIQVVADSLNAMGASITPTEDGMIIEGKTPLHGASLQTFGDHRIGMMGAIAALLVSDG 400 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
            V +        ++P +F 
Sbjct: 401 EVELARAEAINTSYPSFF 418 
 
 
>ref|ZP_01103672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Congregibacter 
           litoralis KT71] 
 gb|EAQ96789.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Congregibacter 
           litoralis KT71] 
          Length = 420 
 
 Score =  122 bits (306), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 127/429 (29%), Positives = 205/429 (47%), Gaps = 32/429 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAAKRAVVV 79 
           +PG KS+S+R ++L A++ G T V   L  ED    + A R LG+ +E   K A R   V 
Sbjct: 1   MPGDKSISHRSVMLGAMATGETSVKGFLQGEDALATVAAFRALGVEIEGPRKGAMRIRGV 60 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
           G  G       +   +L +GN+G +MR L   +  AG   +  L G   +  RP+  ++  
Sbjct: 61  GLRGL-----REASTRLDMGNSGTSMRLLCGIL--AGQEFSSELVGDASLMGRPMQRVIT 113 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L ++GA +    G   PP++++G   L G    L  + S+Q  S +L+A   A G+  + 
Sbjct: 114 PLTRMGATIVSGDGGR-PPLKISGGSSLRGIHYDLPMA-SAQVKSCVLLAGLFAEGETSV 171 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 259 
                    P  + T R++  FG + +  D      ++GG + +  +   V  D SSA++ 
Sbjct: 172 T-----EPAPTRDHTERMLRGFGYELQSRDGVT--SLRGGGQLRGCE-IDVPSDISSAAF 223 
 
Query: 260 FLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
            +  A+I  G+   +T  G   T          +L++MGA +T +        P  + F  
Sbjct: 224 LMVAASIAPGSELLLTHVGVNPTR----TGVISILKLMGADITLSNEREVGGEPVADIFV 279 
 
Query: 317 RK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
           R   L+ ID+  + +P   D    L + A  A+G T +R     RVKE++R+ ++   LT 
Sbjct: 280 RSASLRGIDIPRDLVPLAIDEFPVLFIAAACAEGRTVLRGAEELRVKESDRIASMAEGLT 339 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
            LG S  E  D  II     ++   I T+ DHR+AM+F++AA  AE  + I D      + 
Sbjct: 340 TLGVS-NEVLDDGIIIDGGPISGGTIRTFHDHRIAMSFAVAALRAENEIRILDCDHVATS 398 
 
Query: 432 FPDYFDVLS 440 
           FPD FD L+ 
Sbjct: 399 FPD-FDALT 406 
 
 
>ref|YP_001244172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga petrophila 
           RKU-1] 
 ref|YP_001738626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga sp. RQ2] 
 sp|A5IK73.1|AROA_THEP1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B1L9E5.1|AROA_THESQ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ46596.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga petrophila 
           RKU-1] 
 gb|ACB08943.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotoga sp. RQ2] 
          Length = 421 
 
 Score =  122 bits (306), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 123/450 (27%), Positives = 204/450 (45%), Gaps = 52/450 (11%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P K++ G + +P  KS+++R L+L+AL+E  + + NLL   D       L  LG   E D 
Sbjct: 5   PAKKVEGVLSVPPDKSITHRALILSALAETESTLYNLLRCLDTERTHDILEKLGTRFEGD 64 
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Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               +         FP   A+    LF GN+G   R ++  +  A      VL G   +  
Sbjct: 65  WEKMKV--------FPKPFAEPIEPLFCGNSGTTTRLMSGVL--ASYEMFTVLYGDSSLS 114 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            RP+  ++  L+ +GA          P  ++ N + G+   K  ++   S+Q  SA+L+A 
Sbjct: 115 RRPMRRVIEPLEMMGARFMARQNNYLPMAIKGNHLSGI-SYKTPVA---SAQVKSAVLLA 170 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-- 247 
              A G     +I+   S  + E   R+++  GV  E         ++G +    P     
Sbjct: 171 GLRASG--RTIVIEPAKSRDHTE---RMLKNLGVPVE---------VEGTRVVLEPATFR 216 
 
Query: 248 ---AYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                V GD SSA++F+  GA      +TV   G    +      EV+++MGA + W  T 
Sbjct: 217 GFTMKVPGDISSAAFFVVLGAIHPNARITVTDVGLNPTR--TGLLEVMKLMGANLEWEIT 274 
 
Query: 304 SVTVTGPPREPFG------RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVA 354 
              +     EP G        +LK + V  + +P +   L +VAL   FA+G T +R+   
Sbjct: 275 EENL-----EPIGTVRVETSPNLKGVVVPEHLVPLMIDELPLVALLGVFAEGETVVRNAE 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R KE++R+  +     +LG  +EE  D   I   + +   ++D   DHRMAM FS+A  
Sbjct: 330 ELRKKESDRIRVLVENFKRLGVEIEEFKDGFKIVGKQSIKGGSVDPEGDHRMAMLFSIAG 389 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
             +E  V ++D  C   +FP+++++L   V 
Sbjct: 390 LVSEEGVDVKDHECVAVSFPNFYELLERVV 419 
 
 
>ref|YP_003703062.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophothermus 
           lipocalidus DSM 12680] 
 gb|ADI02497.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Syntrophothermus 
           lipocalidus DSM 12680] 
          Length = 430 
 
 Score =  122 bits (306), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 129/438 (29%), Positives = 208/438 (47%), Gaps = 28/438 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + GT+ LP  KS+S+R ++LAAL++G + V N L + D    +  +R LG+++  +   
Sbjct: 10  KGLRGTITLPADKSISHRSVMLAALAQGKSRVKNFLRARDTLATVRCVRALGVNIMDNGE 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                  G GG    ED      L   N+G  MR ++  ++A   +   VL G   +R R 
Sbjct: 70  DLIIEGRGLGGFLQPEDI-----LDCENSGTTMRLMSGTLSAC--SFFSVLTGDSSLRSR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L+ +GA +D   G    P+ + G G L G    L    S+Q  SA+L+A    
Sbjct: 123 PMARVVEPLRLMGARIDGRDGGRLAPLAIRG-GNLKGIDYTLP-VPSAQVKSAVLLAG-- 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            LG VE E + +   +P  + T R++   G+ AE         ++ G++ + P +  V   
Sbjct: 179 -LG-VEGETVVRE-KVPSRDHTERMLA--GMGAEIFAENGVIRLQPGRELE-PFDMSVPA 232 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++++  A +   + V + G G    +  V    VL  MGA++      V V G P 
Sbjct: 233 DISSAAFWIVAATLVPESEVLIPGVGVNPTRSGV--LRVLASMGARIELQNQRV-VGGEP 289 
 
Query: 312 REPF---GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                     +L    V    +P   D    LAV    A G + +RD +  RVKET+R++ 
Sbjct: 290 VADIRVVSAGNLIGTTVAGEIVPSLIDEIPVLAVAMAMARGESVVRDASELRVKETDRIL 349 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRD 424 
           A+ T L +LG  VEE  D   +    +L    +D+Y DHR+AMA  +A   AE    ++  
Sbjct: 350 AVCTCLRRLGVEVEETEDGFYVRGQGRLTGAKVDSYGDHRIAMAMGIAGLVAEGETIVKG 409 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 ++P ++  L+ F 
Sbjct: 410 AEAVNISYPGFWAELARF 427 
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>ref|ZP_01080057.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Synechococcus sp. RS9917] 
 gb|EAQ69038.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Synechococcus sp. RS9917] 
          Length = 439 
 
 Score =  122 bits (306), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 125/448 (27%), Positives = 200/448 (44%), Gaps = 57/448 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G V++PG KS+S+R LL  A++EGTT ++ LL +ED       LR +G  +   +A  
Sbjct: 16  RLGGRVRVPGDKSISHRALLFGAIAEGTTTIEGLLPAEDPISTAACLRAMGAVISPIEAG 75 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               V G G    ++  +E  ++   GN+G  MR +   +    G   +VL G   +R R 
Sbjct: 76  AVIEVQGVG----LDGLQEPSEVLDCGNSGTTMRLMLGLLAGREGR-HFVLSGDASLRRR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L  +GA+V    G +  P+ V G                 Q L   ++  P+ 
Sbjct: 131 PMQRVGQPLALMGAEVRGRNGGNFAPLAVQG-----------------QPLHGAVVGTPV 173 
 
Query: 193 ALGDVEIE-------------IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKG 238 
           A   V+               +I+   S  + E   R++  FG   E      R   ++  
Sbjct: 174 ASAQVKSALLLAALTAKGPSTVIEPAHSRDHSE---RMLRAFGADLEVGGEMGRHITVRP 230 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G   +  ++  V GD SSA+++L AGA + G  +T+E  G    +  V    VLE M A+ 
Sbjct: 231 GANLRG-QHVVVPGDISSAAFWLVAGALVPGADLTIENVGLNPTRTGV--LAVLEQMQAR 287 
 
Query: 298 VTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
           +        V G   EP G     +  L+  +     MP   D    LAV A F DG +  
Sbjct: 288 IEVLNRR-DVAG---EPVGDLRVRQGPLQPFNFGEEIMPRLVDEVPILAVAACFCDGVSR 343 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I   +  RVKET+R+  +  +L  +GAS++E  D   I     L   A+D+  DHR+AM+ 
Sbjct: 344 ISGASELRVKETDRLAVMARQLKAMGASIDEHDDGLTIHGGHPLRGAALDSETDHRVAMS 403 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++AA  AE   T+        ++P ++ 
Sbjct: 404 LAVAAMLAEGDSTLARSEAAAVSYPGFW 431 
 
 
>ref|YP_397110.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Prochlorococcus marinus str. MIT 9312] 
 sp|Q31BS1.1|AROA_PROM9 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB49674.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9312] 
          Length = 436 
 
 Score =  122 bits (305), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 115/448 (25%), Positives = 206/448 (45%), Gaps = 44/448 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G +K+PG KS+S+R L++ ++++G T ++  L+SED       LR LG+++   K   
Sbjct: 12  NLKGKIKVPGDKSISHRALIIGSIAQGETTIEGFLHSEDPLSTADCLRKLGVNIPDIKED 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           +   + G G    ++  KE  ++   GN+G  MR L   +    G   ++L G   + ER 
Sbjct: 72  EPFTISGLG----LDGIKEPKEILNCGNSGTTMRLLMGLLAGQEGK-NFILTGDTSLNER 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSAL 186 
           P+G +   L  +G  +      +  P+ + G         KL G +      S+Q  SA+ 
Sbjct: 127 PMGRVNKPLSLMGGIISGRESGNKAPISIYG--------NKLKGCVIGTPIASAQVKSAI 178 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
           L+A   A G   +  I+   S  + E   R+++ FG          R   IK G       
Sbjct: 179 LLAGLKASGTTSV--IEPASSRDHTE---RMLKAFGANISIRGELGRNVVIKSGGNLIGQ 233 
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Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   + GD SSAS+++  A+I     V ++  G    +  +    V++ MG      + S 
Sbjct: 234 R-ILIPGDISSASFWMIAASIVPNSEVLIKNVGLNPTRTGI--LNVMDSMGCNYEILDKS 290 
 
Query: 305 VTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
            T+ G   EP G        +L++  +  + +P   D    L V A F +G + I+D    
Sbjct: 291 -TIAG---EPIGSIKVKTANNLRSFTIEGDILPKLIDEIPILTVAACFCNGVSEIKDAQE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
            R KET+R+  +  +L+K GA + E  D  II    K +   +D+  DHR++M+ ++A+  
Sbjct: 347 LRFKETDRLKVMARQLSKFGAEITEKEDGLIINGQSKFHSAEVDSETDHRVSMSLAIASL 406 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A+    I     +  ++P +++ L+   
Sbjct: 407 VAKGTSKIMRADASYVSYPSFWEDLAKL 434 
 
 
>ref|ZP_05746273.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus antri 
           DSM 16041] 
 gb|EEW53162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus antri 
           DSM 16041] 
          Length = 428 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 128/442 (28%), Positives = 210/442 (47%), Gaps = 36/442 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ LPG KS+S+R +++ +L+ G T +D     ED    + A R LG+ ++ +K    
Sbjct: 11  LAGTISLPGDKSMSHRAVMIGSLATGLTTIDQFAQGEDCQTTVNACRALGVQIDQEKT-- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV G G +  ++ A + +Q  + N+G   R L   +  AG N T  L G   + +RP+ 
Sbjct: 69  RLVVHGVGLRG-LKKAPDPLQ--MNNSGTTTRLLMGIL--AGQNFTSCLLGDRSLSQRPM 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L   G +V        P V + G   L G   +L   ++S  L + L+ A   L 
Sbjct: 124 KRVSDPLTLFGGEVQLSAAGTLPAV-IRG-HFLHGANYQL--PVASAQLKSALLFA-ALL 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D    II+KL +  + E+ LR   +FG  A+   + DR  I    K    +   V GD  
Sbjct: 179 ADRPSRIIEKLPTRNHTEIMLR---QFG--ADVKTNGDREIIVHPAKALVARTLRVPGDI 233 
 
Query: 255 SSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA+++L AG  +    + +   G    +  +   +VL  MGA +  T+          E 
Sbjct: 234 SSAAFWLTAGTLVPHSQIRLSKVGLNPYRTGI--LKVLTRMGANLAITQRPAD-----GE 286 
 
Query: 314 PFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMV 365 
           P G       HL+ I +    +P V   L +VAL A    G ++IR     R KET+R+  
Sbjct: 287 PIGDVVVRSGHLRPITLGPADIPAVIDELPLVALLAASVPGQSSIRGAGELRFKETDRIK 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           A    L +LG +V E PD  +IT  P  ++     D++ DHR+ M  ++AA  A+ P+ + 
Sbjct: 347 ATIAILRQLGVTVTELPDGMVITGKPDWQVMDPVFDSFGDHRLGMMVAVAALKAKQPLFL 406 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +      ++P +F  L+  ++ 
Sbjct: 407 ANSAAIDVSYPRFFADLARLMR 428 
 
 
>ref|YP_003855771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parvularcula 
           bermudensis HTCC2503] 
 gb|ADM10629.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parvularcula 
           bermudensis HTCC2503] 
          Length = 441 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 136/442 (30%), Positives = 203/442 (45%), Gaps = 37/442 (8%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +  ++G +  PG KS+S+R L+L  L+EGTT +  LL ++DV      +R  G +VE  + 
Sbjct: 10  VGPLNGAISPPGDKSVSHRALILGGLAEGTTTITGLLEADDVLRTASCVRGFGAAVE-RQ 68 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1300



 

 

 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                 V G     P +       L+ GN+G   R L  A  AAG   +   DG   +R  
Sbjct: 69  GEGSWTVTGASWSSPAQ------ALYCGNSGTGARLLMGA--AAGQGVSVTFDGDQSLRG 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++G + D   G    PVR+  +GG P G        S+Q  SA+L+A   
Sbjct: 121 RPMERILAPLREMGIESDAREGK--LPVRL--VGGRPRGIEYRLPKPSAQIKSAVLLAGL 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
            A G+  IE       +P  + T R++ +FG +           R  + G Q+  +     
Sbjct: 177 GAEGETVIE-----EPVPCRDHTERMLPQFGGRLTIEPLGGGGRRLRLPGAQRLTAGGIV 231 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SSA++ LA AAI  G+ VT+ G  T   +    F E L  MGA +    ++V V 
Sbjct: 232 PVPGDPSSAAFPLAAAAIVDGSVVTLRGVMTNPHR--TGFFEALSAMGADL----STVPV 285 
 
Query: 308 TGPPREPFGRKHLK-----AIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   E      L+     AI +  +K P   D    L VVA FA G +    +   RVK 
Sbjct: 286 GGEEGEAIADLTLRYAPLTAIHITADKAPGLIDEYPILCVVAAFAAGTSRFDGLGELRVK 345 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAEV 418 
           E++R+ A    L   G  V  G D+  I         A+ T+ DHR+AM A  +       
Sbjct: 346 ESDRLAATAALLRANGVDVRTGEDWIEIDGGRPGGGGAVATHHDHRIAMSALVMGMATAA 405 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
           PVTI D      +FP + D+++ 
Sbjct: 406 PVTIDDADMIATSFPGFIDLMN 427 
 
 
>ref|ZP_00239462.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           G9241] 
 gb|EAL12903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus 
           G9241] 
          Length = 399 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 119/427 (27%), Positives = 197/427 (46%), Gaps = 43/427 (10%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +  A++EG T +   L   D    +   + +G+ +  +       VVG G    +E  +E 
Sbjct: 1   MFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVDIVQN--GDEVTVVGKG----LEGLQE 54 
 
Query: 93  -EVQLFLGNAGIAMRSLTAAVTAAGGNATYV--LDGVPRMRERPIGDLVVGLKQLGADVD 149 
            +  L +GN+G  +R ++  +     N  +   + G   + +RP+  +   LKQ+GA++D 
Sbjct: 55  PKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAKRPMKRVTNPLKQMGANID 110 
 
Query: 150 CFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAAPLALGDVEIEIIDKL 205 
                   P+ + G      G +K     S   S+Q  SA+L+A   A G   +       
Sbjct: 111 GREEGTFTPLTIRG------GDLKAIEYTSPVASAQVKSAILLAGLRAEGVTAV------ 158 
 
Query: 206 ISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-A 262 
            + P++  + T R++E FGVK        +  + GGQK  +  +  V GD SSA++FL A 
Sbjct: 159 -TEPHISRDHTERMLEAFGVKVTREGKTVK--LAGGQKL-TATDVQVPGDVSSAAFFLVA 214 
 
Query: 263 GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLK 321 
           GA I    + ++  G    +  +   +VLE MGA  T    +   + P          LK 
Sbjct: 215 GAIIPNSKLVLQNVGMNPTRTGI--IDVLEKMGATFTVEPINEGASEPAANITIETSSLK 272 
 
Query: 322 AIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
            I++  + +P +   + V+AL A   +G T I+D    +VKET R+  +  ELTKLGA + 
Sbjct: 273 GIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDAHELKVKETNRIDTVVAELTKLGARI 332 
 
Query: 379 EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFD 437 
           E   D  II     L    +++Y DHR+ M  ++A C AE   TI D      ++P +F+ 
Sbjct: 333 EATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIAGCIAEGKTTIEDAEAVGVSYPTFFE 392 
 
Query: 438 VLSTFVK 444 
            L    K 
Sbjct: 393 ELQKLAK 399 
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>ref|ZP_01167045.1| still frameshift 3-phosphoshikimate 1-pcarboxyvinyltransferase 
           prephenate dehydrogenase [Oceanospirillum sp. MED92] 
 gb|EAR60806.1| still frameshift 3-phosphoshikimate 1-pcarboxyvinyltransferase 
           prephenate dehydrogenase [Oceanospirillum sp. MED92] 
          Length = 738 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 124/440 (28%), Positives = 213/440 (48%), Gaps = 35/440 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +SG +++PG KS+S+R ++L +L++G T V   L  ED    L + R +G+ +E  
Sbjct: 310 QPGGSVSGKIRVPGDKSISHRSIMLGSLADGVTEVSGFLEGEDSLATLQSFRDMGVVIEG 369 
 
Query: 70  DKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  +  VG  G + P         L++GN+G +MR L+  + A   +    L G   
Sbjct: 370 PVDGNVTIYGVGLNGLQAP------PGPLYVGNSGTSMRLLSGLLAAQQFDTE--LTGDA 421 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            + +RP+G +   L+ +GA+++       PP+++ G   L G    +  + S+Q  S LL 
Sbjct: 422 SLTKRPMGRVADPLRLMGAEIET-AENGRPPLKIKGGQPLKGIHYDMPMA-SAQVKSCLL 479 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G+  +         P  + T R++  FG  VK E + +       GGQ + +  
Sbjct: 480 LAGLYAEGETSV-----TEPAPTRDHTERMLTGFGYPVKQEGAQAA---VSPGGQLHATK 531 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V  D SSA++F+  AAI  G+ +T+E  G    +  +    +L +MGA +       
Sbjct: 532 ID--VPADISSATFFMVAAAIAPGSDLTLEHVGINPTR--IGIINILRLMGANLELLNER 587 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P      ++  LK I +  +++P   D    L V A  A+G T +      RVK 
Sbjct: 588 -EVGGEPVADIRIQYAPLKGIHIPEDQVPLAIDEFPALFVAAACAEGTTIVSGAEELRVK 646 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           E++R+ ++   L  LG  +E  PD  II     +    ++++DDHR+AM+F +A+  A   
Sbjct: 647 ESDRIQSMVDGLKTLGVDIEGTPDGAIIQ-GGTIGGGVVESHDDHRIAMSFCVASLRATD 705 
 
Query: 419 PVTIRDPGCTRKTFPDYFDV 438 
            +TI D      +FP + ++ 
Sbjct: 706 TITINDCANVATSFPGFVEL 725 
 
 
>ref|ZP_02354547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           oklahomensis EO147] 
 ref|ZP_02361741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           oklahomensis C6786] 
          Length = 451 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 120/435 (27%), Positives = 188/435 (43%), Gaps = 39/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ LP SKS S R LL AAL+ G + + N     + + M      LG S  ++     
Sbjct: 20  LSGTIDLPASKSSSTRALLTAALTPGISTIRNAATGFNSNAMKHNCERLGASFSSE--GD 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV--LDGVPRMRE- 131 
             VV G            ++    GN+G+ +R L        G A Y+   D V + R   
Sbjct: 78  TTVVKGVDAMH----VDRKIVFDPGNSGVVLRLLM-------GVAGYLPETDFVTQYRYS 126 
 
Query: 132 ---RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
              R   ++V  L++L  + +        P+ +     L G   ++S   SSQ+LS LL  
Sbjct: 127 LGVRSQAEMVAALRRLNVECEAVGPEARLPIGIRSTREL-GKHTEVSCRKSSQFLSGLLY 185 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
              +   D+EI+++D + +   V  T+  +   GV  E+   +  F++ G  ++K P    
Sbjct: 186 LGAIGDRDLEIDVVDHITAPSMVHTTINNLAHAGVAIEYDARFRHFFVPGSDRFK-PSEF 244 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTV 307 
            V  D +S +  LA        VT+ G           F E     GA + + T+T   + 
Sbjct: 245 TVGADPASTAAILALCGSLASDVTLNG-----------FFEEELGNGAVIRYLTDTGTLI 293 
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Query: 308 TGPPREPF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              P       G   ++  D + +  PD    LA  A FADG +   ++   R KE++R+ 
Sbjct: 294 DELPGNRIRIKGGASIRPQDFDGSLAPDAVPALAGRAAFADGTSTFYNIEHIRYKESDRI 353 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVT 421 
              R EL KLG   EE  D  II   P        +D + DH + MA  ++    E PV  
Sbjct: 354 SDFRRELDKLGVRSEEKLDQLIIHGNPRGYRGGAVVDGHYDHGLIMALTTVGLHCEHPVL 413 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I++P    +T+PDYF 
Sbjct: 414 IKEPFHVGQTYPDYF 428 
 
 
>ref|ZP_08129288.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. D5] 
 gb|EGB93661.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. D5] 
          Length = 430 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 118/446 (26%), Positives = 202/446 (45%), Gaps = 29/446 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L  I  + G V +PG KS+S+R ++  ++++G T + N L   D    +   R +G+ ++ 
Sbjct: 3   LTNITGLKGEVNIPGDKSISHRCVMFGSIAKGITEIHNFLEGADCLATIDCFRKMGIDIQ 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +K  + V   G   +   KE   L +GN+G   R ++  +  +G +    L G    
Sbjct: 63  Q---SKDTITVHGKGLRGLSAPKE--ILDVGNSGTTTRLISGIL--SGQSFDSKLSGDES 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+  ++  L  +GA++   L   C P+ +   G L G   + S   S+Q  S +L+ 
Sbjct: 116 LNSRPMKRIIEPLTLMGANISSILRNGCAPLYITK-GDLHGIHYE-SPVASAQVKSCVLL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A  D E  + + ++S  + E+   ++  FG  A+ + + D    K     +  +   
Sbjct: 174 AGLYA--DSETAVTEPILSRNHTEL---MLAEFG--ADITTTHDLDSTKATASLRPCEEL 226 
 
Query: 249 Y-----VEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           Y     V GD SSA+YF+A G  +    + ++  G    +  +   +V E MG  +T    
Sbjct: 227 YGRKITVPGDISSAAYFIAAGLLVPDSEILIKNTGINPTRAGI--LKVCEDMGGDITLLN 284 
 
Query: 303 TSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                     +   R   L    V  + +P   D    ++V+A  A+G T IRD A  +V 
Sbjct: 285 ERTEGGEKIADILVRTSRLHGTTVEGDIIPTLIDEIPVISVMAAMAEGTTVIRDAAELKV 344 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KET+R+  +   L  +G  V    D  II   + L+   I T  DHR+AMAFS+AA  A+ 
Sbjct: 345 KETDRIETVTDNLRAMGCEVTPTFDGMIIEGGKPLHGATIHTLLDHRIAMAFSIAALVAD 404 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFV 443 
               I D  C   ++P ++D     + 
Sbjct: 405 GNTNILDSHCVDVSYPTFYDTFEQLL 430 
 
 
>ref|YP_003181690.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eggerthella lenta DSM 
           2243] 
 gb|ACV55301.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eggerthella lenta DSM 
           2243] 
          Length = 442 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 126/449 (28%), Positives = 204/449 (45%), Gaps = 35/449 (7%) 
 
Query: 4   AEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           A   V+ P+   + G+  +PG KS+S+R +L AA++EGT+ +  +L+SEDV   + A+   
Sbjct: 5   ANATVVNPLPAPLRGSASVPGDKSISHRAVLFAAMAEGTSRLSGVLDSEDVRSSIRAVGQ 64 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           LG  V  +K    ++  G  G      ++ E  +  GN+G  +R L   +  A  N     
Sbjct: 65  LGAQVSLEKQPDGSLAGGVTGWGAAGPSQPEAPIDCGNSGTTVRLLMGVL--APWNVRVE 122 
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Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   ++ RP+  +   L ++GA  +   G +  P+ V G  GL       +   S+Q  
Sbjct: 123 LTGDDSLQRRPMRRITAPLMKMGARFEPE-GRETLPLTVCGSEGLRAITYD-APMASAQL 180 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            +A+L+A   A G   +         P    T  ++  FGV    + + DR     G    
Sbjct: 181 KTAVLLAGVYARGTTTLNEPS-----PSRNHTELMLPEFGVT---TTAADRTASVTGPAA 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                  V GD SSA++ +  A +    ++ VE     + +  + F   LE MGA ++   
Sbjct: 233 LRACEVQVPGDPSSAAFLVCAAVLKPDSSIQVENVSLNTAR--IGFTRTLERMGADISVR 290 
 
Query: 302 ETSVTVTGPPREPFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
            T        +EP+G        +L   +V  +K+    D    LAVVA  A G T  R+ 
Sbjct: 291 HTGAA----GKEPYGIVSACYTPNLHGCEVPADKIATIVDEVPVLAVVAAHARGVTVFRE 346 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNV---TAIDTYDDHRMAM 408 
           V+  RVKET+R+ AI   L  LG     +G D  +   P  L V    A D+ +DHR+AM 
Sbjct: 347 VSELRVKETDRLAAIVEGLETLGVDAWIDGNDLFVEGQP-GLQVPVGAAFDSKNDHRLAM 405 
 
Query: 409 AFSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++LA  C   PV + +    + ++P +  
Sbjct: 406 TWALAGLCGNAPVEVENFDSVKISYPQFL 434 
 
 
>ref|YP_003460455.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thioalkalivibrio sp. 
           K90mix] 
 gb|ADC71719.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thioalkalivibrio sp. 
           K90mix] 
          Length = 434 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 200/439 (45%), Gaps = 30/439 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +QP   +SG  ++PG KS+S+R ++L AL+EG T V   L   D    L A R +G+ +E 
Sbjct: 6   VQPGGTLSGVARVPGDKSISHRSIMLGALAEGETRVTGFLEGADCLATLEAFRAMGVPIE 65 
 
Query: 69  ADKAAKRAVVVGCGGK-FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             K     V+ G G +     D      L +GN+G AMR L   +  AG +    L G   
Sbjct: 66  -RKGPGEVVIQGRGLQGLQAPDRP----LDMGNSGTAMRLLCGVL--AGQSFDSELIGDE 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            +  RP+  +   L  +GA ++    GT  PP+R+ G   L G    L    S+Q  SA+ 
Sbjct: 119 SLTRRPMRRVTEPLALMGAQIETSEAGT--PPLRIRGGAPLRGTDHVLQ-VASAQVKSAI 175 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G   +         P  + T R++  FG     +    +  + GG + ++   
Sbjct: 176 LLAGLWADGKTCV-----TEPAPTRDHTERMLNGFGCVV--TRDGPKACVTGGGRLQA-S 227 
 
Query: 247 NAYVEGDASSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL GA+I TG  + +E  G    +  V   ++L +MGA +   E    
Sbjct: 228 SVDVPADISSAAFFLVGASIATGSQMRLEHVGINPTRTGV--IDILRLMGADI-RVENER 284 
 
Query: 306 TVTGPPREPF--GRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
              G P          LK I++    +P   D    + V A  A+G T +      RVKE 
Sbjct: 285 EAGGEPVADIEVHATRLKGIEIPTELVPLAIDEFPAIFVAAACAEGETVLTGAEELRVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+  +   L  LG       D   I   E      ID++ DHR+AM+F++A   A  P 
Sbjct: 345 SDRIQVMADGLQALGVQCSVQRDGIRILGGEGFAGGEIDSHGDHRIAMSFAMAGLRASGP 404 
 
Query: 420 VTIRDPGCTRKTFPDYFDV 438 
           + IRD      +FP + D+ 
Sbjct: 405 IRIRDCANVATSFPGFVDL 423 
 
 
>ref|YP_002753305.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidobacterium 
           capsulatum ATCC 51196] 
 gb|ACO33530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidobacterium 
           capsulatum ATCC 51196] 
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          Length = 433 
 
 Score =  121 bits (304), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 133/446 (29%), Positives = 203/446 (45%), Gaps = 37/446 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E V+ P + I G+++LPG KS+S+R  LL  L+EGT+   N     D    L  +  LG  
Sbjct: 7   ERVISPARNIDGSLRLPGDKSISHRYALLGGLAEGTSRFSNFSTGADPSSSLACVEALGA 66 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           +V  D       V G GG F          L  GN+G  MR L   + A  G   + L G 
Sbjct: 67  TVVNDGKGN-VEVTGVGGTFHAPAGA----LDCGNSGSTMRMLAGFLAAQSGE--FTLIG 119 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP+  +   L+Q+GA++D   G     +R   +  +       +   S+Q  SA 
Sbjct: 120 DESLTRRPMERVRKPLQQMGAEIDLTDGHAPMTIRGRKLHAMD----YTTPVPSAQVKSA 175 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L A   A G   +   + + +  + E+ LR    FG  AE + + D   I GGQK  +  
Sbjct: 176 VLFAGLQAEGVTTVR--EAVRTRDHSELALRA---FG--AELTRTVDSVSITGGQKLTAI 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGA-------- 296 
           + A V GD SSA++FL  AA+  G  +  +  G    +      +VL  +GA         
Sbjct: 229 E-AKVPGDMSSAAFFLCAAALFPGSNLIFDDLGLNPTR--ASLLDVLTALGAHIGVINLE 285 
 
Query: 297 -KVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVAMTLAVVALFADGPTAIRDVA 354 
            K +    +V +  P     G      +   + +++P     LA +A +      IRD   
Sbjct: 286 DKASELIGTVQINAPANGLTGTTVSGGLAAQLIDELP----VLAAIAPYTQNGIRIRDAR 341 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+  +   L  +GA VEE  D   +   ++L+   ID   DHR+AMAFS+AA 
Sbjct: 342 ELRVKESDRIALVAQNLRAMGAEVEEFEDGLDVPGGQQLHGAEIDAGGDHRIAMAFSVAA 401 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDVL 439 
             AE    IR       +FP++FD+L 
Sbjct: 402 LRAEGETLIRGAESAAISFPEFFDLL 427 
 
 
>ref|YP_002560520.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Macrococcus 
           caseolyticus JCSC5402] 
 dbj|BAH17824.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Macrococcus 
           caseolyticus JCSC5402] 
          Length = 433 
 
 Score =  121 bits (303), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 121/442 (27%), Positives = 212/442 (47%), Gaps = 35/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V +PG KS+++R ++LA+LS+G TV+   L  ED    +   R LG+ +  +   + 
Sbjct: 9   LTGEVSVPGDKSITHRAIMLASLSKGKTVISKPLLGEDCVSTINIFRKLGVQISTE---E 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V+V   G    E  +E  + L+ GN+G   R L   +  AG     VLDG   + +RP 
Sbjct: 66  DNVIVDSPG---YEQFREPAEVLYTGNSGTTTRLLCGLL--AGLPFKTVLDGDASIGQRP 120 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP--PVRVN--GIGGLPGGKVKLSGSISSQYLSALLMA 189 
           +G ++  L+++G ++    G D    P+ +N  GI  + G    +    S+Q  SA+L+A 
Sbjct: 121 MGRVIEPLREMGVNIK---GRDNQFTPIIINDGGISKVQGINYMMPVK-SAQVKSAILLA 176 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A  + E+ I ++ IS  + E+   + +   +  E +D        G    K  K+   
Sbjct: 177 GLYA--EDEVRITEQDISRNHTEL---MFKNSNIDIEVNDRTILLKSNGIHAIKM-KDIE 230 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           + GD SSA++F+  A I  G  +T++  GT   +  +   EV++MMG  +   +  V  T 
Sbjct: 231 IPGDISSAAFFIVAALIIPGSKITLQDVGTNVTRSGI--LEVVKMMGGNIQVID-KVQQT 287 
 
Query: 309 GPPREPFGR--KHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETER 363 
            P  +       +L  I +  + +P +   + V+AL    A G + IRD    +VKET R 
Sbjct: 288 EPVSDIVVSYTHNLTGITIEGSLIPKLIDEIPVIALLLAHAQGKSEIRDAEELKVKETNR 347 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAE-VPV 420 
           +  + +EL  LG  ++   D  ++    K   T    D+Y DHR+ M  ++AA  E V + 
Sbjct: 348 IDTVVSELNALGYKIQPTTDGGVVYGKVKDERTRDTFDSYGDHRIGMMLAVAALLETVEI 407 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I        ++P + + ++   
Sbjct: 408 EINQFEAVNISYPSFMEHINQL 429 
 
 
>ref|ZP_08017442.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lautropia mirabilis 
           ATCC 51599] 
 gb|EFV96105.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lautropia mirabilis 
           ATCC 51599] 
          Length = 441 
 
 Score =  121 bits (303), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 127/441 (28%), Positives = 206/441 (46%), Gaps = 41/441 (9%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P  ++ G +++PG KS+S+R ++L AL+EG T V   L   D        R +G+ ++   
Sbjct: 9   PGGQVRGDIRVPGDKSISHRAIMLGALAEGVTEVHGFLEGADALATAQIFRAMGVRIDGP 68 
 
Query: 71  KAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           +  +  V  VG  G + P  D      L  GN+G +MR L   +  AG      + G    
Sbjct: 69  EQGQVKVHGVGLHGLQAPAGD------LDCGNSGTSMRLLCGIL--AGQRFATRMVGDAS 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+  ++  L ++GA +D   G   PP++V  + GL    +KL+   S+Q  SALL+ 
Sbjct: 121 LSRRPMRRVIDPLSRMGARIDSQDGK--PPLQVQPVDGLTAVDLKLA-VASAQVKSALLL 177 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G+  +         P  + T R++  FGVK     +     ++GGQ  ++ +   
Sbjct: 178 AGLYADGETRVT-----EPAPTRDHTERMLTAFGVKVGREGAT--ASVQGGQVLRAAR-V 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++FL  AAI  G+ + +   G    +  V    VL  MGA +  TE++  + 
Sbjct: 230 DVPADISSAAFFLVAAAICPGSDLVLRHVGMNPTRTGV--LHVLRAMGADI--TESNPQL 285 
 
Query: 308 TGPPREPFGRKH-----LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            G   EP    H     LK I ++   +P   D    L + A  A+G T +R     RVK 
Sbjct: 286 VGG--EPVADLHVRGGRLKGITIDPAWVPLAIDEFPALFIAAACAEGVTELRGAEELRVK 343 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           E++R+  +   L  +G  V   PD   I              ++ + DHR+AM+F++AA  
Sbjct: 344 ESDRIQVMADGLAAVGLPVTVLPDGMRIEGRGGEAHPFAGGTVEAHGDHRIAMSFTVAAL 403 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDY 435 
            +  P+ +RD      +FP + 
Sbjct: 404 RSRGPIHVRDTANVGTSFPGF 424 
 
 
>ref|YP_864107.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Magnetococcus sp. 
           MC-1] 
 sp|A0L408.1|AROA_MAGSM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK42701.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Magnetococcus sp. 
           MC-1] 
          Length = 445 
 
 Score =  120 bits (302), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 122/442 (27%), Positives = 213/442 (48%), Gaps = 34/442 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADK 71 
           + +SGT++    KS+S+R ++  AL+EG T V  +L  EDV   + A RT+G+S+E  ++ 
Sbjct: 16  QNLSGTIRPAADKSISHRSVIFGALAEGETHVKGMLEGEDVLRTITAFRTMGISIERCNE 75 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              R    G  G    +D      L +GN+G AMR L   + +   ++  +L G   +R  
Sbjct: 76  GEYRIQGQGLDGLKEPDDV-----LDMGNSGTAMRLLCGLLASQPFHS--ILTGDHSLRS 128 
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Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           RP+G +V  L ++GA +    G    P+ + G   +P   +  +  I S+Q  SA+++A  
Sbjct: 129 RPMGRVVQPLTKMGARIRGRDGGRLAPLAIEGTELVP---ITYNSPIASAQVKSAIILAG 185 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               G  E  II+  +S  + E   R++  FG  AE +   ++  I+G    +  +   V 
Sbjct: 186 LNTAG--ETTIIEPAVSRDHTE---RMLIAFG--AEVTRDGNQVTIEGWPNLQG-QEIEV 237 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D S+A++ +  A IT G+ + +E  G    +      ++L  MG  +        V G 
Sbjct: 238 PADISAAAFPMVAALITPGSDIILENVGMNPTR--TGILDLLLAMGGNIQRLNER-EVGG 294 
 
Query: 310 PPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      ++  L+ I+++   +P   D      V A  A G T ++     RVKE++R+ 
Sbjct: 295 EPVADLQVRYSQLQGIEIDPTVVPRAIDEFPVFFVAAALAQGQTLVQGAEELRVKESDRI 354 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPV 420 
            A+   L  LGA +EE PD  +IT  P       ++D++ DHR+AM+  +A   C E  V 
Sbjct: 355 TAMANGLKALGAIIEERPDGALITGNPDGLAGGASVDSFTDHRIAMSLLVAGLRCKE-SV 413 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            ++       +FP +  ++++  
Sbjct: 414 LVQRCDNINTSFPSFSQLMNSL 435 
 
 
>ref|ZP_07655500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacter 
           tundripaludum SV96] 
 gb|EFO04593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacter 
           tundripaludum SV96] 
          Length = 453 
 
 Score =  120 bits (302), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 125/442 (28%), Positives = 199/442 (45%), Gaps = 36/442 (8%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +QP  ++ G  ++PG KS+S+R ++L +L+EG T V   L +ED    L A R +G+ +E 
Sbjct: 23  VQPGGKLQGEARVPGDKSMSHRSIMLGSLAEGVTHVKGFLEAEDALATLQAFRDMGVEIE 82 
 
Query: 69  ADKAAKRAV--VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                +  +  V   G K P  D      L+LGN+G +MR L+  +     N+  VL G  
Sbjct: 83  GPVNGELTIHGVGKHGLKAPTND------LYLGNSGTSMRLLSGLLAGQAFNS--VLTGD 134 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+  +   L  +GAD+         P+ + G  G   G        S+Q  S L 
Sbjct: 135 KSLSGRPMKRVTEPLAAMGADIKT-TEKGTAPLHITGRAGQLTGIDYAMPIASAQVKSCL 193 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A   A G     +       P  + T R++  F    +   +      +G     +   
Sbjct: 194 LLAGMYAQG-----VTSVTEPAPTRDHTERMLSGFNYPVKQEGNKVSITAEGSL---TAT 245 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++FL GA+I  G+ + ++  G    +  +   ++L +MGA +        
Sbjct: 246 DIDVPSDISSAAFFLVGASIAPGSDLLLKHVGVNPTR--IGVIDILRLMGANIEVLNER- 302 
 
Query: 306 TVTGPPREPFGRKH-----LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
           TV G   EP    H     LK ID+  + +P   D    L V A  A+G T +      R 
Sbjct: 303 TVGG---EPVADLHVVYSALKGIDIPEHLVPLAIDEFPVLFVAAACAEGQTRLTGAEELR 359 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKE++R+  +   L  LG   +   D  II          I ++ DHR+AM+FS+A   A 
Sbjct: 360 VKESDRIQVMADGLQILGVDAQSTEDGMIIQGGSIGGGEVI-SHGDHRIAMSFSIAGLRA 418 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDV 438 
             P+TI D      +FP++ D+ 
Sbjct: 419 NAPITIYDCENVNTSFPEFRDL 440 
 
 
>ref|YP_004167349.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitratifractor 
           salsuginis DSM 16511] 
 gb|ADV45600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitratifractor 
           salsuginis DSM 16511] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1307



 

 

          Length = 430 
 
 Score =  120 bits (302), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 136/451 (30%), Positives = 210/451 (46%), Gaps = 50/451 (11%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   +  T+     KS+S+R  + +  S+  + V N L  ED    L   R LG  VE  
Sbjct: 11  QPFDTVLDTIA--PDKSISHRCAMFSLFSDRPSTVRNFLKGEDTLASLSIARQLGAEVEE 68 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           D+A    +        PVE  + +  L  GNAG  MR     +  AG   ++VL G   + 
Sbjct: 69  DEAGTLRITP------PVELREPDDILDCGNAGTGMRLYCGLL--AGVEGSFVLTGDRYL 120 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL----SGSISSQYLSA 185 
           R RP+  +   L+ +GA +D     +  P+ + G      GK+K     S   S+Q  SA 
Sbjct: 121 RSRPMKRVTGPLQSIGAKIDGREEGNLAPLHIRG------GKLKAFRYESPIDSAQVKSA 174 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +++AA    GD      +  +S  + E  LR M   G   E +D+     +K   K  +P 
Sbjct: 175 MILAA--LRGDAPSYYRENFLSRDHTERMLRGM---GASIE-TDAEGWIVVKPLTKPLNP 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT--ET 303 
            +  V  D SSA +F   AAI  G   V   G T     ++  +VLE MGA V +   E  
Sbjct: 229 LDITVPADPSSAFFFAVAAAIVPGA-KVRIPGVTLNPTRIEAYKVLEAMGAAVEYALRED 287 
 
Query: 304 SVTVTGPPREPF-GRKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
                G  R  + GR  L A++V+      ++++P +A+ +A     A+G + +R+ A   
Sbjct: 288 RYEPIGEIRVAYDGR--LSAVEVSHRIAWLIDELPALAVAMAT----AEGVSRVRNAAEL 341 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAA- 414 
           RVKE++R+  + T L   G   EE PD Y I      L    ID++ DHR+AM+F++A   
Sbjct: 342 RVKESDRIATVVTALKACGIEAEEYPDGYAIRG--GTLRRAVIDSHGDHRIAMSFAIAGL 399 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            C    + I D  C   +FP++F++LS   + 
Sbjct: 400 LCG---MEIEDIDCVATSFPNFFEILSNLTE 427 
 
 
>ref|ZP_07415893.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu001] 
 ref|ZP_07420614.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu002] 
 ref|ZP_07424422.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu003] 
 ref|ZP_07428789.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu004] 
 ref|ZP_07441702.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu008] 
 ref|ZP_07486336.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu010] 
 ref|ZP_07490554.2| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu011] 
 gb|EFO73499.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu001] 
 gb|EFP13881.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu002] 
 gb|EFP18101.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu003] 
 gb|EFP21933.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu004] 
 gb|EFP37189.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu008] 
 gb|EFP45768.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu010] 
 gb|EFP49767.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis SUMu011] 
          Length = 352 
 
 Score =  120 bits (302), Expect = 3e-25,   Method: Compositional matrix adjust. 
 Identities = 101/333 (30%), Positives = 163/333 (48%), Gaps = 18/333 (5%) 
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Query: 114 AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 173 
           AA G+     DG  + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V  
Sbjct: 8   AALGSVPVTFDGDQQARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVA 63 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
           +  S SSQ++S LL++A      + ++     L S P++ MT  ++ + GV  + S   + 
Sbjct: 64  IDASASSQFVSGLLLSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-N 122 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           R+ ++ G    + +   +E D ++A  FL+ A ++GGTV + G    S+Q       +L  
Sbjct: 123 RWQVRPGPV--AARRWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILR 180 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR- 351 
            + A V   ++S+ V GP             DV++  + ++  ++A +A  A   +  R  
Sbjct: 181 QLNAVVIHADSSLEVRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRL 233 
 
Query: 352 -DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
             +A  R  ET+R+ A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA  
Sbjct: 234 SGIAHLRGHETDRLAALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAG 292 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           ++       V + D   T KT P++  + +  V 
Sbjct: 293 AIIGLRVAGVEVDDIAATTKTLPEFPRLWAEMV 325 
 
 
>ref|ZP_07577691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotogales 
           bacterium mesG1.Ag.4.2] 
 gb|EFN46356.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermotogales 
           bacterium mesG1.Ag.4.2] 
          Length = 419 
 
 Score =  120 bits (302), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 130/457 (28%), Positives = 208/457 (45%), Gaps = 71/457 (15%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L P K++ G + +P  KS+S+R L++ ++S G +VV NLL SED       LRT       
Sbjct: 3   LLPSKKVVGEIAVPPDKSISHRALMMCSMSSGVSVVHNLLESED------TLRTF----- 51 
 
Query: 69  ADKAAKRAVVVGCGGKF---------PVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGN 118 
                   ++   GG F          +   KE ++ L  GN+G   R +   ++  G   
Sbjct: 52  -------RIIGELGGNFRGGFDRMEISLASWKESLRPLDCGNSGTTARLMAGVLS--GKE 102 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADV----DCFLGTDCPPVRVNGIGGLPGGKVKL 174 
             +VL G   +  RP+  +V  LK++GA +    D  L     P+ + G G L G +  L 
Sbjct: 103 GFHVLFGDDSLSGRPMERVVRPLKEMGASISARQDSLL-----PMCITG-GKLSGSEHSL 156 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWD 232 
           S + S+Q  SA+L+A   A G   +       + P+   + T RL+   G K   S S   
Sbjct: 157 SVA-SAQVKSAILLAGIQAEGTTAV-------TEPHCSRDHTERLLRSMGAKI--SVSNK 206 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVL 291 
           R  ++  +    P    + GD SSA++ +A A +   G VT+   G    QG   F  +L 
Sbjct: 207 RVEVEKSELL--PIRFSIPGDVSSAAFPIALAVLHENGKVTIREVGLN--QGRTGFLRLL 262 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVAL---F 343 
             MGA +   E  V  + P  EP G        L  ++V  + +P +   L ++AL   F 
Sbjct: 263 IKMGADI---EMEVEESLP--EPVGTIVARSSRLIGVEVGSDLIPSMIDELPLIALAGVF 317 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 403 
           A+G T +R     R KE++R+        ++G  + E  D   +  P+++    +D+Y D 
Sbjct: 318 AEGTTTVRGAGELRKKESDRISVTVQNFRRIGVEILEHEDGFSVEGPQRITGGKVDSYGD 377 
 
Query: 404 HRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVL 439 
           HR+AM FSLA   +   V + +      +FP +F  L 
Sbjct: 378 HRIAMLFSLAGPLSREGVEVTNSNAVNVSFPGFFKTL 414 
 
 
>gb|EDZ39285.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospirillum sp. 
           Group II '5-way CG'] 
          Length = 454 
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 Score =  120 bits (301), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 131/454 (28%), Positives = 210/454 (46%), Gaps = 48/454 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
             +SGTV++PG KS+S+R L+L  ++ G TVV   L S+D    L A   LG+ +  + D 
Sbjct: 26  HRVSGTVRVPGDKSISHRSLILGGMASGKTVVTGFLPSDDCLRTLSAFSRLGVQIRQQQD 85 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           +        G  G       + +  L  GN+G A R +   +  AG +   V+ G   +R 
Sbjct: 86  ETVLELESPGLSGL-----QEPDSILDFGNSGTASRLMCGVL--AGTSFFTVMTGDDSLR 138 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  +V  L  +GA +D        P+ + G      G    +   S+Q  S++L+A  
Sbjct: 139 KRPMKRVVDPLGMMGAKIDGPGSGSRLPLAIRGTA--LKGISFFNAHKSAQVKSSVLLAG 196 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   +E  + L +  + E   RL+  FG K          Y        +    +V 
Sbjct: 197 LNASGSTTVE--EPLQTRDHTE---RLLPLFGGKVLREGLRTTVY----PSRLTGTALHV 247 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK----VTWTETSV 305 
            GD SSA++FLA   +T G ++T+EG G    +      +VLE M A+    +  T+ S+ 
Sbjct: 248 PGDFSSAAFFLALGLLTPGSSLTLEGVGLNPSR--TGLLQVLEAMKARSLRILPSTDPSL 305 
 
Query: 306 TVTGPPREPFGR-----KHLKAIDVNMNKMPDV---AMTLAVVALFADGPTAIRDVASWR 357 
                  EP+G        L+ IDV    +P++      LA  A  A G T IR  A  R 
Sbjct: 306 Q-----SEPYGNIQVGFSELEGIDVPPEWIPNIIDEIPILAACAACARGTTTIRGAAELR 360 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPD-YCI--ITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           VKE++R+  I + L  LG   +E PD + I  + P  +L    ID+ +DHR+AM+ ++   
Sbjct: 361 VKESDRIRGIVSALQVLGVPCKEFPDGFAIDGLGPDPRLTGGTIDSLNDHRIAMSMAVLG 420 
 
Query: 415 CAEVP----VTIRDPGCTRKTFPDYFDVLSTFVK 444 
            + +P    +TIR       +FP +  + +  V+ 
Sbjct: 421 -SRLPESEILTIRGTDFVSTSFPGFSKLFNQVVE 453 
 
 
>ref|ZP_04157452.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock3-17] 
 ref|ZP_04163100.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock1-4] 
 gb|EEM05081.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock1-4] 
 gb|EEM10790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus mycoides 
           Rock3-17] 
          Length = 434 
 
 Score =  120 bits (301), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 117/441 (26%), Positives = 202/441 (45%), Gaps = 39/441 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++  A+++G T +   L   D    +   R +G  VE  +    
Sbjct: 13  LRGTIRIPGDKSISHRAVMFGAIAQGKTTIKGFLPGADCLSTISCFREMG--VEISQNGD 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +V+G G    +E  +E   +  +GN+G  +R ++  +  A       + G   + +RP 
Sbjct: 71  EVIVMGKG----LEGLQEPKNVLDVGNSGTTIRLMSGIL--ANTPFHSCIQGDSSIGKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMA 189 
           +  +   L  + A +D        P+ + G      G +K     S   S+Q  SA+L+A 
Sbjct: 125 MKRVTNPLGLMRAKIDGREEGTFTPLTIRG------GSLKAIDYTSPVASAQVKSAILLA 178 
 
Query: 190 APLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
              A G   +       + P++  + T R++E FGV     D      I GGQK     + 
Sbjct: 179 GLTAKGVTTV-------TEPHISRDHTERMLEAFGVTVTREDKT--VKIAGGQKLIG-TD 228 
 
Query: 248 AYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++FL AGA +    + ++  G    +  +   +VL  MGAK+     +   
Sbjct: 229 IQVPGDVSSAAFFLVAGAVVPNSKLVLQNVGMNPTRTGI--IDVLTKMGAKLEIQPINKD 286 
 
Query: 307 VTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETE 362 
            + P          L+ I++  + +P +   + ++AL A   +G T I+D    +VKET  
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Sbjct: 287 ASEPAANITIETSSLQGIEIGGDIIPRLIDEIPIIALAATQAEGITVIKDAHELKVKETN 346 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEVPVT 421 
           R+  +  ELTKLGA +E   D  II     L    ++++ DHR+ M   +A + AE     
Sbjct: 347 RIDTVVAELTKLGARIEATDDGMIIYGKSSLKGNKVNSHGDHRIGMMLGIAGSIAEGKTV 406 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           + D      ++P +F  LS   
Sbjct: 407 LGDAEAVGVSYPTFFKELSKL 427 
 
 
>ref|YP_003640350.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermincola sp. JR] 
 gb|ADG82449.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermincola potens 
           JR] 
          Length = 428 
 
 Score =  120 bits (301), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 124/441 (28%), Positives = 206/441 (46%), Gaps = 32/441 (7%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ GT+ +PG KS+S+R +++ +L+EG T ++N L   D    +   R +G+ +  +K   
Sbjct: 10  KLRGTIAVPGDKSISHRAVMIGSLAEGPTRIENFLMGADCLSTIRCFRAMGIEISIEKD- 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               +VG G +   E       L +GN+G  +R +T  ++  G      + G   +R+RP 
Sbjct: 69  NIVTLVGKGLRGLQEPGD---ILDVGNSGTTIRLMTGILS--GQPFFSSVTGDESIRKRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  + + L ++GA +         P+ + G    P   V  S   S+Q  SA+L+A   A 
Sbjct: 124 MDRVTIPLTRMGAHIWGRENGRLAPLAIKGGELYPIDFV--SPVASAQVKSAVLLAGLFA 181 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   +E       +   + T R++  FG   E     +R  + G  +  + +   V GD 
Sbjct: 182 SGQTRVEE-----PVKSRDHTERMLRYFGADIEVE--GNRTTVTGFPEL-TGREVRVPGD 233 
 
Query: 254 ASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+ AG    G  + +   G    +  +   +VL  MG ++        V+G    
Sbjct: 234 ISSAAFFIVAGLTTPGSELMLREVGLNPTRDGI--IDVLRQMGGRIEILNER-EVSG--- 287 
 
Query: 313 EPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP G        L+ ++++   +P   D    LAV A  ADG T IRD A  +VKET R+ 
Sbjct: 288 EPVGDILVKSSLLRGVEIDGAIIPRLIDEIPVLAVAAAVADGETVIRDAAELKVKETNRI 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
             +  EL K G  V+E PD   I    KL     D++ DHR+AMA ++A   AE   TI  
Sbjct: 348 ATVTMELAKFGVEVDELPDGLRIKGGRKLQAAFCDSHGDHRIAMAMAVAGLVAEGETTID 407 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
               T  +FP++ ++L    + 
Sbjct: 408 GWEATDVSFPNFGELLEKIAR 428 
 
 
>ref|YP_001839953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira biflexa 
           serovar Patoc strain 'Patoc 1 (Paris)'] 
 ref|YP_001963580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira biflexa 
           serovar Patoc strain 'Patoc 1 (Ames)'] 
 sp|B0SM47.1|AROA_LEPBP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B0SDL8.1|AROA_LEPBA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABZ95002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira biflexa 
           serovar Patoc strain 'Patoc 1 (Ames)'] 
 gb|ABZ98677.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira biflexa 
           serovar Patoc strain 'Patoc 1 (Paris)'] 
          Length = 428 
 
 Score =  120 bits (301), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 127/453 (28%), Positives = 214/453 (47%), Gaps = 45/453 (9%) 
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Query: 8   VLQPIKEISGT--VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +LQP  +++    + +PG KS+S+R +L  ALS+G + +   L  ED  + L    ++GL 
Sbjct: 1   MLQPQIKLNAKNEIYVPGDKSISHRTVLFCALSQGKSEIHGFLEGEDPLHTLRCFESMGL 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNATYVL 123 
           SV +      +VV    GK  +   K    L  GNAG  +R L+A + A   G NAT  L 
Sbjct: 61  SVSSLGKGSYSVV--SPGKQNLNSPKG--VLDFGNAGTGIR-LSAGLLAGLPGMNAT--L 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSIS 179 
            G   + +RP+  ++  L+++GA V    G D  P+R+       G ++K    +S   S 
Sbjct: 114 TGDASLCKRPMARIMNPLQEMGASVISVEGNDRAPLRIE------GKQLKDYSYVSPIAS 167 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           +Q  SAL++AA LA  D+ IE  +  +S  + E  +R +   G    HS     F +K   
Sbjct: 168 AQIKSALVLAA-LA-SDISIEYKESEVSRDHTENMIRFLG--GTITHHSSV--HFTVKPP 221 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
             ++  K   + GD SSA++F+      GG+  + ++  G    +  +    VL+ MG K 
Sbjct: 222 YHFEGTKYV-IPGDISSAAFFIVFGLCVGGSEPLLIKNIGLNPSR--IGILTVLQNMGGK 278 
 
Query: 298 VTWTETSVTVTGPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
           +      V       E  G        LK   +  + +P   D    L +  LF++G    
Sbjct: 279 IEIIAKRVECG----EEIGDLLVYPSKLKRTVITEDLIPSIIDEIPILTIAGLFSEGGFQ 334 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I      R KE++R+ ++ + L +LG  V+E  D         +    I+T+ DHR+AM+ 
Sbjct: 335 ISHAEELRAKESDRIRSMVSNLERLGVKVKEVNDGYEFDEVGTIQNAKIETFMDHRIAMS 394 
 
Query: 410 FS-LAACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
           F+ L+  + V ++  D      +FP +F++L + 
Sbjct: 395 FAILSKLSGVSLSFDDTSWVDTSFPGFFEILKS 427 
 
 
>ref|YP_003809163.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfarculus baarsii 
           DSM 2075] 
 gb|ADK86569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Desulfarculus baarsii 
           DSM 2075] 
          Length = 421 
 
 Score =  120 bits (301), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 136/441 (30%), Positives = 205/441 (46%), Gaps = 38/441 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +  PG KS+S+R+ LL+ L++G   V     S D    L A+  LG  VE  +   
Sbjct: 2   KLVGQLTPPGDKSISHRLGLLSLLAQGRCEVGGFSPSADCASTLAAVAALGGGVE--RVG 59 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +R ++ G  G+      +    +  GN+G  MR L   +  AGG   +VLDG   +R RP 
Sbjct: 60  ERVILSGAAGRL-----RPGQTIDCGNSGTTMRFLMGLLAGAGGR--FVLDGDESLRGRP 112 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L+++GA V+C  G   PPV + G GGL GG+  L    S+Q  SALL+A   A 
Sbjct: 113 MERVAEPLRRMGARVECAAGGR-PPVIIQG-GGLRGGQFDLP-VASAQLKSALLLAGLQA 169 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   +   +   S  + E   RL+ ++G +    D        G    + P   +   D 
Sbjct: 170 DGPTTVN--EPAASRDHTE---RLLAQWGAQIRR-DGLSCTVWPG--LLRLPAQIWTPAD 221 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           AS+A++F  GAAI  G+  V   G    +  + +  VLE MG  V      V   G   E 
Sbjct: 222 ASAAAFFCCGAAILPGSRLVAQ-GVLLNENRLGWLRVLERMGGCV-----DVRRQGDDPE 275 
 
Query: 314 PFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P+G         L+A++V   ++    D A  LA+ A    G +  R V   RVKE++R+ 
Sbjct: 276 PWGDIGVEFSPELRAVEVGAAEIAAIIDEAPILALTASQCHGVSVFRQVGELRVKESDRL 335 
 
Query: 365 VAIRTELTKLGASVE-EGPDYCIITP-PEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
            AI  +L  LGA +  EG D  +  P P +L    + ++ DHR+AM   +A   A      
Sbjct: 336 AAIIGQLGALGADLRAEGDDLIVRGPTPLRLPDAPLKSFGDHRIAMVLRVAGLLAGGWPR 395 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
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           I D  C   + P + D L    
Sbjct: 396 IDDEACMAISHPAFNDDLRRL 416 
 
 
>ref|ZP_01156384.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanicola granulosus 
           HTCC2516] 
 gb|EAR51437.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanicola granulosus 
           HTCC2516] 
          Length = 451 
 
 Score =  120 bits (301), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 133/441 (30%), Positives = 203/441 (46%), Gaps = 34/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PG KS+S+R L+L AL+ G T +  LL+ EDV     A+R  G  +        
Sbjct: 18  LTGEAQVPGDKSISHRSLILGALAVGETTITGLLDGEDVLDTAAAMRAFGAEITEAGGVW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG     D  +      GN+G  +R +  ++      AT+  D    +R RP+ 
Sbjct: 78  TVHGVGTGGFAEPADVID-----CGNSGTGVRLIMGSMATTPITATFTGDA--SLRSRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLA 193 
           G +   L   GA      G   P   V     +P   V+ +  + S+Q  SA+L+A   A 
Sbjct: 131 GRVTDPLAAFGARAHGRQGGRLPLTLVGAADPVP---VRYAVPVPSAQVKSAVLLAGLNA 187 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            G  E  +I++  +  + E   R++  FG +    + +  R     GQ   SP+   V   
Sbjct: 188 PG--ETVVIEREATRDHTE---RMLAGFGARITTETTNEGRVITLTGQPELSPQTITVPR 242 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +  A +T G+ V V   G    +      E L  MGA +T+ E      G P 
Sbjct: 243 DPSSAAFPVCAALVTEGSDVLVPNIGLNPTR--AGLFETLRDMGADLTY-ENLREEGGEP 299 
 
Query: 312 ----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  F    L+ I+V   +   M D    L+VVA FA+G T +R V   RVKE++R+ 
Sbjct: 300 VADLRARFS-PDLRGIEVPPERAASMIDEYPVLSVVAAFAEGRTVMRGVKELRVKESDRI 358 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAF-SLAACAEVPV 420 
            A+   L   G  VEEG D+ I+T     +V     +++  DHR+AM+F  L   +  PV 
Sbjct: 359 DAMAQGLRAAGVEVEEGEDWWIVTGRGFGDVPGGVTVESRLDHRIAMSFLILGLASNRPV 418 
 
Query: 421 TIRDPGCTRKTFPDYFDVLST 441 
           T+ D      +FP  F+ L T 
Sbjct: 419 TVDDAAPIATSFP-VFEPLMT 438 
 
 
>ref|ZP_07836976.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermaerobacter 
           subterraneus DSM 13965] 
 gb|EFR61663.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermaerobacter 
           subterraneus DSM 13965] 
          Length = 560 
 
 Score =  120 bits (301), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 134/426 (31%), Positives = 201/426 (47%), Gaps = 45/426 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + ++P +++ GT+ +PG KS+++R  LLAA + G  V+D      D    L  L  LG++ 
Sbjct: 66  VRVRPARDLRGTLPVPGDKSIAHRAALLAAAAGGRVVLDRYAPGRDAASTLACLAALGVT 125 
 
Query: 67  VEADKAAKRAVVVG---CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           V    A  + V+ G    G + P         L  GN+G  MR L   + +    AT    
Sbjct: 126 VR-RPAPHQVVLEGPGIAGWQAPA------APLDAGNSGTTMRLLLGLLASRPFTATLTG 178 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QY 182 
           D    +  RP+  +V  L+++GA +    G    P+ + G GGL    +     ++S Q  
Sbjct: 179 DAS--LCRRPMDRVVEPLRRMGARISGREGGRRAPLTIRG-GGL--RAIHHDSPVASAQV 233 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            SA+L+A   A G   +   +  +S  + E   RL+  FGV  E         + GGQ   
Sbjct: 234 KSAILLAGLFAAGRTSVR--EPALSRDHTE---RLLPLFGVAVERDGPM--VAVDGGQVL 286 
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Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVT-- 299 
            +P+   + GD S+A+++LA A +  G+ +T++G G    +    F EVL+ MGA+V    
Sbjct: 287 AAPERLAIPGDPSAAAFYLAAALLCPGSRITLQGVGVNPTR--TGFLEVLQAMGARVRVE 344 
 
Query: 300 ---------WTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVAL 342 
                        S    G P EP          L+A+DV  + +P   D    LAV+A  
Sbjct: 345 AVRELQPGGGPAGSSATAGGPGEPVADLTAETSELRAVDVGGDLIPRLIDEIPILAVLAT 404 
 
Query: 343 FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            A G T IRD A  RVKET+R+ AI  EL +LGA V+E P    I  P  L    + +   
Sbjct: 405 QARGTTRIRDAAELRVKETDRLTAIAEELRRLGARVDEHPGGLDIHGPTPLRGAVVSSRG 464 
 
Query: 403 DHRMAM 408 
           DHRMAM 
Sbjct: 465 DHRMAM 470 
 
 
>ref|YP_004011289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodomicrobium 
           vannielii ATCC 17100] 
 gb|ADP70190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodomicrobium 
           vannielii ATCC 17100] 
          Length = 459 
 
 Score =  120 bits (300), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 132/436 (30%), Positives = 203/436 (46%), Gaps = 37/436 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PG KS+S+R L+L AL+EG T +  LL +ED+     AL  LG  VE D     
Sbjct: 19  LQGAVVVPGDKSISHRALILGALAEGRTRITGLLEAEDILCTARALEALGAGVERDADGA 78 
 
Query: 75  RAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             V   G GG   P  D      L  GN+G   R +   V  AG        G   +++R 
Sbjct: 79  WTVTGRGLGGLAAPAGD------LDFGNSGTGARLMMGVV--AGHPLAARFTGDASLQKR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMA 189 
           P+G ++  L+ +G  ++   G +  P+ + G G L    V +S  +   S+Q  SA+L+A 
Sbjct: 131 PMGRVLAPLQSMGLAIEEE-GRNTLPLTLVGTGDL----VPISYRLPVPSAQVKSAVLLA 185 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKN 247 
              A G  E  +I+   S  + E  LR    FG  +  E  +   R  ++G +  +     
Sbjct: 186 GLFASG--ETSVIESEKSRDHTEKMLRY---FGAEISVEPFEGGLRIALEGRRTLQGQPV 240 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           A V GD SSA++ +A A IT  + + V+       +    F E L  MGA +++ E     
Sbjct: 241 A-VPGDPSSAAFLVAAALITPASDILVKNVLVNPTR--TGFYETLAEMGADISF-ENERE 296 
 
Query: 307 VTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V+G P      +   L+ + V   + P   D    LA +A  A+G T +  +A  RVKE+ 
Sbjct: 297 VSGEPVADIRARTSELRGVTVPAARAPSMIDEYPMLAALATLAEGETLMEGLAELRVKES 356 
 
Query: 362 ERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAF-SLAACAEVP 419 
           +R+ A+   L   GA     G    ++  P+      I T+ DHR+AM+F  L    E P 
Sbjct: 357 DRLAAMVDGLVACGAIAHARGDTLTVLGLPKVRGGATIKTHMDHRIAMSFLVLGLATEEP 416 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           VT+ D      +FP++ 
Sbjct: 417 VTVDDASMIATSFPEF 432 
 
 
>ref|YP_003151076.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cryptobacterium 
           curtum DSM 15641] 
 gb|ACU94394.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cryptobacterium 
           curtum DSM 15641] 
          Length = 443 
 
 Score =  120 bits (300), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 125/458 (27%), Positives = 214/458 (46%), Gaps = 39/458 (8%) 
 
Query: 5   EEIVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E+V++P+   + GT  +PG KS+S+R +L +A++EGT+ V  +L+S DV   + A++ L 
Sbjct: 7   DELVIEPLAGPLLGTTSVPGDKSISHRSVLFSAMAEGTSQVSGVLDSGDVRSSIAAVQQL 66 
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Query: 64  GLSVEADKAAKRAV---VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           G  V  +K    ++   + G G   P +  +    L  GN+G   R L   +  A  +   
Sbjct: 67  GAQVALEKQVDGSLAGGITGWGSAGPTQPTR---ALDCGNSGTTARLLMGVL--APWDIA 121 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             LDG   +R RP+  +   L ++G       G++  PV   G   L       S   S+ 
Sbjct: 122 VTLDGDDSLRRRPMRRIYAPLMKMGVTF-TPAGSEGLPVTEKGSRHLKALSYD-SPMASA 179 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  +ALL+A   A G  E  + +   S  + E+   ++ +FGV+   + + +R     G  
Sbjct: 180 QLKTALLLAGLGAEG--ETRVCEPAASRNHTEL---MLPQFGVQ---TTAGERTASVIGP 231 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
              +    +V GD SSA++ +  A +     V +EG      +  + F   LE MGA V+ 
Sbjct: 232 CQLTASEVHVPGDPSSAAFIVCAAVLARDSAVQIEGVSLNPAR--IGFTRTLERMGADVS 289 
 
Query: 300 WTETSVTVTGPPREPFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
            T T ++     +EP+G       + L+  ++  +K+    D    LA+VA  A G T   
Sbjct: 290 ITRTGMS----GKEPYGIIEARWTEDLRGCEIPADKIASLVDEIPVLALVAAHAHGITVF 345 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASV-EEGPDYCIITPP--EKLNVTAIDTYDDHRMA 407 
           R V+  +VKE+ R+ A+   L +LG     EG D  I   P  +       D++ DHR+A 
Sbjct: 346 RQVSELKVKESNRLAAVIEGLGRLGVDAWNEGDDLYIEGQPSLQYPCDLVFDSHHDHRLA 405 
 
Query: 408 MAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           M ++L       PVT+      + ++P +   +   V+ 
Sbjct: 406 MTWALVGLTGPNPVTVTGFDSVKISYPGFLASMEGLVR 443 
 
 
>gb|EGC89612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eggerthella sp. HGA1] 
          Length = 442 
 
 Score =  120 bits (300), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 125/449 (27%), Positives = 204/449 (45%), Gaps = 35/449 (7%) 
 
Query: 4   AEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           A   V+ P+   + G+  +PG KS+S+R +L AA++EGT+ +  +L+SEDV   + A+   
Sbjct: 5   ANATVVNPLPAPLRGSASVPGDKSISHRAVLFAAMAEGTSRLSGVLDSEDVRSSIRAVGQ 64 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           LG  V  +K    ++  G  G      ++ E  +  GN+G  +R L   +  A  N     
Sbjct: 65  LGAQVSLEKQPDGSLAGGVTGWGAAGPSQPEAPIDCGNSGTTVRLLMGVL--APWNVRVE 122 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   ++ RP+  +   L ++GA  +   G +  P+ V G  GL       +   S+Q  
Sbjct: 123 LTGDDSLQRRPMRRITAPLMKMGARFEPE-GRETLPLTVCGSEGLRAITYD-APMASAQL 180 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            +A+L+A   A G   +         P    T  ++  FGV    + + DR     G    
Sbjct: 181 KTAVLLAGVYARGTTTLNEPS-----PSRNHTELMLPEFGVT---TTAADRTASVTGPAA 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                  V GD SSA++ +  A +    ++ VE     + +  + F   LE MGA ++   
Sbjct: 233 LRACEVQVPGDPSSAAFLVCAAVLKPDSSIQVENVSLNTAR--IGFTRTLERMGADISVR 290 
 
Query: 302 ETSVTVTGPPREPFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
            T        +EP+G        +L   +V  +K+    D    LA+VA  A G T  R+ 
Sbjct: 291 HTGAA----GKEPYGIVSACYTPNLHGCEVPADKIATIVDEVPVLALVAAHARGVTVFRE 346 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNV---TAIDTYDDHRMAM 408 
           V+  RVKET+R+ AI   L  LG     +G D  +   P  L V    A D+ +DHR+AM 
Sbjct: 347 VSELRVKETDRLAAIVEGLETLGVDAWIDGNDLFVEGQP-GLQVPVGAAFDSKNDHRLAM 405 
 
Query: 409 AFSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++LA  C   PV + +    + ++P +  
Sbjct: 406 TWALAGLCGNAPVEVENFDSVKISYPQFL 434 
 
 
>ref|ZP_01622155.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lyngbya sp. PCC 8106] 
 gb|EAW35794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lyngbya sp. PCC 8106] 
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          Length = 448 
 
 Score =  120 bits (300), Expect = 6e-25,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 200/437 (45%), Gaps = 27/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++++PG KS+S+R L+L AL+ GTT+++ LL   D          +G  + ++   K 
Sbjct: 28  LHGSIEIPGDKSISHRALMLGALATGTTIIEGLLLGADPRSTASCFSQMGAQI-SELNEK 86 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R  V G G G+     A     L  GN+G  +R L   + A+  +  + + G   +  RP 
Sbjct: 87  RVEVRGIGLGQLHEPTAV----LDAGNSGTTLR-LMLGILASHPDRFFTVTGDHSLVRRP 141 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPL 192 
           +  +V  L+++GA +    G    P+ + G    P   +     I+S Q  S +L+A  + 
Sbjct: 142 MDRVVKPLQEMGAMIWGREGGSFAPLAIQGQRLNP---IHYKSPIASAQVKSCVLLAGLM 198 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G  E  + +  +S  + E   R++  FG             + G    +  +   V G 
Sbjct: 199 AEG--ETTVTEPALSRDHSE---RMLRAFGATVTVDPETHSATVIGPATLQG-QPVVVPG 252 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L AGA I G  + ++  G    +  +   + LEMM A +   E    V G P 
Sbjct: 253 DISSAAFWLVAGAIIPGSELLIQNVGVNPTRTGI--LDALEMMEADIQL-ENQREVAGEP 309 
 
Query: 312 REPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 K+  LKA  +    +P   D    LAV A  A G T IRD    RVKE++R+   
Sbjct: 310 VADLRVKYSQLKACTLEGALIPRLIDEIPILAVAATSAQGTTIIRDAEELRVKESDRITV 369 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
           +  EL ++GA + E PD   I     L    +D+Y DHR+AM+ ++AA  A    TI    
Sbjct: 370 MAAELNRMGAKISELPDGMEIVGGTALTGAEVDSYTDHRIAMSLAIAALKASGKTTIGRA 429 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
                ++P +   L    
Sbjct: 430 EAASISYPQFTTTLQQI 446 
 
 
>ref|YP_001233179.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidiphilium cryptum 
           JF-5] 
 sp|A5FUH8.1|AROA_ACICJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ29260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidiphilium cryptum 
           JF-5] 
          Length = 445 
 
 Score =  119 bits (299), Expect = 7e-25,   Method: Compositional matrix adjust. 
 Identities = 133/442 (30%), Positives = 196/442 (44%), Gaps = 32/442 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE- 68 
           +P   ++GT+ +PG KS+S+R L+ A L+ G T +  LL  EDV     A+R LG +VE  
Sbjct: 13  RPATPLTGTITVPGDKSISHRALMFAGLAVGETRISGLLEGEDVLRTAAAMRALGATVER 72 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               A RA   G GG    +D      L +GN+G A R L   +  A  +   V+ G    
Sbjct: 73  TGPGAWRASGPGIGGLQSPDDV-----LDMGNSGTAARLLCGIL--ASHDIFAVMTGDAS 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+  ++  L   GA      G    P+ V G         +L  + S+Q  SALL+ 
Sbjct: 126 LRRRPMRRVIDPLGATGAVFAAREGGRL-PLSVRGAAEAMPLSYRLPVA-SAQVKSALLL 183 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKN 247 
           A   A G  EIE  +     P  + +  ++  FG + E +       I+  GQ      + 
Sbjct: 184 AGLNARGITEIEEPE-----PTRDHSENMLRHFGAEVEVAAHGTGKLIRLRGQPELRGAD 238 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++ +  A I  G+ VT+ G G   L+  +     L  MGA +      V  
Sbjct: 239 VVVPGDPSSAAFPIVAALIVPGSRVTIGGVGLNPLRTGLFL--TLREMGAAIEI----VN 292 
 
Query: 307 VTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
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                 EP G        L+A+DV   + P   D    LAV    A G + +R +A  RV 
Sbjct: 293 AREAGGEPVGDLIVTASDLRAVDVPAERAPSMIDEYPILAVACAMARGSSRLRGLAELRV 352 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAE 417 
           KE++R+ A    +T  G   +   D  II          + T+ DHR+AM A  +    E 
Sbjct: 353 KESDRLAATLAMITANGVKAQVDGDDLIIEGGGARGGATVATHMDHRLAMSALVMGLATE 412 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVL 439 
            PVTI D      +FP +  ++ 
Sbjct: 413 TPVTIDDARFIDTSFPGFLPLM 434 
 
 
>ref|ZP_03718009.1| hypothetical protein EUBHAL_03103 [Eubacterium hallii DSM 3353] 
 gb|EEG35068.1| hypothetical protein EUBHAL_03103 [Eubacterium hallii DSM 3353] 
          Length = 431 
 
 Score =  119 bits (299), Expect = 7e-25,   Method: Compositional matrix adjust. 
 Identities = 117/444 (26%), Positives = 198/444 (44%), Gaps = 52/444 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +PG KS+S+R ++  +LSEGTT +   L   D    +   R +G+S+E     + 
Sbjct: 10  LKGTLTVPGDKSISHRAIMFGSLSEGTTTIHGFLKGADCLSTIDCFRKMGISIE-----E 64 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +   +   GK     +K E  L +GN+G   R ++  +  AG +   VL G   +  RP+ 
Sbjct: 65  KDETIYVHGKGLHGLSKPEETLDVGNSGTTTRLISGIL--AGQDFDTVLSGDASLNSRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
           G ++  L  +GADV       C P+ + G                   L+A+   +P+A  
Sbjct: 123 GRIMKPLSMMGADVTSINNNGCAPLSIKG-----------------HTLNAIHYDSPVAS 165 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-----IKGGQKYKSP---- 245 
             V+  +   L++  Y E T  + E   +  +H++   R +       G     +P     
Sbjct: 166 AQVKSCV---LLAGLYAEGTTSVTEP-ALSRDHTERMLRSFGADIVSDGNTCTITPPETL 221 
 
Query: 246 --KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
             ++  V GD SSA++F+    IT    +T++  G    +  +   +V + MGA +T    
Sbjct: 222 HGQHIEVPGDISSAAFFIVAGLITPDSEITIKNVGINDTRAGI--LKVCQDMGADITLLN 279 
 
Query: 303 TSVTVTGPPREPFGR-KHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRV 358 
           T      P  +   +   L    V  + +P +   L V+AL   FA G T I+D    RV 
Sbjct: 280 TREEGGEPVADLLVKTSKLHGTVVEGSIIPTLIDELPVIALMACFAKGKTIIKDAHELRV 339 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEK-----LNVTAIDTYDDHRMAMAFSLA 413 
           KE++R+  +   LT + A V +  D  II    +     L+   I+   DHR+AM F++A 
Sbjct: 340 KESDRIAIMTENLTAMDADVIDTDDGFIINSRSEESIPVLHGAEINCSMDHRIAMTFAIA 399 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYF 436 
              A+    I D  C   ++P +F 
Sbjct: 400 GLNADGETMITDSDCVDVSYPGFF 423 
 
 
>ref|ZP_02073823.1| hypothetical protein CLOL250_00573 [Clostridium sp. L2-50] 
 gb|EDO58549.1| hypothetical protein CLOL250_00573 [Clostridium sp. L2-50] 
          Length = 397 
 
 Score =  119 bits (299), Expect = 7e-25,   Method: Compositional matrix adjust. 
 Identities = 113/425 (26%), Positives = 199/425 (46%), Gaps = 48/425 (11%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +L +L++G T V   LN  D    +   R +G++++ +      V++   G   ++  KE 
Sbjct: 1   MLGSLADGITEVHGFLNGADCISSMNCFREMGVTIDHNG---DTVIIHGKGLHGLQAPKE 57 
 
Query: 93  EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 152 
              L +GN+G   R L + + AA    + V+ G   +  RP+  ++  L  +GAD+     
Sbjct: 58  --TLDVGNSGTTTR-LMSGILAAQNFKSRVI-GDASICRRPMKRIMTPLSLMGADIVSEN 113 
 
Query: 153 GTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYV 211 
           G DC P+ + G    P   +     ++S Q  S +L+A   A  D E  + +  +S  +  
Sbjct: 114 GNDCAPLLITG---KPLHGIHYDSPVASAQVKSCILLAGLYA--DGETSVTEPYVSRNHT 168 
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Query: 212 EMTLRLMERFGVKAEHSDSW------DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 265 
           E+   + + FGV  + S +       D+ Y   GQK   P      GD SSA+YF+A    
Sbjct: 169 EL---MFDAFGVDIKTSGTTAIVKPADKLY---GQKIMIP------GDISSAAYFIAAGL 216 
 
Query: 266 IT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 324 
           IT    +T++  G  + +  +   EV++MMG  +T+          P EP     ++  D 
Sbjct: 217 ITPDSCITIKNVGINNTRDGI--LEVVKMMGGTITYDRLD-----QPGEPSADITVQTSD 269 
 
Query: 325 VN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
           +         + K+ D    +A++A FA G T I+D    +VKE+ R+  +   L+ +GA 
Sbjct: 270 LKGCVIQGSLIPKLIDEIPIIAIMACFAKGQTVIKDAQELKVKESNRIDVMVRNLSAMGA 329 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDY 435 
            +    D  II   + L+   ID++ DHR+AM+F++A   A+    I    C   ++P + 
Sbjct: 330 DITATDDGMIIHGGKPLHGAVIDSHLDHRIAMSFAIAGLNADGDTEILGSDCVNISYPTF 389 
 
Query: 436 FDVLS 440 
           +  L+ 
Sbjct: 390 YQDLA 394 
 
 
>ref|ZP_04433066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus coagulans 
           36D1] 
 gb|EEN90822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus coagulans 
           36D1] 
          Length = 427 
 
 Score =  119 bits (299), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 123/439 (28%), Positives = 214/439 (48%), Gaps = 32/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+K+PG KS+S+R ++ AA++ G T+V+N L   D    +   + + + +E D     
Sbjct: 11  LKGTIKVPGDKSISHRSVMFAAVARGKTMVENFLPGADCLSTIHCFQQMSVPIERD--GT 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R V+ G G       A+ E  L  GN+G   R +   +  AG     V+ G   + +RP+ 
Sbjct: 69  RVVIAGKGWDGL---AEPETVLDTGNSGTTTRLMLGLL--AGRPFHSVIAGDESIAKRPM 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L ++GA +D  +G +  P+ + G G L G + +L  + S+Q  SALL+A   A  
Sbjct: 124 QRVTKPLCEMGAHIDGRMGGNFTPLSIRG-GALQGIEYRLPVA-SAQVKSALLLAGLQAD 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   +         P  + T R++  FG   E         ++GG  +       V GD  
Sbjct: 182 GTTIVHEPQ-----PTRDHTERMIRAFG--GEVRTEGRTISVRGGTVFHG-TEIVVPGDI 233 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++F+A A++  G+ + +   G    +  +   +VL+ MGA +   ET     G   E 
Sbjct: 234 SSAAFFMAAASLVPGSEIVLPDVGLNPTRAGI--IDVLKQMGADMEVIETHAPSDG---E 288 
 
Query: 314 PFGR-----KHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMV 365 
             G        L+ +++    +P +   + ++AL A   +G T I+D A  +VKET R+  
Sbjct: 289 QTGTLVIRPAALQGVEIGGGLIPRLIDEIPIIALLATQAEGRTVIKDAAELKVKETNRID 348 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRD 424 
            +  EL KLGA +E   D  II  P +L+   ++++ DHR+ M  ++A+  A+  V ++  
Sbjct: 349 TVVRELKKLGAHIEATADGMIIEGPCRLSGGTVESHGDHRIGMMLAVASLVAKDAVCLKG 408 
 
Query: 425 PGCTRKTFPDYFDVLSTFV 443 
                 ++P +FD L + + 
Sbjct: 409 AEAIAVSYPQFFDDLKSVL 427 
 
 
>ref|ZP_06514727.1| LOW QUALITY PROTEIN: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Mycobacterium tuberculosis EAS054] 
 gb|EFD63365.1| LOW QUALITY PROTEIN: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Mycobacterium tuberculosis EAS054] 
          Length = 374 
 
 Score =  119 bits (298), Expect = 8e-25,   Method: Compositional matrix adjust. 
 Identities = 99/330 (30%), Positives = 161/330 (48%), Gaps = 18/330 (5%) 
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Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G+     DG  + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V +   
Sbjct: 33  GSVPVTFDGDQQARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDA 88 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           S SSQ++S LL++A      + ++     L S P++ MT  ++ + GV  + S   +R+  
Sbjct: 89  SASSQFVSGLLLSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQ 147 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++ G    + +   +E D ++A  FL+ A ++GGTV + G    S+Q       +L  +  
Sbjct: 148 VRPGPV--AARRWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLN 205 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DV 353 
           A V   ++S+ V GP             DV++  + ++  ++A +A  A   +  R   + 
Sbjct: 206 AVVIHADSSLEVRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGI 258 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           A  R  ET+R+ A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++  
Sbjct: 259 AHLRGHETDRLAALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAGAII 317 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                 V + D   T KT P++  + +  V 
Sbjct: 318 GLRVAGVEVDDIAATTKTLPEFPRLWAEMV 347 
 
 
>ref|ZP_07774219.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens WH6] 
 gb|EFQ64983.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens WH6] 
          Length = 748 
 
 Score =  119 bits (298), Expect = 9e-25,   Method: Compositional matrix adjust. 
 Identities = 124/441 (28%), Positives = 208/441 (47%), Gaps = 35/441 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
            V  P   +SG +++PG KS+S+R ++L +L+EG T V+  L  ED    L A R +G+  
Sbjct: 316 FVANPGGVLSGRIRVPGDKSISHRSIMLGSLAEGVTEVEGFLEGEDALATLQAFRDMGVV 375 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E     +  V +   G   ++ A   +  +LGN+G +MR L+  + A   N   VL G  
Sbjct: 376 IEGPHHGR--VTIHGVGLHGLKAAPGPI--YLGNSGTSMRLLSGLLAAQ--NFDSVLTGD 429 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
             + +RP+  +   L+++GA ++   G +  PP+ + G   L G    L  + S+Q  S  
Sbjct: 430 ASLSKRPMNRVAKPLREMGAVIET--GPEGRPPLTIRGGQSLTGMTYALPMA-SAQVKSC 486 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+A   A G   +         P  + T R++  FG     + +     ++ G    +  
Sbjct: 487 LLLAGLYAKGTTAVT-----EPAPTRDHTERMLRGFGCPVAINGATA--SVESGHVLTA- 538 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SS+++FL  A+I  G+ + +E  G    +  V   ++L +MGA +T  E   
Sbjct: 539 THIEVPGDISSSAFFLVAASIAEGSELLLEHVGINPTRTGV--IDILRLMGADITL-ENQ 595 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASW 356 
             V G   EP     ++A  +   ++P+  + LA        V A  A+G T +R      
Sbjct: 596 REVGG---EPVADLRVRAAGLKGIEIPEALVPLAIDEFPVLFVAAACAEGRTVLRGAEEL 652 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC- 415 
           RVKE++R+  +   L  LG   E      II     +    +  + DHR+AMAFS+A+   
Sbjct: 653 RVKESDRIQVMADGLLALGVKCEP-TPDGIIIDGGPIGGGDVHAHGDHRIAMAFSVASLR 711 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYF 436 
           A  P+ I D      +FP++  
Sbjct: 712 ATAPIRIHDCANVATSFPNFL 732 
 
 
>ref|ZP_03430112.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis EAS054] 
          Length = 350 
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 Score =  119 bits (298), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 99/330 (30%), Positives = 161/330 (48%), Gaps = 18/330 (5%) 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G+     DG  + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V +   
Sbjct: 9   GSVPVTFDGDQQARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDA 64 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           S SSQ++S LL++A      + ++     L S P++ MT  ++ + GV  + S   +R+  
Sbjct: 65  SASSQFVSGLLLSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQ 123 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++ G    + +   +E D ++A  FL+ A ++GGTV + G    S+Q       +L  +  
Sbjct: 124 VRPGPV--AARRWDIEPDLTNAVAFLSAAVVSGGTVRITGWPRVSVQPADHILAILRQLN 181 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR--DV 353 
           A V   ++S+ V GP             DV++  + ++  ++A +A  A   +  R   + 
Sbjct: 182 AVVIHADSSLEVRGP-------TGYDGFDVDLRAVGELTPSVAALAALASPGSVSRLSGI 234 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           A  R  ET+R+ A+ TE+ +LG +  E PD  +IT    L       Y DHRMAMA ++  
Sbjct: 235 AHLRGHETDRLAALSTEINRLGGTCRETPDGLVIT-ATPLRPGIWRAYADHRMAMAGAII 293 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
                 V + D   T KT P++  + +  V 
Sbjct: 294 GLRVAGVEVDDIAATTKTLPEFPRLWAEMV 323 
 
 
>ref|YP_393384.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurimonas 
           denitrificans DSM 1251] 
 sp|Q30S82.1|AROA_SULDN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB44149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurimonas 
           denitrificans DSM 1251] 
          Length = 428 
 
 Score =  119 bits (297), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 205/437 (46%), Gaps = 40/437 (9%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T ++   KS+S+R  + A L++GT+ + N L +ED    L  ++ LG +++ D        
Sbjct: 16  TSEIASDKSISHRCAMFAMLADGTSQITNFLRAEDTMNSLKIVKNLGATIDDD------- 68 
 
Query: 78  VVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             G   K   +  KE  ++   GN+G  MR     +++A G+  +VL G   +R RP+   
Sbjct: 69  --GETIKISSDGIKESSEVLDCGNSGTGMRLFCGLLSSADGH--FVLSGDEYLRRRPMKR 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           +   L+ +GA +D     D  P+ + G   L     + S   S+Q  SA+++AA  A  D 
Sbjct: 125 ITAPLRDIGAKLDGRENGDLAPLSIRG-ASLKAFNYE-SKIASAQVKSAMILAALRA--D 180 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
            E    +  +S  + E   R+++  G + E      +  IK  +K  SP    V  D SS 
Sbjct: 181 GECSFSEPELSRDHTE---RMLKGMGAEIEVEGLITK--IKPMKKLLSPLKIRVPADPSS 235 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A +F   AAIT    V +EG      +  ++  + LE MGA + +  T         EP  
Sbjct: 236 AFFFAVAAAITPNSNVVLEGVTLNPTR--IEAFKALERMGADIRYEATENIY-----EPI 288 
 
Query: 316 GRKH-----LKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G  H     LKAI V  N++ + D    L++    ADG + +++    RVKE++R+  +  
Sbjct: 289 GNIHVKYAPLKAITVEDNISWLIDELPALSIAFACADGVSIVKNAQELRVKESDRISTVV 348 
 
Query: 369 TELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             L   G  V+E  D Y +      L    ID++ DHR+AM+F +A      + + D  C 
Sbjct: 349 NGLKACGIEVDEVHDGYSV--KGGVLKEAKIDSHGDHRIAMSFIIAGVT-CGMRVDDIAC 405 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              +FP++F++L    K 
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Sbjct: 406 INTSFPNFFELLKKITK 422 
 
 
>ref|ZP_00055501.2| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Magnetospirillum magnetotacticum MS-1] 
          Length = 445 
 
 Score =  119 bits (297), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 126/439 (28%), Positives = 205/439 (46%), Gaps = 31/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-KAA 73 
           ++G+ ++PG KS+S+R L+L AL+ G +VV  LL  +DV      +R LG  VE     + 
Sbjct: 15  LAGSARVPGDKSISHRALMLGALAVGESVVTGLLEGDDVLRTAACMRALGAEVERQADGS 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R    G GG     D      L +GN+G   R L   V        +  DG   +R RP 
Sbjct: 75  WRLFGRGVGGLMEPADI-----LDMGNSGTGARLLMGLVATHPFTCFFTGDG--SLRSRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           +  ++  L ++GA    F+  D    P+ V G         +L  + S+Q  SA+++A   
Sbjct: 128 MRRVIEPLSRMGAR---FVSRDGGRLPLAVTGTSQPTPITYELPVA-SAQVKSAIMLAGL 183 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              G  E  +I++  +  + E+ LR    FG  V+ E ++   R     G    + +    
Sbjct: 184 NTAG--ETTVIEREATRDHTELMLR---NFGATVRVEDAEGGGRAVTVVGFPELTGRPVV 238 
 
Query: 250 VEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V  D SSA++  +A   + G  + + G GT  L+  + +  +LE MGA + +         
Sbjct: 239 VPADPSSAAFPVVAALLVEGSEIRLPGVGTNPLRTGL-YQTLLE-MGADIRFDNPRDQAG 296 
 
Query: 309 GPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P  +   R   LK +DV   + P   D    LAV A FA+G T +R +A  RVKE++R+ 
Sbjct: 297 EPVADLVVRASRLKGVDVPAERAPSMIDEYPILAVAAAFAEGTTRMRGLAELRVKESDRL 356 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEV-PVT 421 
            A+   L   G +VEE  D  I+    ++      + T+ DHR+AM+F +   A   PV  
Sbjct: 357 AAMARGLAACGVAVEEEKDSLIVHGTGRIPDGDATVTTHFDHRIAMSFLVMGMASARPVA 416 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           + D      +FP + ++++ 
Sbjct: 417 VDDAEAIETSFPIFVELMN 435 
 
 
>dbj|BAJ79378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidiphilium 
           multivorum AIU301] 
          Length = 445 
 
 Score =  119 bits (297), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 133/442 (30%), Positives = 196/442 (44%), Gaps = 32/442 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE- 68 
           +P   ++GT+ +PG KS+S+R L+ A L+ G T +  LL  EDV     A+R LG +VE  
Sbjct: 13  RPATPLTGTITVPGDKSISHRALMFAGLAVGETRISGLLEGEDVLRTAAAMRALGATVER 72 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               A RA   G GG    +D      L +GN+G A R L   +  A  +   V+ G    
Sbjct: 73  TGPGAWRASGPGIGGLQSPDDV-----LDMGNSGTAARLLCGIL--ASHDIFAVMTGDAS 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+  ++  L   GA      G    P+ V G         +L  + S+Q  SALL+ 
Sbjct: 126 LRRRPMRRVIDPLGATGAVFAAREGGRL-PLSVRGAAEAMPLSYRLPVA-SAQVKSALLL 183 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKN 247 
           A   A G  EIE  +     P  + +  ++  FG + E +       I+  GQ      + 
Sbjct: 184 AGLNARGITEIEEPE-----PTRDHSENMLRYFGAEVEVATHGTGKLIRLRGQPELRGAD 238 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA++ +  A I  G+ VT+ G G   L+  +     L  MGA +      V  
Sbjct: 239 VVVPGDPSSAAFPIVAALIVPGSRVTIGGVGLNPLRTGLFL--TLREMGAAIEI----VN 292 
 
Query: 307 VTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
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                 EP G        L+A+DV   + P   D    LAV    A G + +R +A  RV 
Sbjct: 293 AREAGGEPVGDLIVTASDLRAVDVPAERAPSMIDEYPILAVACAMARGSSRLRGLAELRV 352 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAE 417 
           KE++R+ A    +T  G   +   D  II          + T+ DHR+AM A  +    E 
Sbjct: 353 KESDRLAATLAMITANGVKAQVDGDDLIIEGGGARGGATVATHMDHRLAMSALVMGLATE 412 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVL 439 
            PVTI D      +FP +  ++ 
Sbjct: 413 TPVTIDDARFIDTSFPGFLPLM 434 
 
 
>ref|XP_001619008.1| hypothetical protein NEMVEDRAFT_v1g75553 [Nematostella vectensis] 
 gb|EDO26908.1| predicted protein [Nematostella vectensis] 
          Length = 215 
 
 Score =  118 bits (296), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 74/212 (34%), Positives = 120/212 (56%), Gaps = 7/212 (3%) 
 
Query: 98  LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 157 
           +G+AG AMR LTA  +   G    +L G  RM+ RPI  LV  LK LGA++        P 
Sbjct: 9   IGHAGTAMRFLTAYFSVKEGREV-ILTGSERMQNRPIEILVDALKSLGAEIHYKEKIGYP 67 
 
Query: 158 PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 217 
           P+++ G   L    V+++G++SSQY+SAL++ A      +++E+  K+ S+PY+ MTL+L 
Sbjct: 68  PIKIKG-KQLLKDSVQINGNVSSQYISALMLIAASLPNGLQLELQGKITSVPYINMTLKL 126 
 
Query: 218 MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT--GGTVTVEG 275 
           ++  G++A   +S  +  I+   K +  K   VE D SSASYF +  A++  G +VT+   
Sbjct: 127 LQEIGIEAGFCNS--KIVIQPFVK-EVAKKIVVESDWSSASYFYSIIALSNIGSSVTLSS 183 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
               SLQGD    ++ +  G +  + E S+ + 
Sbjct: 184 YKKNSLQGDSCLVKIYQHFGVETVFVENSIVL 215 
 
 
>sp|Q9WYI0.1|AROA_THEMA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAD35431.1|AE001715_7 3-phosphoshikimate-1-carboxyvinyltransferase [Thermotoga maritima 
           MSB8] 
          Length = 410 
 
 Score =  118 bits (296), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 121/442 (27%), Positives = 200/442 (45%), Gaps = 52/442 (11%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 78 
           + +P  KS+++R L+L+AL+E  + + NLL   D       L  LG   E D    +    
Sbjct: 2   LSVPPDKSITHRALILSALAETESTLYNLLRCLDTERTHDILEKLGTRFEGDWEKMKV-- 59 
 
Query: 79  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                 FP   A+    LF GN+G   R ++  +  A      VL G P +  RP+  ++ 
Sbjct: 60  ------FPKPFAEPIEPLFCGNSGTTTRLMSGVL--ASYEMFTVLYGDPSLSRRPMRRVI 111 
 
Query: 139 VGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
             L+ +GA          P  ++ N + G+   K  ++   S+Q  SA+L+A   A G   
Sbjct: 112 EPLEMMGARFMARQNNYLPMAIKGNHLSGI-SYKTPVA---SAQVKSAVLLAGLRASG-- 165 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-----AYVEG 252 
              +I+   S  + E   R+++  GV  E         ++G +    P         V G 
Sbjct: 166 RTIVIEPAKSRDHTE---RMLKNLGVPVE---------VEGTRVVLEPATFRGFTMKVPG 213 
 
Query: 253 DASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++F+  GA      +TV   G    +      EV+++MGA + W  T   +     
Sbjct: 214 DISSAAFFVVLGAIHPNARITVTDVGLNPTR--TGLLEVMKLMGANLEWEITEENL---- 267 
 
Query: 312 REPFG------RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKETE 362 
            EP G        +LK + V  + +P +   L +VAL   FA+G T +R+    R KE++ 
Sbjct: 268 -EPIGTVRVETSPNLKGVVVPEHLVPLMIDELPLVALLGVFAEGETVVRNAEELRKKESD 326 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
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           R+  +     +LG  +EE  D   I   + +   ++D   DHRMAM FS+A   +E  V  
Sbjct: 327 RIRVLVENFKRLGVEIEEFKDGFKIVGKQSIKGGSVDPEGDHRMAMLFSIAGLVSEEGVD 386 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFV 443 
           ++D  C   +FP+++++L   V 
Sbjct: 387 VKDHECVAVSFPNFYELLERVV 408 
 
 
>ref|ZP_05853789.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blautia hansenii DSM 
           20583] 
 gb|EEX22710.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Blautia hansenii DSM 
           20583] 
          Length = 426 
 
 Score =  118 bits (296), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 120/433 (27%), Positives = 198/433 (45%), Gaps = 35/433 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++L AL++GTT V N L   D    +     +G+ +E  +    
Sbjct: 9   LRGELAVPGDKSISHRAVMLGALAKGTTSVTNFLKGADCLSTISCFEKMGIEIE--QLPS 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G      +A E + L  GN+G   R L+  +  AG      L G   +++RP+ 
Sbjct: 67  EILIHGKG--LHGLNAPETI-LDAGNSGTTTRLLSGIL--AGQAFCTTLTGDASIQKRPM 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK-LSGSISSQYLSALLMAAPLA 193 
             ++  L Q+G  ++      C P+++ G    P   +  LS   S+Q  S +L+A   A 
Sbjct: 122 TRIITPLSQMGGKIESLSDNGCAPLKITG---HPLKPIHYLSPVSSAQVKSCVLLAGMYA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D   ++ +  +S  + E+ LR    FG       +        G      +N  V GD 
Sbjct: 179 --DGITKVTEPYLSRNHSELMLR---SFGADVISEGTTAAIT---GNPVLEGQNVIVPGD 230 
 
Query: 254 ASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA+YF+A G  I G  + ++  G    +  +   +V   MGA +             + 
Sbjct: 231 ISSAAYFIAAGLLIPGSEILIKDVGINPTRDGI--LKVCADMGADIQLLNKREY----GK 284 
 
Query: 313 EPFGR---KH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           EP      KH  LKA  +    +P   D    LAV+A FA G T IRD    +VKE+ R+ 
Sbjct: 285 EPVADILVKHSELKATVIEGALIPTLIDELPMLAVMAAFAQGTTVIRDAQELKVKESNRL 344 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
             I   L+ +GA +    D   I   + L    +D+Y DHR+AM+F++A   A+    I  
Sbjct: 345 DIIVQHLSAMGADIIPTEDGMEIHGGKPLKGAVLDSYMDHRIAMSFAVAGMAADGETEIL 404 
 
Query: 424 DPGCTRKTFPDYF 436 
           +  C   ++P+++ 
Sbjct: 405 NASCVDISYPEFY 417 
 
 
>ref|YP_002530500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus Q1] 
 gb|ACM13211.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus Q1] 
          Length = 399 
 
 Score =  118 bits (295), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 118/427 (27%), Positives = 196/427 (45%), Gaps = 43/427 (10%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +  A++EG T +   L   D    +   + +G+ +  +       VVG G    +E  +E 
Sbjct: 1   MFGAIAEGKTTIKGFLPGADCLSTISCFKEMGVDIVQN--GDEVTVVGKG----LEGLQE 54 
 
Query: 93  -EVQLFLGNAGIAMRSLTAAVTAAGGNATYV--LDGVPRMRERPIGDLVVGLKQLGADVD 149 
            +  L +GN+G  +R ++  +     N  +   + G   + +RP+  +   LKQ+GA++D 
Sbjct: 55  PKAVLDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAKRPMKRVTNPLKQMGANID 110 
 
Query: 150 CFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAAPLALGDVEIEIIDKL 205 
                   P+ + G      G +K     S   S+Q  SA+L+A   A G   +       
Sbjct: 111 GREEGTFTPLTIRG------GDLKAIEYTSPVASAQVKSAILLAGLRAEGVTAV------ 158 
 
Query: 206 ISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-A 262 
            + P++  + T R++E FGVK        +  + GGQK  +  +  V GD SSA++FL A 
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Sbjct: 159 -TEPHISRDHTERMLEAFGVKVTREGKTVK--LAGGQKL-TATDVQVPGDVSSAAFFLVA 214 
 
Query: 263 GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLK 321 
           GA I    + ++  G    +  +   +VLE M A  T    +   + P          LK 
Sbjct: 215 GAIIPNSKLVLQNVGMNPTRTGI--IDVLEKMDATFTVEPINEGASEPAANITIETSSLK 272 
 
Query: 322 AIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
            I++  + +P +   + V+AL A   +G T I+D    +VKET R+  +  ELTKLGA + 
Sbjct: 273 GIEIGGDIIPRLIDEIPVIALAATQAEGITVIKDAHELKVKETNRIDTVVAELTKLGARI 332 
 
Query: 379 EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFD 437 
           E   D  II     L    +++Y DHR+ M  ++A C AE   TI D      ++P +F+ 
Sbjct: 333 EATDDGMIIYGKSALKGNTVNSYGDHRIGMMLAIAGCLAEGKTTIEDAEAVGVSYPTFFE 392 
 
Query: 438 VLSTFVK 444 
            L    K 
Sbjct: 393 ELQRLTK 399 
 
 
>ref|ZP_06392147.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dethiosulfovibrio 
           peptidovorans DSM 11002] 
 gb|EFC91088.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dethiosulfovibrio 
           peptidovorans DSM 11002] 
          Length = 427 
 
 Score =  118 bits (295), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 132/442 (29%), Positives = 197/442 (44%), Gaps = 44/442 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + I+G +++PG KS+S+R+ +L ALS     V N  +  D    L  +  LG SVE  +  
Sbjct: 3   RSINGRIEVPGDKSISHRVGILGALSSRGIEVTNFSSGADCASTLDCVEKLGCSVE--RH 60 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             R  V    G      A+    L  GN+G   R L   +    G  + VL G   ++ R 
Sbjct: 61  GDRVKVARGEGI-----AEASRTLDAGNSGTTARLLCGLLAGVPGTFS-VLTGDDSLQRR 114 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L+ LGA +D   G    P+ + G   L GG+  L  + S+Q  SALL+A    
Sbjct: 115 PMSRIVDPLRVLGARIDGRDGGKRLPLSIRGTR-LTGGQYVLPMA-SAQVKSALLLAGLS 172 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY----IKGGQKYKSPKNA 248 
           A G V +     +  +P  + T  ++E  GV           Y    + GG  ++ P    
Sbjct: 173 AQGSVTV-----VEPLPTRDHTEIMLEHLGVPIRRDGDSVTVYPFDDLPGG-SWRVP--- 223 
 
Query: 249 YVEGDASSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
              GD SSA++++  AAI +  +V + G G    +      EVL  MG   +    S    
Sbjct: 224 ---GDFSSAAFWIVAAAICSDSSVRLSGVGLNPTR--TGLLEVLRSMGLDCSVENESAQG 278 
 
Query: 308 TGPPREPFG---------RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
                EP G         R      D+ +  M D    LAV A  A+G T IR     RV 
Sbjct: 279 G----EPVGDLIVRSSSLRSVSVGSDM-VPSMVDELPLLAVAATQAEGTTEIRGAGELRV 333 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           KE +R+ A+   L  +GA + E  D   I   +KL    +D+  DHR+AMA ++A   A+ 
Sbjct: 334 KECDRIAAVAEGLRAMGADITEHDDGWTIPGSQKLRGARVDSRGDHRIAMAMAVAGLAAD 393 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVL 439 
            PV I    C   ++P++F  L 
Sbjct: 394 GPVEILGSDCVSISYPEFFSQL 415 
 
 
>ref|ZP_02142005.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter litoralis 
           Och 149] 
 gb|EDQ16389.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter litoralis 
           Och 149] 
          Length = 441 
 
 Score =  118 bits (295), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 130/434 (29%), Positives = 200/434 (46%), Gaps = 30/434 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           ++G  ++PG KS+S+R L+L ALS G T +  LL  +DV     A+R  G +V      + 
Sbjct: 9   LTGEARVPGDKSISHRSLILGALSVGETRISGLLEGQDVLDTAKAMRAFGATVTDHGGGE 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G  +R +  A+  +  +AT+  D    +  RP 
Sbjct: 69  WSVYGVGVGGF-----AEPDGVIDCGNSGTGVRLIMGAMATSPISATFTGDA--SLNGRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V     +P   V  +  + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGAQSHGRQGGRLPMTLVGAADPVP---VTYTVPVPSAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+   +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 179 APG--QTVVIEAEATRDHTE---RMLAGFGAEISVEDTDEGRVITLTGQPELKPQKIDVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V V G G    +        L  MGA +T+    V    P 
Sbjct: 234 RDPSSAAFPVCAALIVPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTYENERVEGGEP 291 
 
Query: 311 PREPFGR--KHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             +   R    L  I+V       M D    L+VVA FA G T +R V   RVKE++R+  
Sbjct: 292 VADLRARFSPDLTGIEVPPARAASMIDEYPVLSVVASFARGDTVMRGVKELRVKESDRID 351 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAF-SLAACAEVPVT 421 
           A+ + L   G +VE+GPD+ I+T     NV    T   + DHR+AM+F  L    + PV  
Sbjct: 352 AMASGLRANGVAVEDGPDWWIVTGQGHGNVAGGATCASFLDHRIAMSFLVLGMATQKPVK 411 
 
Query: 422 IRDPGCTRKTFPDY 435 
           + D G    +FP + 
Sbjct: 412 VDDAGPIATSFPIF 425 
 
 
>ref|ZP_07946765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eggerthella sp. 
           1_3_56FAA] 
 gb|EFV34237.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eggerthella sp. 
           1_3_56FAA] 
          Length = 442 
 
 Score =  117 bits (294), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 124/449 (27%), Positives = 204/449 (45%), Gaps = 35/449 (7%) 
 
Query: 4   AEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           A   V+ P+   + G+  +PG KS+S+R +L AA++EGT+ +  +L+SEDV   + A+   
Sbjct: 5   ANATVVNPLPAPLRGSASVPGDKSISHRAVLFAAMAEGTSRLSGVLDSEDVRSSIRAVGQ 64 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           LG  V  +K    ++  G  G      ++ E  +  GN+G  +R L   +  A  +     
Sbjct: 65  LGAQVSLEKQPDGSLAGGVTGWGAAGPSQPEAPIDCGNSGTTVRLLMGVL--APWSVRVE 122 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   ++ RP+  +   L ++GA  +   G +  P+ V G  GL       +   S+Q  
Sbjct: 123 LTGDDSLQRRPMRRITAPLMKMGARFEPE-GRETLPLTVCGSEGLRAITYD-APMASAQL 180 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            +A+L+A   A G   +         P    T  ++  FGV    + + DR     G    
Sbjct: 181 KTAVLLAGVYARGTTTLNEPS-----PSRNHTELMLPEFGVT---TTAADRTASVTGPAA 232 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                  V GD SSA++ +  A +    ++ VE     + +  + F   LE MGA ++   
Sbjct: 233 LRACEVQVPGDPSSAAFLVCAAVLKPDSSIQVENVSLNTAR--IGFTRTLERMGADISVR 290 
 
Query: 302 ETSVTVTGPPREPFG------RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
            T        +EP+G        +L   +V  +K+    D    LA+VA  A G T  R+ 
Sbjct: 291 HTGAA----GKEPYGIVSACYTPNLHGCEVPADKIATIVDEVPVLALVAAHARGVTVFRE 346 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNV---TAIDTYDDHRMAM 408 
           V+  RVKET+R+ AI   L  LG     +G D  +   P  L V    A D+ +DHR+AM 
Sbjct: 347 VSELRVKETDRLAAIVEGLETLGVDAWIDGNDLFVEGQP-GLQVPVGAAFDSKNDHRLAM 405 
 
Query: 409 AFSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++LA  C   PV + +    + ++P +  
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Sbjct: 406 TWALAGLCGNAPVEVENFDSVKISYPQFL 434 
 
 
>ref|ZP_04783741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Weissella 
           paramesenteroides ATCC 33313] 
 gb|EER74176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Weissella 
           paramesenteroides ATCC 33313] 
          Length = 430 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 123/450 (27%), Positives = 211/450 (46%), Gaps = 48/450 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ GT+ +PG KS+S+R ++L +++ G T V +LL+SEDV   + A+  LG++   +   
Sbjct: 11  KQLRGTLTMPGDKSISHRAVMLGSIASGDTRVQHLLDSEDVRRTVTAMSNLGVTFSTENH 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA-------AVTAAGGNATYVLDG 125 
                 +   GK   E  + +  L +GN+G   R L         A+T  G N+       
Sbjct: 71  D-----LIIHGKSLNELVEPKQMLDMGNSGTTARLLMGLLANQPFAITFRGDNS------ 119 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP   ++  L+ +G  V      D  PV   G   L G   +L  + S+Q  SA 
Sbjct: 120 ---LSKRPFARVIKPLRAMG--VSYVSKNDHLPVTKLGTRYLEGLVYELPVA-SAQVKSA 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +++AA  A    +  II+ + +  + E   R++  FGV  +   +  +      Q +    
Sbjct: 174 IILAALQA--KSQTTIIEPIATRDHTE---RMLAAFGVMVKREGNQIKI---APQTHLKA 225 
 
Query: 246 KNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
               V GD SSA+++L AG  +    +T++  G    +  +    +L+ MGA+  +   S 
Sbjct: 226 TTIRVPGDISSAAFWLVAGLLVPNSQLTLKQVGINPTRTGI--LTILQRMGAQFIYQNES 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDV-AMT-----LAVVALFADGPTAIRDVASWRV 358 
               G P     + H ++++  +    DV AM      + +VA  A G T I D +   V 
Sbjct: 284 --SDGEPMADI-QVHSQSLNSTIITATDVPAMIDEIPLIVLVATQAQGDTIISDASELHV 340 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           KE++R+  + T+L KLGA++E   D   I   TP      T ID+  DHR+ M  ++AA  
Sbjct: 341 KESDRIATVTTQLNKLGANIEPREDGFYIHGGTPLHVDQPTTIDSCGDHRVGMMLTIAAL 400 
 
Query: 416 AEV-PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
                V++ +      ++PD+F  L+  VK 
Sbjct: 401 ITTGEVSLANAEAVNISYPDFFRDLNEVVK 430 
 
 
>ref|ZP_04583050.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           winghamensis ATCC BAA-430] 
 gb|EEO26150.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           winghamensis ATCC BAA-430] 
          Length = 434 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 123/452 (27%), Positives = 205/452 (45%), Gaps = 62/452 (13%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           T K+   KS+S+R  + A LS+  + V N L  ED    L   + LGLSVE          
Sbjct: 15  TDKIASDKSISHRCAMFALLSDKPSFVKNYLEGEDTLDTLEIAKKLGLSVEK-------- 66 
 
Query: 78  VVGCGGKF---PVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              C G     P ++ +E    L+ GNAG AMR     ++A   N  +VL G   + +RP 
Sbjct: 67  ---CHGGLLLTPPKNIQEPNTILYCGNAGTAMRLYLGLLSAQ--NGIFVLSGDMYLNKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+ +GA++      +  P+ + G   L       S   S+Q  SA+L++A  A 
Sbjct: 122 MKRIVEPLRSIGAEILGRSSGEFAPLVIKGNPKLESF-FYTSKIPSAQIKSAMLLSALFA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-----FYIKGGQKYKSPKNA 248 
            G+   +  +  +S  + E  L+     G+ AE   + D+       IK  +    P N  
Sbjct: 181 KGESVYQ--EPELSRDHSEKMLK-----GMGAEIESAIDKNGAVEIKIKPLKSKLEPLNL 233 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA--EVLEMMGAKVTWTETSVT 306 
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            +  D SSA +F    AIT  +    G     L    +     VLE MG  +T+ ETS T 
Sbjct: 234 EIPADPSSAFFFAVAVAITPNS---RGILRNVLLNKTRIEAFSVLEKMGVTITYKETSKT 290 
 
Query: 307 --------VTGPPREPFGRKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRD 352 
                   +  P       + LKA++++      ++++P +A+ +A     A G + +++ 
Sbjct: 291 YESIGDIIINAP-------ESLKAVELSEKISWLIDEIPALAIAMAC----AKGKSVVKN 339 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               RVKET+R+ A+   L   G   +E  D   I     L    +D++ DHR+AM+F++ 
Sbjct: 340 AKELRVKETDRIKAVVENLRACGIEAQELDDGFYIVGG-MLKKACVDSFGDHRIAMSFAV 398 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           A   +  + I +  C   +FP++ ++L +  K 
Sbjct: 399 AGL-KSGMEIENAECINVSFPNFLEILQSLTK 429 
 
 
>emb|CAN61775.1| hypothetical protein VITISV_024881 [Vitis vinifera] 
          Length = 424 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 58/75 (77%), Positives = 64/75 (85%) 
 
Query: 100 NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 159 
           NAG  MR L AAVTAAGG+A+YV+DGV RMRE  IGDLV GLKQLGADV+ FLGT+C PV 
Sbjct: 327 NAGTVMRPLIAAVTAAGGDASYVIDGVLRMRETSIGDLVTGLKQLGADVNGFLGTNCSPV 386 
 
Query: 160 RVNGIGGLPGGKVKL 174 
           RVNG GGLPGGK+KL 
Sbjct: 387 RVNGNGGLPGGKMKL 401 
 
 
>ref|YP_003810268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           HdN1] 
 emb|CBL44611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [gamma proteobacterium 
           HdN1] 
          Length = 739 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 124/437 (28%), Positives = 203/437 (46%), Gaps = 33/437 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +QP   ++GT+++PG KS+S+R ++L AL++G T V   L  ED    L   R +G+ +E 
Sbjct: 309 VQPGGSMNGTLRVPGDKSISHRSIMLGALADGITEVSGFLEGEDSLATLQTFRDMGVVIE 368 
 
Query: 69  ADKAAK-RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                + R   VG  G      A     L+LGN+G +MR L+  +     ++T  L G   
Sbjct: 369 GPNEGRVRIFGVGLRGLRAAPGA-----LYLGNSGTSMRLLSGLLAGQAFDST--LTGDE 421 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+G +   L Q+GA V     +  PP+R+ G   L G    +  + S+Q  S +L 
Sbjct: 422 SLSHRPMGRVAKPLLQMGA-VIATEPSGTPPIRITGRQRLRGIHYDMPMA-SAQVKSCVL 479 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G+  +         P  + T R++  FG  VK E S       + GG   K+  
Sbjct: 480 LAGLYAEGETSVT-----EPAPTRDHTERMLRGFGYTVKTEGST----ISLTGGGSLKAT 530 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V  D SSA++F+  A+I  G  +T++  G    +  +    +L  MG  +  +    
Sbjct: 531 Q-IDVPADISSAAFFMVAASICPGADITLQHVGINPTR--IGVINILRAMGGNIELSNER 587 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P       +  LK I +  +++P   D    L + A  A G T +      RVK 
Sbjct: 588 -EVGGEPVADIRVCYAALKGIHIPEDQVPLAIDEFPALFIAAACAQGETVLTGAEELRVK 646 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
           E++R+  +   L  LG   +  PD  II     +    + ++ DHR+AM+F++AA  A   
Sbjct: 647 ESDRIQVMADGLNTLGVDAKPTPDGIIIR-GGIIGGGEVYSHSDHRIAMSFTIAALRAND 705 
 
Query: 419 PVTIRDPGCTRKTFPDY 435 
            + I+D      +FP + 
Sbjct: 706 VIVIQDCANVMTSFPTF 722 
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>ref|ZP_01870816.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caminibacter 
           mediatlanticus TB-2] 
 gb|EDM24149.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Caminibacter 
           mediatlanticus TB-2] 
          Length = 431 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 124/451 (27%), Positives = 210/451 (46%), Gaps = 54/451 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K+ +    +   KS+S+R  + + L+ G  ++ N L +ED    L   + LG  +E +   
Sbjct: 9   KQFNEEFLVDADKSISHRCAIFSLLTNGENIIKNYLRAEDTLNSLEIAKKLGAKIEDNGD 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + V        P +  + +  L+ GN+G  +R  +  +  AG +  +VL G   +R+R 
Sbjct: 69  VIKIVA-------PKKIKEADDVLYCGNSGTTIRIYSGLL--AGVDGFFVLTGDEYLRKR 119 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL----SGSISSQYLSALLM 188 
           P+  +   L  +GA +D     +  P+ + G      GK+K     S   S+Q  SA+++ 
Sbjct: 120 PMKRISAPLISIGAKIDGRETANLAPLSIRG------GKLKSFNYESKIASAQVKSAMIL 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSP 245 
           AA L   D+    ++  +S  + E   R+++  G   E    +  W R  I   ++  +P 
Sbjct: 174 AA-LNTNDIST-YVEPFLSRDHTE---RMLKGMGADIECKMENGKW-RVNIAPLKEKLNP 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            N  V  D SSA +F   AAI   T  ++    T  Q  ++  +VLE MGA + +      
Sbjct: 228 LNITVPNDPSSAFFFAVAAAIINSTAIIKN--VTLNQTRIEAYKVLEKMGATIEYI---- 281 
 
Query: 306 TVTGPPREPFGR-----KHLKAIDVNMN------KMPDVAMTLAVVALFADGPTAIRDVA 354 
            +     EP G        LKA++V+ N      ++P +AM +AV    ADG + +R    
Sbjct: 282 -LKEDKYEPIGDIIVKGNKLKAVEVSENIPWLIDELPALAMVMAV----ADGKSIVRGAK 336 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
             RVKE++R+ A+   L K G   +E  D Y II    K     ID++ DHR+AM+F++  
Sbjct: 337 ELRVKESDRIKAVVENLKKCGVEAKEFEDGYEIIGGDVK--SALIDSFGDHRIAMSFAIL 394 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
                 + I+   C   +FP++F +LS   K 
Sbjct: 395 GILS-GMKIQQAECINTSFPNFFKLLSKVTK 424 
 
 
>ref|ZP_01445538.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelagibaca 
           bermudensis HTCC2601] 
 gb|EAU44250.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseovarius sp. 
           HTCC2601] 
          Length = 447 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 133/446 (29%), Positives = 201/446 (45%), Gaps = 45/446 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG   +PG KS+S+R L+L A++ G T V  LL  +DV     A+R  G  VE       
Sbjct: 18  LSGEAHVPGDKSISHRSLILGAMAVGETRVTGLLEGQDVLDTAKAMRAFGAEVEKRGDTW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG      A+ E  +  GN+G  +R +  A+      AT+  D    + +RP+ 
Sbjct: 78  HVNGVGVGGF-----AEPEQVIDCGNSGTGVRLIMGAMATTPITATFTGDA--SLNKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLA 193 
             +   L   GA      G   P   V     LP   V+ +  + S+Q  SA+L+A   A 
Sbjct: 131 ARVTDPLALFGAQAVGREGGRLPMTIVGARDPLP---VRYATPVPSAQVKSAVLLAGLNA 187 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
            G  E  +I++  +  + E   R++  FG K    ++ + R     GQ    P+   V   
Sbjct: 188 PG--ETVVIEREATRDHSE---RMLTGFGAKVVTEETEEGRVITLTGQPELKPQVIVVPR 242 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +  A IT G+ V V   G    +  + F   L+ MGA +T+          P 
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Sbjct: 243 DPSSAAFPVCAALITEGSDVLVPNIGLNPTRAGLFF--TLQEMGADLTFEN--------P 292 
 
Query: 312 REPFGR----------KHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRV 358 
           RE  G             LK I+V   +   M D    L+VVA FA+G T +  V   RV 
Sbjct: 293 REEGGEPVADLRARFSPDLKGIEVPAERAASMIDEYPVLSVVASFAEGKTHMPGVKELRV 352 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAAC 415 
           KE++R+ A+ T L   G  V+EG D+  +      NV       ++ DHR+AM+F +    
Sbjct: 353 KESDRIDAMATGLRANGVEVDEGEDWWTVHGRGHGNVPGGAETASHLDHRIAMSFLVMGL 412 
 
Query: 416 AEV-PVTIRDPGCTRKTFPDYFDVLS 440 
           A   PV + D G    +FP +  ++S 
Sbjct: 413 ATTEPVRVDDGGPIATSFPIFEPLMS 438 
 
 
>emb|CAM75693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Magnetospirillum 
           gryphiswaldense MSR-1] 
          Length = 446 
 
 Score =  117 bits (294), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 134/412 (32%), Positives = 190/412 (46%), Gaps = 38/412 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           +SG+ K+PG KS+S+R L+  AL+ G + V+ LL  +DV     A+R LG  VE  D  + 
Sbjct: 13  LSGSAKVPGDKSVSHRALMFGALAVGESRVEGLLEGDDVLRTAAAMRALGAEVERLDDGS 72 
 
Query: 74  KRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            R    G GG K P     EEV L LGN+G   R +   V  A    T V  G   +R R 
Sbjct: 73  WRLYGRGVGGLKEP-----EEV-LDLGNSGTGARLMMGLV--ATHPFTTVFTGDASLRSR 124 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           P+  + + L Q+GA    F G D    P+ V G G       +L  + S+Q  SA+L+A  
Sbjct: 125 PMKRVSLPLSQMGAQ---FFGRDGGRLPMTVVGTGNPLPITYELPVA-SAQVKSAILLAG 180 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G  +  +I++  +  + E+ LR    FG  V  EH D   R     G    + ++  
Sbjct: 181 LNTPG--QTTVIEREATRDHTELMLR---NFGAQVDVEHGDQGQRIITVTGFPELTGRHV 235 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++    A IT G+ + + G G   L+      + L  MGA + + E      
Sbjct: 236 IVPADPSSAAFPAVAAIITPGSDIVLTGVGMNPLR--TGLYQTLREMGADLAF-ENQRED 292 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G        +H  L  +DV   + P   D    LAV A FA G T +  ++  RVKE++ 
Sbjct: 293 GGEQVADLRVRHSALMGVDVPAERAPSMIDEYPILAVAAAFATGTTRMFGLSELRVKESD 352 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMAMAF 410 
           R  A    L   G  VEE  D  I+     PP      A++   DHR+AMAF 
Sbjct: 353 RFAATLRGLLACGVQVEEDGDTLIVHGSGKPPMGGATIAVNL--DHRIAMAF 402 
 
 
>ref|YP_001633700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroflexus 
           aurantiacus J-10-fl] 
 ref|YP_002567831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroflexus sp. 
           Y-400-fl] 
 sp|A9WBA4.1|AROA_CHLAA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B9LFL8.1|AROA_CHLSY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABY33311.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroflexus 
           aurantiacus J-10-fl] 
 gb|ACM51506.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroflexus sp. 
           Y-400-fl] 
          Length = 435 
 
 Score =  117 bits (293), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 129/447 (28%), Positives = 215/447 (48%), Gaps = 34/447 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1329



 

 

           I L   K + G +++PG KS+S+R +L  A++ G+  + + L   D    +  +R LG++ 
Sbjct: 4   ITLTAPKRLRGVIEVPGDKSISHRSVLFNAIATGSAHITHFLPGADCLSTVACIRALGVT 63 
 
Query: 67  VEADKAAKRAVV---VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           VE  + A+R ++   VG GG     D      L  GN+G  +R L   +         VL 
Sbjct: 64  VE--QPAERELIVHGVGLGGLREPADV-----LDCGNSGTTLRLLAGLLAGH--PFFSVL 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +R RP   +VV L+ +GA +D     D  P+ + G   L GG  +L  SI+S  + 
Sbjct: 115 TGDASLRSRPQRRIVVPLRAMGAQIDGRDDGDRAPLAIRG-NRLRGGHYEL--SIASAQV 171 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
            + L+ A     +  + +  ++ S  + E   R++   G+  E + + D+  I+   +   
Sbjct: 172 KSALLLA-ALNAEQPLTLTGRIDSRDHTE---RMLAAMGL--EITVTADQITIQPPSEAT 225 
 
Query: 244 SPK--NAYVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +P   +  V GD SSA+++   AAI      VT   C   +  G +   EVL+ MGA +T 
Sbjct: 226 APTALSLRVPGDPSSAAFWWVAAAIHPDAELVTPGVCLNPTRIGAI---EVLQAMGADLT 282 
 
Query: 300 WTETSVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                +  + P  +   R   L+   +    +P   D    LAV A  A G T IRD    
Sbjct: 283 VMNERLEGSEPVGDVVVRSSSLRGTTIAGTLIPRLIDEIPVLAVAAACASGETVIRDAQE 342 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
            R KET+R+  +   L+ +GA VE   D   I+  P +L  T ++++ DHR+AMA+++AA 
Sbjct: 343 LRAKETDRIATVAAGLSAMGAVVEPTADGMVIVGQPGQLQGTTLNSFHDHRLAMAWAIAA 402 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             A    TI +P     ++P+++  L+ 
Sbjct: 403 MVARGETTILEPAAAAVSYPEFWQTLA 429 
 
 
>ref|YP_741773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alkalilimnicola 
           ehrlichii MLHE-1] 
 sp|Q0AA54.1|AROA_ALHEH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI56283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alkalilimnicola 
           ehrlichii MLHE-1] 
          Length = 446 
 
 Score =  117 bits (293), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 124/445 (27%), Positives = 199/445 (44%), Gaps = 36/445 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           E  ++P   + G +++PG KS+S+R ++L AL+EG T +   L   D    L   R +G+ 
Sbjct: 2   EFHVRPGGALRGRLRVPGDKSISHRAIMLGALAEGETRISGFLEGADALATLRTFRAMGV 61 
 
Query: 66  SVEADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            ++     +  V  VG  G + P      +  L LGN+G +MR L   +  AG +    L 
Sbjct: 62  DIDGPHQGRVTVQGVGLHGLRAP------DGPLDLGNSGTSMRLLCGLL--AGQSFDTTL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RP+  ++  L  +GA ++   G    P+ V G   L G   +L    S+Q   
Sbjct: 114 TGDASLSRRPMRRVIDPLTAMGAVIESGQGGTA-PLTVRGGQPLHGIDYELP-VASAQVK 171 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL+A   A G   +         P  + T R++  FG          R     G     
Sbjct: 172 SALLLAGLYARGRTCVT-----EPAPTRDHTERMLAGFGYPVRQE---GRRVCIEGGGRL 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
                 V  D SSA++FL GA+I  G+ +T+E  G    +  V   ++L +MGA +   + 
Sbjct: 224 RGGEIDVPADISSAAFFLVGASIAEGSDITLEHVGMNPTRTGV--VDILRLMGADI-QVQ 280 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVA 354 
               V G   EP     +++  +    +P+  + LA        V A  A+G T +     
Sbjct: 281 NEREVGG---EPVADLRVRSAPLKGVAIPEALVPLAIDEFPVLFVAAACAEGETLLTGAE 337 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+  +   LT LG + E  PD   I          + ++ DHR+AMAF++AA 
Sbjct: 338 ELRVKESDRIAVMAEGLTTLGVTAEPQPDGMRIVGQPDWGGGRVHSHGDHRIAMAFTMAA 397 
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Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
             A  P+ I D      +FP + ++ 
Sbjct: 398 TRAREPIEIEDCANVNTSFPGFVEL 422 
 
 
>ref|YP_003060729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hirschia baltica ATCC 
           49814] 
 gb|ACT60032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hirschia baltica ATCC 
           49814] 
          Length = 438 
 
 Score =  117 bits (293), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 121/442 (27%), Positives = 205/442 (46%), Gaps = 37/442 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +PI  + G ++ PG KS S+R L+ A L+EGT+ ++ LL  EDV     A+   G  VE  
Sbjct: 6   KPISRLDGALRAPGDKSCSHRALMFAGLAEGTSFIEGLLEGEDVKDTAKAMAACGADVE- 64 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
             + +R  V G G    +++ K    L +GN+G   R +   V      AT+  DG   + 
Sbjct: 65  RISLRRWKVTGVGAA-GLKNPKN--ILDMGNSGTGARLMMGLVAGQKLKATF--DGDVSL 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RP+G ++  L ++GA  +   G    P+ + G    P   ++ +   +S  + + +M  
Sbjct: 120 RSRPMGRVLDPLAEMGAKNESNGGK--LPLTLEGA---PLSAIEYTPPHASAQVKSCVML 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKN 247 
           A   LG +   I+++       + T R++  FG  V  E  D   R  ++GGQ+  +  N 
Sbjct: 175 A--GLGAIGTTIVNE--PRKTRDHTERMLRAFGVTVDVEEKDGGCRISLEGGQQLTA-TN 229 
 
Query: 248 AYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-- 304 
             + GD SSA++ + AG  +  G+V+V      + +  +  A   + MGA +   +T    
Sbjct: 230 VDIPGDPSSATFLWAAGLLVQEGSVSVLNVMENNTRDGLVHAA--KAMGANLNVVKTGEA 287 
 
Query: 305 -----VTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
                 T+T  P         L  +   +++ P       V+A FADG T +      RV 
Sbjct: 288 GGEVITTITSIPSSLNAATPELAIVPAMIDEFP----LFGVLAAFADGDTLVTGAEELRV 343 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAAC 415 
           KE++R+ A    L   G   EE PD  I+    +  V     ++   DHR+AM+  +  C 
Sbjct: 344 KESDRITATVNMLKANGVHAEERPDGFIVRGCGRGGVPGGGIVEACHDHRIAMSALVMGC 403 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYF 436 
            A+ PV++ +      ++PD+F 
Sbjct: 404 AAKAPVSVDNVSAIATSYPDFF 425 
 
 
>ref|YP_003149651.1| 5-enolpyruvylshikimate-3-phosphate synthase [Kytococcus sedentarius 
           DSM 20547] 
 gb|ACV06886.1| 5-enolpyruvylshikimate-3-phosphate synthase [Kytococcus sedentarius 
           DSM 20547] 
          Length = 348 
 
 Score =  117 bits (292), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 91/270 (33%), Positives = 138/270 (51%), Gaps = 17/270 (6%) 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-- 229 
           V++  S SSQ++SALL+A       + +     + S P+++MT   +++ GV AE  D   
Sbjct: 85  VEVDASASSQFVSALLLAGCTVHSGLTVRATGTVPSRPHIDMTCHALQQVGVVAEQRDET 144 
 
Query: 230 SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
           SW   +++G  K   P    VE D SSA+ F A AA+ GGTVT+ G   ++ Q      + 
Sbjct: 145 SW---WVEG--KRPDPFEVTVEPDLSSAAVFAAAAAVAGGTVTLPGWPRSTTQAGDTIRD 199 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 349 
           +L  MGA+   TE  + VTG          L  I+ +++   ++   +A  A  AD P+  
Sbjct: 200 LLTRMGARCELTEAGLRVTG--------GELHGIEADLSAAGELTPVVAATAALADSPSR 251 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           +  +   R  ET+R+ A+ TE+  LG  V E PD   IT P  L+  +  TY DHR+AMA 
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Sbjct: 252 LTGIGHLRGHETDRLAALATEINALGGEVRELPDGLEIT-PRPLHGGSFATYHDHRLAMA 310 
 
Query: 410 FSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            +L       + ++D   T KT P  FD L 
Sbjct: 311 GALLGLRVPGIEVQDIATTAKTVPG-FDHL 339 
 
 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 20/47 (42%), Positives = 29/47 (61%) 
 
Query: 15 ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
          +  TV +PGSKS +NR L LAAL+ G + + + L++ D   M  AL  
Sbjct: 30 LDATVHVPGSKSWTNRWLALAALASGPSTLHSPLDARDTRLMASALH 76 
 
 
>gb|ACS75029.1| AroA [Methylophilus methylotrophus] 
          Length = 126 
 
 Score =  117 bits (292), Expect = 5e-24,   Method: Composition-based stats. 
 Identities = 67/132 (50%), Positives = 85/132 (64%), Gaps = 7/132 (5%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ L    +  GT+ LPGSKS+SNR LLLAAL++G T++ +LL S+D   ML AL +LG 
Sbjct: 2   EQLHLPAAHQAQGTITLPGSKSISNRTLLLAALADGVTIIRDLLASDDTARMLEALTSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           L +E +       V GCGG FP     ++  LFLGNAG A R LTAA+  + G   Y L  
Sbjct: 62  LQLE-NIGENAWRVTGCGGNFP----NKQADLFLGNAGTAFRPLTAALAFSEGE--YHLH 114 
 
Query: 125 GVPRMRERPIGD 136 
           GVPRM ERPIGD 
Sbjct: 115 GVPRMHERPIGD 126 
 
 
>ref|NP_930003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Photorhabdus 
           luminescens subsp. laumondii TTO1] 
 emb|CAE15143.1| unnamed protein product [Photorhabdus luminescens subsp. laumondii 
           TTO1] 
          Length = 451 
 
 Score =  117 bits (292), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 119/448 (26%), Positives = 205/448 (45%), Gaps = 31/448 (6%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I +   K ++G++ LP SKS S R +L A+L+EGT+ ++N+ +  +   M      LG S 
Sbjct: 12  IEINKTKSLNGSITLPASKSSSTRAILTASLTEGTSKINNMASGNNTTAMKLNCSRLGAS 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
             +D      +V G      +    +++    GN+G+ +R L   V     +  ++ +   
Sbjct: 72  FNSDITG--TIVEG----IDIRQIDKKIIFNPGNSGVVLR-LLMGVAGYLPDTEFITEYS 124 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCF-LGTDC-PPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             +  R   ++V  LK L  ++ C  +G D   P+ +     + G   ++S   SSQ+LS 
Sbjct: 125 YSLGTRSQLEMVNALKSL--NIQCTAVGPDSLLPISMKSDKNI-GNYTEISCRKSSQFLS 181 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LL    ++  D++I++ID + +   V  T+  + + G+  E+ D +  F+  G  ++   
Sbjct: 182 GLLYLGAISERDLQIKVIDTITAPSMVHTTINNLRKAGINIEYDDKFRNFFTTGKSRFI- 240 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET- 303 
           P    V  D +S +  LA  A     VT+ G     L G+      L   G K+++     
Sbjct: 241 PSEFSVGADPASTAAILALCASLNSDVTLNGFFEEEL-GNGAVVNYLINSGTKISFIRDD 299 
 
Query: 304 --SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
             ++   G          LKA D + +  PD    LA +A FA+G +   ++   R KE+ 
Sbjct: 300 CLNIRSGGT---------LKAQDFDGSLAPDAVPALAALAAFANGKSVFYNIEHIRYKES 350 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA--CAE 417 
           +R+   R EL K+G   EE  D  II   P        +D + DH + MA +     C E 
Sbjct: 351 DRISDFRRELDKIGIRSEERLDQLIIYGNPYGYKGGVIVDGHYDHGLIMALTTIGLHCDE 410 
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Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            P+ I +P    +T+P+YF  +ST   N 
Sbjct: 411 -PLIISEPYHVGQTYPEYFAEISTLGAN 437 
 
 
>ref|YP_003291767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodothermus marinus 
           DSM 4252] 
 gb|ACY49379.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodothermus marinus 
           DSM 4252] 
          Length = 434 
 
 Score =  117 bits (292), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 129/434 (29%), Positives = 201/434 (46%), Gaps = 28/434 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V+LP  KS+++R  LLAAL++GT+ + N   + D    L  LR LG+ +  D+  
Sbjct: 12  RSLLGVVELPPDKSIAHRAALLAALADGTSRLVNYSPAADPQSTLSCLRQLGVPIYEDE- 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               ++V  G       A +   L  GN+G  MR L   +  AG     VL G   +  R 
Sbjct: 71  --HGILVVEGRGLEGLQAPDR-PLDCGNSGTTMRLLAGIL--AGQPFDSVLVGDASLSRR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +   L+Q+GA++    G    P+ + G   L G   +L    S+Q  S +L+A    
Sbjct: 126 PMERIATPLRQMGAELTLTDGH--APIHIRGGRTLRGITYRLPVP-SAQVKSCVLLAGLF 182 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+  +     +  IP  + T R++   G+     +      ++GG +  + +   +   
Sbjct: 183 AEGETTV-----IEPIPSRDHTERML---GLSVVELNGERYLTVRGGMRIPA-RTWTIPR 233 
 
Query: 253 DASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D S+A++FL AG  +    + + G G    +      +VL  MGA +T  E   +  G P 
Sbjct: 234 DFSAAAFFLVAGTIVPDSEIRLPGVGLNPSRS--ALLDVLRAMGADIT-VENERSYGGEP 290 
 
Query: 312 REPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 +   L  + V    +P   D    L V A  A G T IRD A  RVKET+R+ A 
Sbjct: 291 IADLVVRSSTLHGVQVGGAIIPNLIDEIPVLTVAAACATGRTEIRDAAELRVKETDRIAA 350 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDP 425 
           +   L  LGA VE   D   I    +L  T + ++DDHR+AMA  +A   AE    I    
Sbjct: 351 MAENLQALGARVEVFDDGLAIEGGHRLRGTTVRSFDDHRIAMAMGVAGLVAEGETIIEGA 410 
 
Query: 426 GCTRKTFPDYFDVL 439 
            C R +FP +++VL 
Sbjct: 411 ECARISFPGFWEVL 424 
 
 
>ref|YP_001431593.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseiflexus 
           castenholzii DSM 13941] 
 sp|A7NJA5.1|AROA_ROSCS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABU57575.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseiflexus 
           castenholzii DSM 13941] 
          Length = 431 
 
 Score =  116 bits (291), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 125/440 (28%), Positives = 200/440 (45%), Gaps = 35/440 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G + LPG KS+S+R +LL A++ G   V N L   D    +  ++ LG+ VE  +  
Sbjct: 9   RRLRGIIDLPGDKSISHRAVLLNAIATGAAEVANFLTGADCLSTIACVQALGVRVERHED 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATY-VLDGVPRMR 130 
             R  V G G    +   +E V +   GN+G  +R LT  +  AG    + VL G   +R 
Sbjct: 69  TVR--VFGAG----LRSLREPVDVLDCGNSGTTLRLLTGML--AGQEGIFAVLTGDASLR 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP   +V  L+ LGA +D     +  P+ V G   L GG   L  + S+Q  SALL+AA 
Sbjct: 121 SRPQQRIVAPLRALGATLDGRDRGNRAPLVVRG-AYLHGGAYDLPIA-SAQVKSALLLAA 178 
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Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
               GD  + +  +     + E   R++   G          R       +   P +  V 
Sbjct: 179 --LFGDGTLTLTGRTDGRDHTE---RMLAAMGATITVDGQTIRLTPPDRSEALHPLSLRV 233 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            GD SSA+++   AA+     +T  G C   +  G +   + L  MGA++      V    
Sbjct: 234 PGDPSSATFWWVAAALHPDAELTTTGVCLNPTRTGAL---DALRAMGAQIDVANQRVE-- 288 
 
Query: 309 GPPREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
               EP G   +++  ++        + ++ D    LA+ A  A+G T IRD    RVKE 
Sbjct: 289 --GGEPVGDVTVRSSSLHGIVIEGALIPRLIDELPVLALAAACAEGETIIRDAQELRVKE 346 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-P 419 
           T+R+  +   LT LGA VE   D  II     L    ++++ DHR+AM +++A        
Sbjct: 347 TDRIATVVAGLTALGAVVEPTEDGMIIAGGGNLRGATLESHGDHRLAMTWAIAGLVGAGE 406 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
            T+        ++P++++VL 
Sbjct: 407 TTLHGAEAVDVSYPEFWNVL 426 
 
 
>ref|ZP_07376339.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ahrensia sp. R2A130] 
 gb|EFL88233.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ahrensia sp. R2A130] 
          Length = 453 
 
 Score =  116 bits (291), Expect = 6e-24,   Method: Compositional matrix adjust. 
 Identities = 129/440 (29%), Positives = 198/440 (45%), Gaps = 28/440 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTVK+PG KS+S+R L+L  +++G T V++LL ++DV     A++ LG ++E  K    
Sbjct: 25  LSGTVKVPGDKSISHRSLILGTIADGHTTVESLLEADDVMATKSAMQALGATIE--KRGD 82 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              + G G    +E  +    L  GNAG   R     V       T++  G P +  RP+ 
Sbjct: 83  TWHIDGVGNGALLEPRE---PLDFGNAGTGSRLTMGLVAGYDFPVTFI--GDPSLSSRPM 137 
 
Query: 135 GDLVVGLKQLGADVDCFL---GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           G ++  L++ G  V       G D  P+ V+G   LP          S+Q  SA+L+A   
Sbjct: 138 GRVLNPLRETGLQVKSTTTENGPDRLPLTVHG-APLPVPVTYRVPVASAQVKSAVLLAGL 196 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              G     +I+ + +  + E   R++  FG  V     D   R     GQ    P++   
Sbjct: 197 NIAGTT--TVIEPVFTRDHTE---RMLAGFGANVSVTTDDDGVRTITVEGQTPLKPQDIT 251 
 
Query: 250 VEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSAS+  +AG  + G  VTV+       +      + L  MGA +T  E   T   
Sbjct: 252 VPGDPSSASFAIVAGLVVPGSDVTVKDVLLNPTR--TGLFDTLVEMGANLTI-ENRRTTG 308 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G        +H  LK + V   + P   D    LAV A FA G T +  +   RVKE +R 
Sbjct: 309 GEEIGDIRVRHSTLKGVSVPATRAPSMIDEYPVLAVAASFAQGETVMNGLDELRVKECDR 368 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVPVTI 422 
           + A    L   G    EG D   +     +    ++T+ DHR+AMAF +   A E PV + 
Sbjct: 369 LAATARGLEANGVDCTEGEDTLTVRGGPVVGGGDVETHLDHRIAMAFLVMGLASEKPVRV 428 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
            D      +F ++  ++ +  
Sbjct: 429 DDTFMIATSFREFRPLMESL 448 
 
 
>ref|YP_798445.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           borgpetersenii serovar Hardjo-bovis L550] 
 ref|YP_800336.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           borgpetersenii serovar Hardjo-bovis JB197] 
 sp|Q04U42.1|AROA_LEPBJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q04ZI3.1|AROA_LEPBL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ79512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           borgpetersenii serovar Hardjo-bovis L550] 
 gb|ABJ75578.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           borgpetersenii serovar Hardjo-bovis JB197] 
          Length = 440 
 
 Score =  116 bits (291), Expect = 6e-24,   Method: Compositional matrix adjust. 
 Identities = 123/471 (26%), Positives = 201/471 (42%), Gaps = 71/471 (15%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++L+ +K  SG + +PG KSLS+R +L AAL +G + V   L +ED    + A   LGL  
Sbjct: 1   MILKNVKLKSGEITVPGDKSLSHRSVLFAALCKGKSKVTGFLEAEDPLNTMSAFTKLGLK 60 
 
Query: 67  V--------EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           V        E +   KR  +               V L  GNAG  +R L+A +       
Sbjct: 61  VRKVKPGEYEFESPGKRGFI------------SPNVDLDFGNAGTGIR-LSAGLLCGLPG 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK---LS 175 
              VL G   +++RP+G ++  L  +GA +      +  P++V       G K+K      
Sbjct: 108 VNAVLTGDGSLKKRPMGRIIKPLTAMGASILGLGEKETAPLKVE------GKKLKSFRYE 161 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW---- 231 
             I+S  + + LM A +A  + ++E  + ++S  + E   R +   G K E    +     
Sbjct: 162 SPIASAQIKSCLMLAAIA-SETDLEYSENILSRDHTENMFRFL---GNKIEQISPFHFKI 217 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
           +  Y+  G ++K P      GD SSA++FL  G     G + V   G    +  +   +  
Sbjct: 218 EPPYVLNGGEFKVP------GDISSAAFFLVLGVLAKEGNLLVRNIGLNPAR--IGILKA 269 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--------DVAMTLAVVAL 342 
           LE+MGAK+      +       EP G        +N   +P        D    L+V  L 
Sbjct: 270 LELMGAKIEIRNQRMECG----EPVGDLKTYPSILNKTNIPKSLIPSIIDEIPILSVAGL 325 
 
Query: 343 FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNV----- 395 
           FA G   IR     R KE++R+  + +    LG  VEE PD      T P+ L +      
Sbjct: 326 FAKGGFEIRHAEELRAKESDRIHTMVSNFRALGIEVEEYPDGYAFDGTSPQSLEIWKFLA 385 
 
Query: 396 ----TAIDTYDDHRMAMAFSL-AACAEVPVTIRDPGCTRKTFPDYFDVLST 441 
                +I ++ DHR+ M+F +    +   + I +      +FP +  +L + 
Sbjct: 386 SGKKISILSHMDHRITMSFLIFKTLSGFNLHIDETSWIETSFPGFEKLLES 436 
 
 
>emb|CAH19218.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas putida] 
          Length = 431 
 
 Score =  116 bits (291), Expect = 6e-24,   Method: Compositional matrix adjust. 
 Identities = 119/441 (26%), Positives = 200/441 (45%), Gaps = 28/441 (6%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ +QP  +++G ++ P SKS   R    A +++G + + N  +S D       +  LG  
Sbjct: 2   KVTIQP-GDLTGIIQSPASKSSMQRACAAALVAKGISEIINPGHSNDDKAARDIVSRLGA 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E D+      +   G K PV    +      G +G+++R  T  V  +    T  + G 
Sbjct: 61  RLE-DQPDGSLQITSEGVK-PVAPFID-----CGESGLSIRMFTPIVALSKEEVT--IKG 111 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP+      L  LG  V    G    P+ + G   L    V + GS+SSQ+L+  
Sbjct: 112 SGSLVTRPMDFFDEILPHLGVKVKSNQGK--LPLVIQG--PLKPADVTVDGSLSSQFLTG 167 
 
Query: 186 LLMAAPLAL-GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           LL+A   A   DV I++ + L S PY+++TL +M+RFG+K   + +++ FY K G  Y   
Sbjct: 168 LLLAYAAADASDVAIKVTN-LKSRPYIDLTLDVMKRFGLKTPENRNYEEFYFKAGNVYDE 226 
 
Query: 245 PK--NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            K     VEGD S  ++ L   AI G  +TV G    S Q D    + L    A +     
Sbjct: 227 TKMQRYTVEGDWSGGAFLLVAGAIAG-PITVRGLDIASTQADKAIVQALMSANAGIAIDA 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             + +   P +      L A + +    PD+   L  +A +  G T I+ V+    KE++ 
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Sbjct: 286 KEIKLH--PAD------LNAFEFDATDCPDLFPPLVALASYCKGETKIKGVSRLAHKESD 337 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV-PVT 421 
           R + ++ E  K+G  +    D   +   + +    + +  DHR+AMA ++AA   V   T 
Sbjct: 338 RGLTLQDEFGKMGVEIHLEGDLMRVIGGKGVKGAEVSSRHDHRIAMACAVAALKAVGETT 397 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I       K++PD++  L    
Sbjct: 398 IEHAEAVNKSYPDFYSDLKQL 418 
 
 
>ref|YP_001002153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halorhodospira 
           halophila SL1] 
 sp|A1WUI9.1|AROA_HALHL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABM61351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halorhodospira 
           halophila SL1] 
          Length = 444 
 
 Score =  116 bits (291), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 130/446 (29%), Positives = 209/446 (46%), Gaps = 34/446 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E   + P   + G  ++PG KS+S+R ++L AL++GTT +  +L   DV   +   R LG 
Sbjct: 4   ENWRVAPGGALHGEARVPGDKSISHRAVMLGALADGTTRITGMLEGADVLATIDVFRALG 63 
 
Query: 65  LSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           +++E  ++ A     VG  G  P   A+E   L +GN+G +MR L   +     +   VL 
Sbjct: 64  VAIEGPEQGAVTVHGVGWEGLRP--PARE---LDVGNSGTSMRLLAGLLAGLPFDT--VL 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RP+  +   L ++GA +         P+R++G   L G    L  + S+Q   
Sbjct: 117 TGDASLNRRPMRRVTEPLAEMGARITTS-DAGTAPLRIHGGSPLAGIDYTLPVA-SAQVK 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SALL+A   A G   +         P  + T R+++ FG     S       ++GG++   
Sbjct: 175 SALLLAGMRAEGHTCV-----TEPAPTRDHTERMLQGFGYPV--SRDLATVCLEGGRRLY 227 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
                 V  D SSA++ L  A+I  G+ +T+   G    +  V   E+L  MGA +     
Sbjct: 228 G-TGVDVPADISSAAFLLVAASIAPGSDLTLRHVGWNPTRTGV--VEILRRMGADIEVLS 284 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALF-----ADGPTAIRDVA 354 
           T   V G   EP     +++  +    +P+  + LA+    ALF     A+G T +   A 
Sbjct: 285 TD-EVGG---EPVADLRVRSAALRGIAIPEELVPLAIDEFPALFIAAACAEGETQLTGAA 340 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             RVKE++R+  +   L  LG +VE   D   I     L    + ++ DHR+AMAF++AA 
Sbjct: 341 ELRVKESDRIAVMAEGLQTLGVTVEPREDGVRIVGQPVLGGGRVHSHTDHRIAMAFAVAA 400 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDVL 439 
             AE PV I      R +FP + ++L 
Sbjct: 401 LRAEAPVEIEACENVRTSFPGFVELL 426 
 
 
>ref|YP_391465.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thiomicrospira 
           crunogena XCL-2] 
 sp|Q31GD2.1|AROA_THICR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB41791.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thiomicrospira 
           crunogena XCL-2] 
          Length = 445 
 
 Score =  116 bits (290), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 128/460 (27%), Positives = 216/460 (46%), Gaps = 36/460 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M+   +  +QP   I G +++PG KS+S+R ++L +++EG T V   L  +D    L A  
Sbjct: 1   MSNNIQFKVQPGGTIKGRIRVPGDKSISHRSIMLGSIAEGVTQVTGFLEGDDSLATLKAF 60 
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Query: 61  RTLGLSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           + +G+ +E        +  VG  G       K +  L +GN+G AMR +   +  AG +  
Sbjct: 61  QAMGVEIEGPNQGNVTIHGVGLKGL-----KKPDHPLDMGNSGTAMRLMAGIL--AGQDF 113 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              L G   + +RP+  +   L  +GA +D   G   PP++++    L G    L  + S 
Sbjct: 114 ECELIGDASLSKRPMKRVTSPLADMGARIDTAEGGK-PPLKIHPSSDLKGIDYTLPMA-S 171 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWD-RFYI 236 
           +Q  S +L+A   A G+  +     +   P  + T R++  FG  V++E  D    +  + 
Sbjct: 172 AQVKSCVLLAGLYAEGETTV-----IEPAPTRDHTERMLNGFGYPVQSEKLDEMQTKVTL 226 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
            GG K  + KN  V  D SSA++F+  AA+     + +E  G    +  V   ++L++MG 
Sbjct: 227 AGGGKLTA-KNIDVPSDISSAAFFMVAAAVAEEADLVIEHVGINPTRTGV--IDILKLMG 283 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGP 347 
           A +T  E   TV G   EP     +K+  +   K+P+  + LA        V A  A+G  
Sbjct: 284 ADITL-ENEATVGG---EPVADVRIKSSKLKGIKIPEALVPLAIDEFPVLFVAAASAEGQ 339 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP-EKLNVTAIDTYDDHRM 406 
           T +      RVKE +R+  +   L  +G   +   D  II    +K     I ++ DHR+ 
Sbjct: 340 TILSGAEELRVKECDRIQVMADALVAVGIDAQPTEDGMIINGGLQKAQSAEIQSHHDHRI 399 
 
Query: 407 AMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           +MA ++A    V  +TI D    R +FP + ++ +T   N 
Sbjct: 400 SMAMTIAGLNAVSEITIDDCANVRTSFPTFIELANTVGLN 439 
 
 
>ref|NP_767378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bradyrhizobium 
           japonicum USDA 110] 
 sp|Q89WF2.1|AROA_BRAJA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAC46003.1| aroA [Bradyrhizobium japonicum USDA 110] 
          Length = 469 
 
 Score =  116 bits (290), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 130/456 (28%), Positives = 202/456 (44%), Gaps = 61/456 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           ++G V++PG KS+S+R L+L AL+ G T +  LL  EDV     +++ LG SVE     A 
Sbjct: 42  LTGKVRVPGDKSISHRALILGALAVGETRISGLLEGEDVLNTAKSMQALGASVERTGDFA 101 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +   VG  G      A+ +  L  GN+G   R +  AV  AG   + V DG   +R RP 
Sbjct: 102 WKVQGVGVAGF-----AQPKAALDFGNSGTGCRLVMGAV--AGCPISAVFDGDASLRSRP 154 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS--------------IS 179 
           +  ++  L+++GA V               + G  GG++ L+                 S 
Sbjct: 155 MRRILDPLEKMGARV---------------VSGGEGGRLPLTLQGARDPLPITYKTPVAS 199 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIK 237 
           +Q  SA+L+A   A G     +I+   S  + E+ L+    FG  + +       R     
Sbjct: 200 AQIKSAVLLAGLAAPGTT--TVIESEASRDHTELMLK---HFGADITSTKEGQHGRRITL 254 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            GQ      N  V  D SSA++ +  A I  G+ V +    T  L+        L  MGA 
Sbjct: 255 VGQPELHGANVVVPADPSSAAFPVVAALIAEGSDVVLSDVMTNPLR--TGLFTTLREMGA 312 
 
Query: 297 KVTWTETSVTVTGPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPT 348 
            +  +E    V G   EP  +       L+ ++V   + P   D  + LAV A FA+G T 
Sbjct: 313 SIEESE----VRGDAGEPMAQLRVRASKLRGVEVPPERAPSMIDEYLVLAVAASFAEGTT 368 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
            +R +   RVKE++R+ A    L   G  VE  G D  +           + T+ DHR+A 
Sbjct: 369 IMRGLQELRVKESDRLEATAEMLRVNGVKVEVSGDDLVVQGRGHVPGGGTVATHMDHRIA 428 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           M+  +  CA + PVT+ D      +FPD+  ++ +  
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Sbjct: 429 MSALVMGCASDQPVTVDDTAFIATSFPDFIPMMRSL 464 
 
 
>ref|YP_423626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Magnetospirillum 
           magneticum AMB-1] 
 sp|Q2VZA8.1|AROA_MAGMM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAE53067.1| 5-enolpyruvylshikimate-3-phosphate synthase [Magnetospirillum 
           magneticum AMB-1] 
          Length = 446 
 
 Score =  116 bits (290), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 124/439 (28%), Positives = 200/439 (45%), Gaps = 31/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           ++G+  +PG KS+S+R L+L AL+ G +VV  LL  +DV      +R LG  VE  D  + 
Sbjct: 15  LAGSAPVPGDKSISHRALMLGALAVGESVVTGLLEGDDVLRTAACMRALGAEVERRDDGS 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R    G GG     D      L +GN+G   R L   V        +  DG   +R RP 
Sbjct: 75  WRLFGRGVGGLMEPADV-----LDMGNSGTGARLLMGLVATHPFTCFFTGDG--SLRSRP 127 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           +  ++  L ++GA    F+  D    P+ V G         +L  + S+Q  SA+++A   
Sbjct: 128 MRRVIDPLSRMGAR---FVSRDGGRLPLAVTGTAQPTPITYELPVA-SAQVKSAIMLAGL 183 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              G  E  +I++  +  + E+ LR    FG  V+ E ++   R     G    + +    
Sbjct: 184 NTAG--ETTVIEREATRDHTELMLR---NFGATVRVEDAEGGGRAITVVGFPELTGRPVV 238 
 
Query: 250 VEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V  D SSA++  +A   + G  + +   GT  L+      + L  MGA + +         
Sbjct: 239 VPADPSSAAFPVVAALLVEGSEIRLPNVGTNPLR--TGLYQTLLEMGADIRFDHPRDQAG 296 
 
Query: 309 GPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P  +   R   LK +DV   + P   D    LAV A FA+G T +R +   RVKE++R+ 
Sbjct: 297 EPVADLVVRSSRLKGVDVPAERAPSMIDEYPILAVAAAFAEGTTRMRGLGELRVKESDRL 356 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAEV-PVT 421 
            A+   L   G +VEE  D  I+    ++      + T+ DHR+AM+F +   A   PV  
Sbjct: 357 AAMARGLAACGVAVEEEKDALIVHGTGRIPDGDATVTTHFDHRIAMSFLVMGMASARPVA 416 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           + D      +FP + ++++ 
Sbjct: 417 VDDSEAIDTSFPAFVELMN 435 
 
 
>ref|ZP_01305930.1| hypothetical protein RED65_00130 [Oceanobacter sp. RED65] 
 gb|EAT13120.1| hypothetical protein RED65_00130 [Oceanobacter sp. RED65] 
          Length = 744 
 
 Score =  116 bits (290), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 118/443 (26%), Positives = 207/443 (46%), Gaps = 33/443 (7%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           +  P   + G+ ++PG KS+S+R ++L +++ GTT V+  L  ED    L A R +G+ + 
Sbjct: 311 IATPGASVRGSFRVPGDKSISHRSIMLGSIATGTTEVEGFLEGEDSLATLQAFRDMGVVI 370 
 
Query: 68  EADKAAKRAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           E     +  +  VG  G + P         L+LGN+G +MR L   +  AG +    + G 
Sbjct: 371 EGPHRGRVTIHGVGLHGLQSPPN------TLYLGNSGTSMRLLAGLM--AGQSFDVEMTG 422 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +   L+++GA ++       PP+ + G   L G    L  + S+Q  S  
Sbjct: 423 DESLSKRPMNRVANPLREMGATIET-AAEGRPPLLIKGGDALTGIDYTLPMA-SAQVKSC 480 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G   +     +   P  + T R+++ FG     S    +  I+ G + K+  
Sbjct: 481 VLLAGLYAKGTTSV-----VEPAPTRDHTERMLQGFGYPV--SVEGSKVTIESGHELKAT 533 
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Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           K   V  D SSA++F+  A+I   + +T++  G    +  +    +L  MGA +  +    
Sbjct: 534 K-IDVPSDISSAAFFMVAASIAPDSDITLQHVGINPTR--IGVINILRAMGANIELSNEK 590 
 
Query: 305 VTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             V G P      +   LK I++  +++P   D    + + A  A+G T +      RVK 
Sbjct: 591 -EVGGEPVADIRVRSAQLKGINIPEDQVPLAIDEFPAIFIAAACAEGKTVLTGAEELRVK 649 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAAC- 415 
           E++R+ A+   L  LG   E   D  II+            I T+ DHR+AM+F++A+   
Sbjct: 650 ESDRIQAMVDGLKILGVEAEGTEDGAIISGFGAQGAFGGGEIVTHHDHRIAMSFTVASLR 709 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDV 438 
           AE  + + D      +FP + D+ 
Sbjct: 710 AEKQIKVLDCANVATSFPGFVDL 732 
 
 
>ref|NP_970228.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase), EPSP 
           synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Bdellovibrio bacteriovorus HD100] 
 emb|CAE78287.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase), EPSP 
           synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Bdellovibrio bacteriovorus HD100] 
          Length = 394 
 
 Score =  116 bits (290), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 95/356 (26%), Positives = 170/356 (47%), Gaps = 19/356 (5%) 
 
Query: 87  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 146 
           +++ +E  ++  G  G   R +  A+ A+     + L+  PR+ +RP   L+  L QLG  
Sbjct: 51  LKEIRERSRIDCGEGGTTFRFM--ALRASRMRGVHTLEATPRLLQRPQKGLLDLLSQLGV 108 
 
Query: 147 DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 206 
                   +     V+     P   +K++ S SSQY SAL++   L   D+E E++   + 
Sbjct: 109 QTQI---KNREMFVVSEGWKRPRTPLKVNTSESSQYASALILNCWLLDFDLEFELVGDKV 165 
 
Query: 207 SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 266 
           S  Y ++T+++++  G++ +     +++ I  GQ+  S     VE D SSA    +  A+ 
Sbjct: 166 SESYFQLTVQMLKELGMRMQVQG--NKYLIPAGQRI-SKLEYRVESDLSSAFTMASAGAL 222 
 
Query: 267 TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 326 
            GG   +      S Q D  F E+ + M  +    E ++ V     +P     L+A++ + 
Sbjct: 223 VGGAKLL-NYPVKSSQPDGIFVEIFKQMNIETEMVEGALCV-----KPCA--GLRAVNWD 274 
 
Query: 327 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 386 
           + + PD+   LAV+  +A+G + + +      KE+ R+  I     +LG S E  PD  I 
Sbjct: 275 LYQSPDLFPVLAVLCSWANGSSKLYNAPHLAAKESNRIAKIADLFERLGISHEVLPDGMI 334 
 
Query: 387 I--TPPEKLNV-TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           I   P + L      D+  DHRM MA +L       +TI +P    K+FP+++D++ 
Sbjct: 335 IHGNPQQSLKKGITFDSDQDHRMVMAATLMKLKGHDITIENPEAINKSFPEFWDMI 390 
 
 
>ref|YP_001435871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ignicoccus hospitalis 
           KIN4/I] 
 gb|ABU82464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ignicoccus hospitalis 
           KIN4/I] 
          Length = 443 
 
 Score =  116 bits (290), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 122/431 (28%), Positives = 203/431 (47%), Gaps = 31/431 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G+V+ P SKS + R   LA L+EG +    +  S+DV   L A+R  G  VEA        
Sbjct: 29  GSVEAPPSKSWAQRAAFLALLAEGRSSFRRVPESDDVLASLEAVRAFGAKVEAK------ 82 
 
Query: 77  VVVGCGGKFPVEDAKEEVQ---LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                GG+  +E  + +V    + +  +G   R   A  T        V+ G   +R RP 
Sbjct: 83  -----GGEVAIEGGEVKVPEDVINMRGSGTGARIAIAVGTLVPKGFGVVVTGNASLRRRP 137 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
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           +  +V  +  LGA+V    G   P   V   GGLPGG+ ++ GS++SQ+++A L+A+  + 
Sbjct: 138 MTPVVEVMNALGAEVVSLRGGLLP---VVSFGGLPGGEAEVDGSVTSQHVTAALIASTKS 194 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
               +I  +   +S  Y+ +T R+M  FG K +    +    ++  +  K+ ++  V GD 
Sbjct: 195 ERGAKI-TVKNAVSRGYIALTERVMRLFGAKVKCDAKYSYCEVEPSE-LKAVRSE-VPGD 251 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            + A++  A A ++GG V V       S  GD +  + L   G +V++++  + V G  R 
Sbjct: 252 YALAAFPAALAVVSGGEVKVGPLPPPESGPGDHRLVDYLRKFGVEVSYSDGYLRVEGSVR 311 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                   K   VN+   PD+A+ LA VA  + G + +  ++    KE+ R+  I   L  
Sbjct: 312 P-------KGTRVNLKDEPDLALPLAAVAAVSKGESVLAGLSHLVYKESNRIETILQTLK 364 
 
Query: 373 KLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
             G S   +GP   ++   E L    +   DDHR+AM  ++   A   V I    C  K+ 
Sbjct: 365 CFGVSARVDGPSIRVLG-TESLRPCRLKCPDDHRIAMLAAVLGSAAGAV-IESAECVNKS 422 
 
Query: 432 FPDYFDVLSTF 442 
           +P ++D LS+  
Sbjct: 423 WPGFWDALSSL 433 
 
 
>ref|YP_001878489.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Akkermansia 
           muciniphila ATCC BAA-835] 
 sp|B2UN97.1|AROA_AKKM8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD05708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Akkermansia 
           muciniphila ATCC BAA-835] 
          Length = 435 
 
 Score =  115 bits (289), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 126/455 (27%), Positives = 199/455 (43%), Gaps = 50/455 (10%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           I  + G + +PG KS+S+R  +L  L+EG T VDN L SED    L A+  LG  V+  + 
Sbjct: 8   ISSLQGALTVPGDKSISHRAAILGGLAEGVTEVDNFLCSEDCLNTLRAMEQLGAKVDVLE 67 
 
Query: 72  AAK-------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +       R   V    K P      E  +  GN+G  MR L   + A   ++    D 
Sbjct: 68  ERQGYGPVRFRITGVAMSPKAP------ERPIDCGNSGTGMRLLAGMLAACPFDSEMFGD 121 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVK-LSGSI---S 179 
               +  RP+G ++  L+Q+GA ++       C P+ ++G      G+V  +S ++   S 
Sbjct: 122 A--SLSSRPMGRIMQPLEQMGARIEARGAKPGCAPLSIHG------GRVHPISYTLPMAS 173 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYI- 236 
           +Q  SA+L+A   A G   +         P V  + T RL   FGV      + D   +  
Sbjct: 174 AQVKSAILLAGMFADGTTTVRQ-------PAVTRDHTERLFRHFGVPC----TVDGLTVG 222 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
             G       +  V  D SSA++++ A A+  G  +T+   G    +  V  A  L+ MG 
Sbjct: 223 TCGPALPVAHDLTVPADISSAAFWMVAAASRPGSRLTLRQVGLNKTRNAVISA--LQRMG 280 
 
Query: 296 AKVTWTETSVTVTGPPR---EPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
           A++    TS    G P      +G   L    +   ++P   D    LAV      G    
Sbjct: 281 ARMDIVPTSPEDAGEPYGDITVYGSDSLHGTSLLPEEIPNLIDEIPILAVAGALGRGDFI 340 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           +R+    RVKET+R+      L  +G  VEE  D  ++     L  T + +Y DHR+AM+ 
Sbjct: 341 VRNARELRVKETDRIATTAANLRLMGVDVEEFDDGMVVHGGTPLKGTELSSYGDHRIAMS 400 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           F +A   A+    + D  C   ++P +   L+ F+ 
Sbjct: 401 FLVAGLSAQGETVVTDAECINTSYPGFERDLAQFL 435 
 
 
>ref|YP_496604.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Novosphingobium 
           aromaticivorans DSM 12444] 
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 sp|Q2G8Q3.1|AROA_NOVAD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABD25770.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Novosphingobium 
           aromaticivorans DSM 12444] 
          Length = 441 
 
 Score =  115 bits (289), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 131/448 (29%), Positives = 208/448 (46%), Gaps = 37/448 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R ++L AL+ G T V  LL  EDV     A+R +G ++E D     
Sbjct: 12  LKGRIGVPGDKSISHRSIMLGALAVGETRVTGLLEGEDVLSTAAAMRAMGATIERDADGM 71 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V  VG GG    + A     L +GN+G + R L   V      AT+V D    + +RP 
Sbjct: 72  WHVHGVGVGGLLQPQQA-----LDMGNSGTSTRLLMGLVATHPITATFVGDA--SLSKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G ++  L  +GA+     G    P+ + GI   P   ++    + S+Q  SA+L+A    
Sbjct: 125 MGRVIDPLSTMGAEFTASPGGRL-PLTLRGIS--PAVPIEYRLPVASAQVKSAVLLAGLN 181 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPKNAY 249 
             G     +   +  IP  + + R++  FG +      +D      ++G  + K P++   
Sbjct: 182 TPG-----VTTVIEPIPTRDHSERMLRGFGAELTVDVAADGARVIRVRGEAELK-PQDIA 235 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A +  G+ + VE  G    +      +VL +MG  +        V  
Sbjct: 236 VPGDPSSAAFFVVAALLVEGSDLVVENVGLNPTR--AALFDVLRLMGGSIEELNRR-EVG 292 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P      +H  L  IDV+   +P   D    L V A  A G T    +   RVKE++R 
Sbjct: 293 GEPVADLRVRHSLLTGIDVDPAVVPSMVDEFPVLFVAAALAKGRTVTTGLEELRVKESDR 352 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTA----IDTYDDHRMAMAFSLAACAE 417 
           + A+R  L   GA+V E  D  II  T  + L  TA    + T+ DHR+AM+ ++A  A  
Sbjct: 353 ISAMRAALELAGATVTETEDGLIIDGTGGDPLPGTAEGASVVTHLDHRIAMSMAIAGIAS 412 
 
Query: 418 VP-VTIRDPGCTRKTFPDYFDVLSTFVK 444 
              V + D      +FP +  +L +  + 
Sbjct: 413 RNGVEVDDTRPIATSFPVFESLLESATR 440 
 
 
>ref|ZP_08081145.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus ruminis 
           ATCC 25644] 
 gb|EFZ34308.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus ruminis 
           ATCC 25644] 
          Length = 437 
 
 Score =  115 bits (289), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 130/458 (28%), Positives = 211/458 (46%), Gaps = 45/458 (9%) 
 
Query: 8   VLQ--PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +LQ  P   + G + +PG KS+S+R L++ A+SEG TV+++ L  ED    + AL+ LG+ 
Sbjct: 4   ILQKAPKNGLHGNLTVPGDKSISHRALMIGAISEGKTVIEHFLCGEDCLSTMKALQDLGV 63 
 
Query: 66  SVEADKAAKRAVVVG-CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +  +        VG  G K P      E  L +GN+G   R +   +  AG N    ++ 
Sbjct: 64  KIVRNGNHVEVEGVGQTGFKQP------EKPLDMGNSGTTTRLMMGLL--AGQNLDAKME 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   LK+ GA V+       P + V+G   L    +K+  + S+Q  S 
Sbjct: 116 GDSSLSKRPMKRVSEPLKRFGAKVELSDQGTLPAI-VHG-KKLHEATIKMDVA-SAQVKS 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-----G 239 
           AL+ AA  A G     I++KL +  + E+ LR    FG   + ++      + G     G 
Sbjct: 173 ALIFAALYADGTS--TIVEKLPTRDHTEIMLRA---FGADVKTAEDGVTISVSGKPRLKG 227 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +K   P +        +A+  + G+  T   V++    T  L        VL  MG  V+ 
Sbjct: 228 RKVVVPSDISSAAFFIAAAALIPGSETTFENVSLNPTRTGILH-------VLCKMGGNVS 280 
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Query: 300 WT---ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDV 353 
                  S   +G  R  +    L+AI++    +P +   L +VA+    ADG + I    
Sbjct: 281 IVPDPNESGEQSGTIRVKYAP--LRAIELTEEDVPSIIDELPLVAMLAASADGTSKITGA 338 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFS 411 
           A  RVKET+R+     EL K G  +EE  D  II   E  NV    +D++ DHR+ M  + 
Sbjct: 339 AELRVKETDRIAVTAQELRKFGVEIEELEDGMIIKGRENWNVQTQKLDSHGDHRIGMMDA 398 
 
Query: 412 LAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTF---VKN 445 
           +AA  A+  + + +      ++P +F  L+     VKN 
Sbjct: 399 IAALKADCEMELENEAAIDISYPTFFSDLAKITGGVKN 436 
 
 
>ref|ZP_02187665.1| 5-enolpyruvylshikimate-3-phosphate synthase [alpha proteobacterium 
           BAL199] 
 gb|EDP65319.1| 5-enolpyruvylshikimate-3-phosphate synthase [alpha proteobacterium 
           BAL199] 
          Length = 447 
 
 Score =  115 bits (287), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 131/443 (29%), Positives = 198/443 (44%), Gaps = 35/443 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++GT+++PG KS+S+R L+   LS G T ++ LL  ED+    GA+R  G  VE  K  
Sbjct: 11  RPLTGTLRIPGDKSISHRSLIFGGLSVGETTIEGLLEGEDILATAGAMRAFGCEVERGKD 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
             R  V G G    V    E   +   GNAG   R L     AA    T +  G   +R  
Sbjct: 71  G-RWHVHGRG----VSGLDEPADVIDCGNAGTGARLLMG--VAAQQPITTIFTGDGSLRR 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLM 188 
           RP+G ++  L Q+G       G   P   +      P   + +  ++   S+Q  SA+L+ 
Sbjct: 124 RPMGRVMTPLSQMGVRFATRQGGRLPGAVIG-----PETLIPIEYTLPMASAQVKSAILL 178 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G   +     +   P  + T  ++  FG  V+ E      R     GQ   + + 
Sbjct: 179 AGLGAAGHTTV-----IEPKPTRDHTETMLRHFGADVRVEDMPGGGRRITLVGQPELTGR 233 
 
Query: 247 NAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++  +A   + G  +T+ G GT  L+      E L  MGA +T T     
Sbjct: 234 KVVVPADPSSAAFPAVAALLVEGSEITLPGVGTNPLR--FGLFETLIEMGADITLTNRR- 290 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           T  G P      +H  L+ I+V   + P   D    LAV A  A+G T +R +   RVKE 
Sbjct: 291 TEAGEPVADLIIRHGPLRGIEVPPERAPTMIDEYPILAVAASVAEGTTVMRGLEELRVKE 350 
 
Query: 361 TERMVAIRTELTKLGASVE-EGPDYCIITPPEKL-NVTAIDTYDDHRMAMAF-SLAACAE 417 
           ++R+ A+   LT  G  V+ +G D  +      +   T I    DHR+AM+F  L   +E 
Sbjct: 351 SDRLGAMAQGLTACGVRVDVDGDDLTVRGASNGVAGRTTIPVDLDHRIAMSFLVLGMVSE 410 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLS 440 
             V I D      +FP + D+++ 
Sbjct: 411 EFVAIDDAAAIATSFPGFADLMN 433 
 
 
>ref|YP_001939700.1| 5-enolpyruvylshikimate-3-phosphate synthase and cytidylate kinase 
           [Methylacidiphilum infernorum V4] 
 gb|ACD83102.1| 5-enolpyruvylshikimate-3-phosphate synthase and cytidylate kinase 
           [Methylacidiphilum infernorum V4] 
          Length = 695 
 
 Score =  114 bits (286), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 130/457 (28%), Positives = 215/457 (47%), Gaps = 44/457 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++P   I G + +PG KS+S+R ++LA+L+ G + + + L S D    L A   +G+  
Sbjct: 8   LIVEPCPLIKGEISVPGDKSISHRAVMLASLARGRSKIRHFLPSADCLCTLRAFEAMGVR 67 
 
Query: 67  VEADKAAKRAVVV-GCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           VE  K  K  +++ G GG+   P E       +  GN+G  MR +   ++A    +  +  

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1342



 

 

Sbjct: 68  VE--KEGKTTLIIEGKGGQLDPPFE------AIDCGNSGTMMRLMAGILSAQPFYSKLIG 119 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           D    +  RP+  ++  L+ +GA +      + PP+ +     L G   +L    S+Q   
Sbjct: 120 DR--SLSRRPMNRIIEPLRLMGAKIRAEGKENTPPLFIEP-STLKGIDYRLPIP-SAQVK 175 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLIS-IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           S +L A   A G      I ++I  +P  + T RL E+FGV+    ++     + GG K  
Sbjct: 176 SCILFAGLFAPG------ITRIIEPVPSRDHTERLFEQFGVRTLREEN-GCIVLHGGMKL 228 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           ++  +  V GD SSA++++  AA +    + V   G    +      ++L  MGA +    
Sbjct: 229 EA-SDVDVPGDFSSAAFWIGAAAALPNSELRVRSVGLNPTR--TGLLKILLRMGAHI--- 282 
 
Query: 302 ETSVTVTGPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
           E SV  +    EP G        LK   +  +++    D    LAV+   A+G T IR+  
Sbjct: 283 EESVE-SHARGEPIGSLWIRGNKLKGTVIQGDEIVGVIDELPILAVIGALAEGITEIRNA 341 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-L 412 
              RVKE++R+ AI T L   G  VEE  D   I   E +    ++++ DHR+AMAFS L 
Sbjct: 342 QELRVKESDRIKAIVTNLRAFGVEVEELVDGMRIQGMESVQPARVESFGDHRIAMAFSIL 401 
 
Query: 413 AACAEVPVTIRDPGCTRKTFP----DYFDVLSTFVKN 445 
           A  A     I D  C   ++P    D + +  +F K  
Sbjct: 402 ALKANKASRIEDVDCIATSYPGFEQDLYALTQSFSKE 438 
 
 
>ref|YP_003756447.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hyphomicrobium 
           denitrificans ATCC 51888] 
 gb|ADJ24126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hyphomicrobium 
           denitrificans ATCC 51888] 
          Length = 446 
 
 Score =  114 bits (286), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 127/437 (29%), Positives = 198/437 (45%), Gaps = 26/437 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V+LPG KS+S+R L+  AL+ GTT +  LL SEDV     A+  LG   E     K 
Sbjct: 17  LKGRVRLPGDKSISHRALIFGALATGTTRIRGLLESEDVVNTARAVSALGAHAE-----K 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  V    G+ P    +    L  GN+G   R +   +  AG   T  + G   +  RP+ 
Sbjct: 72  RGDVWEVKGRGPGGLRQPTEPLDFGNSGTGARLMMGVI--AGHPITVQMTGDASLSRRPM 129 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L Q+G +V    G +  P+ + G   L      L    S+Q  SA+L+A   +  
Sbjct: 130 RRVLGPLMQMGLEV-IETGRETLPLTLRGTSELIPIVYPLP-VPSAQVKSAVLLAGLHSA 187 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           G  E  +I+   +  + E   R++  FG  V+    +      I+G  +    ++  V G 
Sbjct: 188 G--ETTVIEHEATRDHTE---RMLRHFGANVRIMDKEGGRAITIRGDAELTG-RDILVPG 241 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +A A I  G+ VT+EG      +        L+ MG  VT          P  
Sbjct: 242 DPSSAAFLVAAALIVPGSDVTIEGVLINPTR--TGLYTTLQEMGGDVTLLNQREEGGEPI 299 
 
Query: 312 REPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            +   R   LK + V   + P   D    LA ++ FA G T +  +A  +VKE++R+ A  
Sbjct: 300 ADIRVRASELKGVRVPAERAPSMIDEYPVLAAISAFAKGTTQMDGLAELKVKESDRLQAT 359 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACA-EVPVTIRDP 425 
            T L   G +     D  I+   ++L     + T+ DHR+AMAF  A  A E P+T+ D  
Sbjct: 360 ATGLEVNGVTARIDGDSLIVEGKQRLKGGGLVATHLDHRIAMAFLTAGLASEKPITVDDT 419 
 
Query: 426 GCTRKTFPDYFDVLSTF 442 
                +FP++  ++ T  
Sbjct: 420 TMIATSFPEFRGLMETL 436 
 
 
>ref|ZP_07965739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Segniliparus rugosus 
           ATCC BAA-974] 
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 gb|EFV13033.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Segniliparus rugosus 
           ATCC BAA-974] 
          Length = 377 
 
 Score =  114 bits (286), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 103/302 (34%), Positives = 147/302 (48%), Gaps = 30/302 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +  TV LPGSKS++NR L+LAAL+   + +   L S D   ML ALR +G  V      + 
Sbjct: 56  LDATVGLPGSKSITNRALVLAALASSPSRIVGTLRSRDTDLMLDALRRMGAGVRIHD-DQ 114 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +  G   P+ +A  +V L    AG  MR L  A   A G  ++  DG  + R RP+ 
Sbjct: 115 TTVDIEPG---PLREASVDVGL----AGTVMRFLPPAAALATGAVSF--DGDEQARARPL 165 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLA 193 
             ++  L+ LG  VD     D  P  V G G + GG+V +  S SSQ++S LL++ A    
Sbjct: 166 DTILNALRDLGVAVDG----DSLPFVVRGQGRVRGGEVAVDASASSQFVSGLLLSGARYD 221 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP------KN 247 
            G     +   L S P++EMT++++E  GV+ E  +            ++ P      +  
Sbjct: 222 EGLTVRHVGGPLPSAPHIEMTVQMLEDSGVRVEQPEQ---------HVWRIPPSPIAGRE 272 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             VE D S+AS FLA AA  GG V V    TT+ Q       +L  MGA V   +  +TV 
Sbjct: 273 WLVEPDLSNASPFLAAAAAAGGEVRVPRWPTTTTQAGDAIRHILARMGATVRLQDGWLTV 332 
 
Query: 308 TG 309 
            G 
Sbjct: 333 QG 334 
 
 
>ref|YP_001318531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alkaliphilus 
           metalliredigens QYMF] 
 sp|A6TL04.1|AROA_ALKMQ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABR46872.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alkaliphilus 
           metalliredigens QYMF] 
          Length = 425 
 
 Score =  114 bits (285), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 120/453 (26%), Positives = 227/453 (50%), Gaps = 44/453 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V   ++++ G + +PG KS+S+R ++L+++S+GT+ V   L  ED    +   R LG+  
Sbjct: 2   LVTNKVEKLEGKMTVPGDKSISHRAIMLSSISKGTSRVKGFLRGEDCLSTISCFRDLGID 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           +E D+  +  ++ G G    +    E + +   GN+G  +R ++  +  AG     ++ G 
Sbjct: 62  IE-DRGTE-IIIQGKG----LHGLSEPLNVLDAGNSGTTIRLISGIL--AGQKFLTIVTG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLS 184 
              +R+RP+  +   L+++GA ++     +  P+ + G G L G  +  +  +SS Q  S 
Sbjct: 114 DASLRKRPMERIATPLRKMGAFIEGRDYGNLAPLVIRG-GNLKG--MDYASPVSSAQVKS 170 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+A     GD  +   +K+ S  + E  L+     G+ A  + S D+   + G+     
Sbjct: 171 AILLAGLYGEGDTIVR--EKITSRDHTEKMLK-----GLGA--NISTDQGVTRLGKSELY 221 
 
Query: 245 PKNAYVEGDASSASYFLAGAA-ITGGTVTVEGCGTT-----------SLQGDVKFAEVLE 292 
            ++  V GD SSA++F+AGAA + G  +  EG G              + GD++   + + 
Sbjct: 222 GQSIEVPGDISSAAFFMAGAAALPGSFLITEGVGLNPTRTGIIDVLRDMGGDIEIHNLRQ 281 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
             G ++      + + G  ++ +G +  K I   + ++ D    LA++A  A+G T I   
Sbjct: 282 SGGEEIG----DIMIRG--KKLYGTEIGKEI---IPRLIDEIPVLAIIAATAEGKTIITG 332 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               +VKE+ R+ A+ TE+ K+G  V E PD   I   + +    +++Y DHR+AMA ++ 
Sbjct: 333 AEELKVKESNRITAMVTEMQKVGIKVTELPDGMEIEGGQVITGGRVESYGDHRIAMAMAI 392 
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Query: 413 AAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
               A+ P+ I D  C   +FP++ + L   V+ 
Sbjct: 393 CGLFAQEPIKINDSQCIDISFPNFEEKLKAVVR 425 
 
 
>ref|YP_916014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paracoccus 
           denitrificans PD1222] 
 sp|A1B474.1|AROA_PARDP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABL70318.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Paracoccus 
           denitrificans PD1222] 
          Length = 443 
 
 Score =  114 bits (285), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 128/437 (29%), Positives = 205/437 (46%), Gaps = 31/437 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           ++G  ++PG KS+S+R L+L ALS G T +  LL  +DV     A+R  G  VE   +   
Sbjct: 18  LTGEAQVPGDKSISHRALILGALSVGETHITGLLEGQDVLDTAAAMRAFGAQVERLGEGE 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      A+ E  +  GN+G  +R +  A+      AT+  D    +  RP 
Sbjct: 78  WRVNGVGVGGF-----AEPEGVIDCGNSGTGVRLIMGAMATTPITATFTGDA--SLSRRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L+  G +V    G   P         +P   V+    + S+Q  SA+L+A    
Sbjct: 131 MGRVTDPLELFGCEVTAREGKRLPLTIKGASEPVP---VRYKTPVASAQIKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G+  +     + + P  + T R++  FG  +  E +       +KG  + K P+   V 
Sbjct: 188 APGETVV-----IEAEPTRDHTERMLAGFGAAITTETTAEGHVIILKGRPELK-PQPVAV 241 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +A A I  G+ + V G      + D  +  +LE MGA + + E      G 
Sbjct: 242 PRDPSSAAFPVAAALIVPGSEIRVPGVSRNPTR-DGLYVTLLE-MGADIRF-ENQREEGG 298 
 
Query: 310 PPREPFGRKH--LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      +H  LK + V   +   M D    L+V+A FA+G T ++ V   RVKE++R+ 
Sbjct: 299 EPVADLVVRHGPLKGVTVPAERAASMIDEFPILSVIACFAEGTTVMQGVHELRVKESDRI 358 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACA-EVPVTI 422 
            A+   L   GA V +  D   +     L+  A   T+ DHR+AM+F +A  A   P+++ 
Sbjct: 359 DAMAVGLRANGAEVVDTQDTMTVHGKGGLDGGATCATHLDHRIAMSFLVAGLASHQPISV 418 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
            D G    +FPD+  ++ 
Sbjct: 419 DDGGPIATSFPDFLPLM 435 
 
 
>ref|YP_912693.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           phaeobacteroides DSM 266] 
 sp|A1BIP2.1|AROA_CHLPD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABL66269.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           phaeobacteroides DSM 266] 
          Length = 434 
 
 Score =  114 bits (285), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 119/445 (26%), Positives = 211/445 (47%), Gaps = 46/445 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK------ 74 
           LP  KS+S+R  L+ ALS+GTT + N     D    L  L+  G+++  ++ A        
Sbjct: 11  LPPDKSISHRAALIGALSDGTTEIVNFSGGFDNQSTLAVLQASGIALIQEECAGSYGRRI 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G +       +  L   N+G  MR     + A    +  VL+G   + +RP+ 
Sbjct: 71  RRVVIESRGLWSF--LAPQAPLMCNNSGSTMRMFAGILAAQPFES--VLEGDSSLMKRPM 126 
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Query: 135 GDLVVGLKQLGADVD-CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             +   L+Q+GA V+  F GT   P+R+ G   L   + +L   +SS  + +L+  A L  
Sbjct: 127 NRVADPLRQMGAQVELSFSGT--APIRIQGTKDLHSLEYRL--PVSSAQVKSLVAFAALH 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             D +  II+ + S  + E+ L      G++     + +R  I  G+K    K  Y+  D 
Sbjct: 183 -ADGQTRIIEPIRSRDHTELML------GLETIDQPNGERVIIVPGRKRIESKPFYIPAD 235 
 
Query: 254 ASSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            S+A + +A A +  G+  +  + C   +  G   +  +L   GA ++  E S  + G   
Sbjct: 236 PSAACFIVALALLAKGSDIIIRDLCLNPTRTG---YLAILAGAGAGIS-VENSRVIGG-- 289 
 
Query: 312 REPFG------RKHLKAIDVN-----MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            E  G         L ++ ++      N + ++ M LAV++ F+ G   +   A  R KE 
Sbjct: 290 -EAIGDVLVHSEGELNSLVISDPHEVANVIDEIPM-LAVLSAFSSGRFELHHAAELRTKE 347 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAE- 417 
           ++R+ A+   L +LG   E+ PD   +     +   V +I+++DDHR+AM+F++A  A   
Sbjct: 348 SDRIDALVVNLERLGFQCEQYPDGFKVNGRIAMPKGVVSIESFDDHRIAMSFAIAGKATG 407 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
           V + I D G    +FP++F+++ +  
Sbjct: 408 VDLAISDIGVVGVSFPNFFEIIESL 432 
 
 
>ref|YP_001280145.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Psychrobacter sp. PRwf-1] 
 gb|ABQ94195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychrobacter sp. 
           PRwf-1] 
          Length = 770 
 
 Score =  114 bits (284), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 121/446 (27%), Positives = 203/446 (45%), Gaps = 36/446 (8%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           ++ P   I+GT+ +PG KS+S+R ++  +L+EG T V   L  ED    L A R +G+++ 
Sbjct: 327 IITPSSTINGTIAVPGDKSISHRSIMFGSLAEGVTRVSGFLEGEDALATLQAFRDMGVTI 386 
 
Query: 68  EADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           E  +     +  VG  G  P         L++GN+G  MR L+  + A   ++  VL G  
Sbjct: 387 EGPENGNVVIHGVGINGLKP-----SRTPLYMGNSGTTMRLLSGILAAQSFDS--VLTGD 439 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLPGGKVKLSGSISSQYL 183 
             + +RP+  +   L+++GA +         P+ + G    G    G        S+Q   
Sbjct: 440 ASLSKRPMERVAKPLREMGATLQTTGERGTAPISITGSDKRGSKLHGITYDMPVASAQVK 499 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           S L++A   A G  +  +I   IS  + E   R++  FG   E     +   ++GG K   
Sbjct: 500 SCLILAGLWAEG--KTTVIQPEISRDHTE---RMLSAFGYDVE--VEGNTISVEGGGKLT 552 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +   A V  D SSA++F+  A+I   + +T+   G    +  +   ++L++MGA ++ +  
Sbjct: 553 ACDIA-VPADISSAAFFMVAASIAKDSQITITQVGMNPTRTGI--IDILKLMGADISLSN 609 
 
Query: 303 TSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
            +  V G P      K   LK I +    +P   D    L V A  A G T +      R 
Sbjct: 610 ETF-VGGEPVADITIKSAQLKGITIPEALVPLAIDEFPVLFVAASCAQGQTVLTGAKELR 668 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII-------TPPEKLNVTAIDTYDDHRMAMAF 410 
           VKE++R+  +   LT+LG       D  II       +         I ++ DHR+AM+F 
Sbjct: 669 VKESDRIAVMADGLTQLGVDCAVTEDGIIIEGKGDGQSHQAVFGGGEIYSHHDHRIAMSF 728 
 
Query: 411 SLAAC-AEVPVTIRDPGCTRKTFPDY 435 
           S+A+  A   +TI+       +FP + 
Sbjct: 729 SVASLRATDTITIQGVETVNTSFPGF 754 
 
 
>ref|YP_002298688.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodospirillum 
           centenum SW] 
 gb|ACI99875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodospirillum 
           centenum SW] 
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          Length = 448 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 127/471 (26%), Positives = 203/471 (43%), Gaps = 69/471 (14%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           AG   ++ +    ++GTV +PG KS+S+R L+  ALS G T ++ LL  +DV     ALR 
Sbjct: 6   AGPRPLLSRRSGALAGTVTVPGDKSISHRALMFGALSLGETRIEGLLEGDDVLRTAAALR 65 
 
Query: 62  TLGLSVEADKAAKRAVVV---GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            LG   EA++      +    G GG      A+    L +GN+G A R L   +  A    
Sbjct: 66  ALG--AEAERLPDGTWITRGRGVGGL-----AEPAQVLDMGNSGTAARLLMGLL--ATHP 116 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            T V+ G   + +RP+  +   L+ +GA      G           G LPG  +     + 
Sbjct: 117 FTSVMTGDASLTKRPMARVTTPLETMGARFALRSG-----------GRLPGAVIGTDRPV 165 
 
Query: 179 ---------SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 229 
                    S+Q  SA+L+A   A G   +     +   P  + T R++  FG++    + 
Sbjct: 166 PIAYRLPVASAQVKSAILLAGLNAPGRTTV-----IEPEPTRDHTERMLRHFGIEVTVEE 220 
 
Query: 230 SWDRFYIK--GGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVK 286 
           + D        GQ   + ++  V  D SSA++    A I  G  +++ G GT   +     
Sbjct: 221 AGDGALAATVTGQGELTARDLRVPADPSSAAFPAVAALIRPGSALSLPGVGTNPRR--TG 278 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVA 334 
             E L  MGA + +          PRE  G            L+ ++V   + P   D   
Sbjct: 279 LFETLRAMGADIAYAN--------PREEGGEPVADLLVRASGLRGVEVPPERAPSMIDEY 330 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----TPP 390 
             L + A  A+GPT +R +   RVKE++R+  +   L   G +VE G D+ ++     PP 
Sbjct: 331 PVLCIAAACAEGPTVMRGIGELRVKESDRLAMMADGLAACGVTVEAGEDWMVVHGRGRPP 390 
 
Query: 391 EKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
                  + T  DHR+AM+F  L    E PV + D      +FP +  +++ 
Sbjct: 391 A--GGATVATAMDHRIAMSFLVLGMATEQPVRVDDGAFIDTSFPGFVALMN 439 
 
 
>ref|YP_828529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Solibacter 
           usitatus Ellin6076] 
 sp|Q01Q26.1|AROA_SOLUE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ88244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Solibacter 
           usitatus Ellin6076] 
          Length = 426 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 117/453 (25%), Positives = 205/453 (45%), Gaps = 58/453 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   I+G + LPG KS+S+R  ++++++EG + + N     D H  LG +R LG+ +  
Sbjct: 5   ISPAAAITGAITLPGDKSISHRYAMISSIAEGDSRILNYSTGADCHSTLGCMRALGIEIT 64 
 
Query: 69  ADKAAKRAVVVGC---GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +      VV G    G + P  D      L  GN+G  +R L+  + AA    T +  G 
Sbjct: 65  GE--GTEFVVHGKGLDGLRAPAGD------LDAGNSGSTIRMLS-GILAAQPFTTRIF-G 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI----SSQ 181 
              +  RP+  ++  L Q+GA++        PP+ ++      GGK++         S+Q 
Sbjct: 115 DESLSRRPMQRIMKPLAQMGAEIRA-REEKFPPLEIH------GGKLRAIDYTLPVPSAQ 167 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
             + +L A   A G  E  + + + S  + E+ LR    FG  AE + +  +  + G  + 
Sbjct: 168 VKTCVLFAGLFAEG--ETTVTEPVRSRDHTEIALR---EFG--AELTAAKGKITLTGRPR 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             + ++  V  D SSA++F+  A  + G ++ + G G    +      ++L  MGAK+   
Sbjct: 221 L-TGRDLIVPSDISSAAFFIVAALLVRGSSLVIRGVGLNPSRS--ALLDLLIGMGAKIRI 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP-------------DVAMTLAVVALFADGP 347 
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                    P  E    + +  I V  + +              D    LAV+    +   
Sbjct: 278 ---------PQLESQNGELIGEIQVEHSALQGGVIEGGLTAAVIDEIPVLAVLGAATEEG 328 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
             I+D    RVKET+R+  +   L +LG + EE PD  +I   +K      D++ DHR+A 
Sbjct: 329 LTIKDAGELRVKETDRIATVVENLRRLGVTAEETPDGLVIPGRQKFRAAEFDSFGDHRIA 388 
 
Query: 408 MAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVL 439 
           MAF++AA   +    I++      +FP+++  L 
Sbjct: 389 MAFAVAALRGDGESVIQNADAASVSFPEFWSTL 421 
 
 
>ref|YP_684057.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter 
           denitrificans OCh 114] 
 sp|Q161H2.1|AROA_ROSDO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG33371.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter 
           denitrificans OCh 114] 
          Length = 450 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 131/435 (30%), Positives = 203/435 (46%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PG KS+S+R L+L ALS G T +  LL  +DV     A+R  G +V      + 
Sbjct: 18  LTGEARVPGDKSISHRSLILGALSVGETRISGLLEGQDVLDTAKAMRAFGATVTDHGGGE 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G  +R +  A+  +  +AT+  D    +  RP 
Sbjct: 78  WSVHGVGVGGF-----AEPDGVIDCGNSGTGVRLIMGAMATSPISATFTGDA--SLNGRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V     +P   V  +  + S+Q  SA+L+A    
Sbjct: 131 MARVTDPLALFGAQSYGRQGGRLPMTVVGAAEPVP---VTYTVPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G  +  +I+   +  + E   R++  FG  +  E +D      + G  + KS K   V 
Sbjct: 188 APG--QTVVIEAEATRDHTE---RMLAGFGAEISVEDADEGRVITLTGQPELKSQK-IDV 241 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A I  G+ V V G G    +        L  MGA +T+    V     
Sbjct: 242 PRDPSSAAFPVCAALIVPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTYENERVEGGE 299 
 
Query: 310 PPREPFGR--KHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P  +   R    L  I+V       M D    L+VVA FA G T +R V   RVKE++R+ 
Sbjct: 300 PVADLRARFSPDLTGIEVPPARAASMIDEYPVLSVVASFARGDTVMRGVKELRVKESDRI 359 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAFSLAACA-EVPV 420 
            A+ + L   G +VE+GPD+ ++T     NV    T   + DHR+AM+F +   A + PV 
Sbjct: 360 DAMASGLRANGVAVEDGPDWWVVTGRGHGNVAGGATCASFLDHRIAMSFLVMGMATQKPV 419 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           T+ D G    +FP + 
Sbjct: 420 TVDDAGPIATSFPIF 434 
 
 
>ref|YP_253363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           haemolyticus JCSC1435] 
 sp|Q4L6G8.1|AROA_STAHJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAE04757.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           haemolyticus JCSC1435] 
          Length = 432 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 111/432 (25%), Positives = 203/432 (46%), Gaps = 36/432 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +++PG KS+++R ++LA+L+ G + +   L  ED    +   + LG+++E    A+   
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Sbjct: 15  GEIEVPGDKSMTHRAIMLASLATGQSTIYKPLLGEDCLRTIEIFKLLGVNIEL---AEEK 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           ++V   G    +   +   L+ GN+G   R L   +  +G N   VL G   + +RP+   
Sbjct: 72  IIVDSPGYNKFKTPHQ--TLYTGNSGTTTRLLAGLL--SGLNLNCVLSGDASIGKRPMDR 127 
 
Query: 137 LVVGLKQLGADV----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           ++  L+ +GA++    D F      P  +NGI      K++++   S+Q  SALL A+   
Sbjct: 128 VMKPLRLMGANITGIDDNFTPLIIKPASINGITY----KMEVA---SAQVKSALLFASLF 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           +    +I  +D  +S  + E    + E+F +    S           +  K+ K+ YV G 
Sbjct: 181 SNDSSKITELD--VSRNHTE---TMFEQFNIPISISGKEITTQPNAIEHIKA-KDFYVPG 234 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++F+  A IT G+ +T+   G    +  +   ++++ M   +     ++T T  P 
Sbjct: 235 DISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVKQMEGNIECL--NITDTSEP 290 
 
Query: 312 REPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMV 365 
                 K+   LK + +  + +P     L ++AL    A G + I+D    +VKET R+  
Sbjct: 291 TASIRVKYTPNLKPVLIEGDIVPKAIDELPIIALLCTQASGTSIIKDAEELKVKETNRID 350 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRD 424 
                L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  ++ P+ IR  
Sbjct: 351 TTADMLGLLGFELQPTDDGLIIHPSEFKKSATVDSLTDHRIGMMLAIASLLSDKPLNIRQ 410 
 
Query: 425 PGCTRKTFPDYF 436 
                 +FP +  
Sbjct: 411 FDAVNVSFPGFL 422 
 
 
>ref|YP_003627046.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Moraxella catarrhalis 
           RH4] 
 gb|ADG61153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Moraxella catarrhalis 
           RH4] 
          Length = 767 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 121/442 (27%), Positives = 209/442 (47%), Gaps = 35/442 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P   ISG + +PG KS+S+R ++  AL++G T V   L  ED    L A   +G+ +E 
Sbjct: 332 IRPQNAISGVISVPGDKSISHRSIMFGALADGVTHVTGFLQGEDALATLQAFADMGVKIE 391 
 
Query: 69  --ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
             +DK     V +  G K P      +  L++GN+G +MR L   ++A   ++  V+ G  
Sbjct: 392 RNSDKVTIHGVGID-GLKAP------KTPLYMGNSGTSMRLLAGILSAQAFDS--VMTGD 442 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +RP+  + V L+ +GA +         P+ + G   L   + +L  + S+Q  S L 
Sbjct: 443 VSLSQRPMERVAVPLRNMGAKIQSTGKKGTAPLSITGSQTLNAIEYQLPVA-SAQIKSCL 501 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++A+  A G     II+  +S  + E   R++  FG   +      +  + GG +  +   
Sbjct: 502 ILASLWAKGTT--TIIEPEVSRDHTE---RMLNAFGYPVQVDGC--KISVTGGGRL-TAT 553 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++F+   AI GG  +T+E  G    +  V   ++L +MGA +T    +V 
Sbjct: 554 DIIVPADISSAAFFMVLGAIGGGEGLTIEKVGMNPTRTGV--IDILTLMGADITVMNEAV 611 
 
Query: 306 TVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
               P  +   R   L  ID+  + +P   D    L + A  A G T +      RVKE+ 
Sbjct: 612 VGGEPIADITVRPSDLHGIDIPEHLVPLAIDEFPILFIAASCAYGVTKLTGAKELRVKES 671 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIIT----PPEKLNVTA---IDTYDDHRMAMAFSLAA 414 
           +R+  +   L  LG   +   D  II       EK  +     I+++ DHR+AM+F++A+ 
Sbjct: 672 DRIQVMADGLATLGIDSKVLEDGIIIQGKGIQGEKNAIFGGGVIESHHDHRIAMSFAVAS 731 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDY 435 
             A   + I+       +FP++ 
Sbjct: 732 SRATDDIIIQGTETVNTSFPNF 753 
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>gb|AAM75972.1|AF481102_8 5-enolpyruvylshikimate-3-phosphate synthase [Candidatus Tremblaya 
           princeps] 
          Length = 432 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 124/435 (28%), Positives = 185/435 (42%), Gaps = 31/435 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           +   G   +P SKS SNR +  A +S + T +    L+S+D   +L A  + G+  E    
Sbjct: 14  RHRRGLALVPTSKSASNREVACAFVSLKATQLSGRTLHSDDTAVLLNAAHSFGILAEQHG 73 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              R     C     V       +L++GN+G   R + A+      +A  ++ G PRM   
Sbjct: 74  RTLRLGPERCKHGLLV------AELYVGNSGTTARLVCASACRRPRHA--LVHGDPRMHR 125 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG-GKVKLSGSISSQYL-SALLMA 189 
           RP   L VGL  LGA V  F      PV +     L       L  S SSQ++ SA+L + 
Sbjct: 126 RPALALTVGLASLGAKVLHFAVQGSLPVAIGPTCNLKNFAPPMLPMSESSQFITSAVLAS 185 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF-YIKGGQKYKSPKNA 248 
             +   D  I       S  YV  T+ +M  FG+ +E    W R+ +       + P +  
Sbjct: 186 HGIVHKDTPIACGQLTSSRLYVASTIDIMGLFGMCSE-GHGWQRYAHAPASMDCEYPGS- 243 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             + D +SASY  A   +  G   +  CG   + Q D   A+ +  MG  +        + 
Sbjct: 244 -TDFDMTSASYPTALGCMGMGMWRML-CGVDHASQSDATMADAMSSMGCAMWQCRDGNAM 301 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               R      H     +     PD AMT   ++L   G +    V SWR KET+R++A+ 
Sbjct: 302 WRAAR------HAPTPRLLCCSAPDGAMTAMTISLALAGASDAVGVLSWRYKETDRVLAM 355 
 
Query: 368 RTELTKLGASVEEGPD-----YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
             EL ++G + + G        C +T   + +V+   TY DHR+AM  SL   A   V   
Sbjct: 356 ALELRRMGVAADCGMGSMACLSCSLTWHGRADVS---TYRDHRIAMCCSLMHAAGCGVRT 412 
 
Query: 423 RDPGCTRKTFPDYFD 437 
             P C  KT+PDY   
Sbjct: 413 SGPQCVCKTYPDYLH 427 
 
 
>ref|YP_001154310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrobaculum 
           arsenaticum DSM 13514] 
 gb|ABP51658.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrobaculum 
           arsenaticum DSM 13514] 
          Length = 398 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 122/432 (28%), Positives = 198/432 (45%), Gaps = 51/432 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKA 72 
            + G   LP SK  S R+LL +AL+EG TVV  L  S+DV  M+ A++ +  +++ AD A 
Sbjct: 8   RLEGRFPLPPSKPYSQRLLLASALAEGETVVRGLELSDDVVAMVRAIQPIASITLRADTA 67 
 
Query: 73  --AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +KR             +  +     +  +G  +R+  A      G       G   +R 
Sbjct: 68  VVSKR-------------EPDKYRAFNVMESGFTLRTAVAVYAGIPGLTAVYFGGT--LR 112 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG--IGGLPGGKVKLSGSISSQYLSALLM 188 
            RPI +LV  L++L   V    G     V ++G  +G     +V++   +SSQY+S L+  
Sbjct: 113 GRPIDELVEVLRRL-VSVSKLPGA----VVIDGRRLGRF---RVEIRADVSSQYISGLMF 164 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
            A    G V +   ++  S  +VE T  ++  FG +    D      ++GG   +SP    
Sbjct: 165 LAAAGDGGVVVPKGERK-SWSFVEATADVLRLFGAEVSMGDE---VVVEGG--LRSPGTV 218 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V GD S AS+ L  +  TGG V +EG  T   + D    ++ + MGA + + +  V    
Sbjct: 219 DVPGDLSLASFLLVASLATGGKVRLEGAVT---KLDAVVLDIFKFMGADIAYGDGYVEAR 275 
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Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G           K +DV++   PD+ M +A+ A   +  +AIR V   R KE++R+  +  
Sbjct: 276 G--------GFTKGVDVDLGGNPDLVMPVALAAAMVEEQSAIRGVEHLRFKESDRVATVL 327 
 
Query: 369 TELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             L +LG     EG    I  PP++ +V    +  DHR+ +  ++AA   V   + D    
Sbjct: 328 DVLWRLGVDARYEGGVLYIKGPPKRRDVR-FSSSGDHRIGL-MAMAAAKAVGGCVDDISP 385 
 
Query: 428 TRKTFPD---YF 436 
             K++P    YF 
Sbjct: 386 VAKSWPSAILYF 397 
 
 
>ref|ZP_01916521.1| prephenate dehydrogenase, putative/3-phosphoshikimate 
           1-carboxyvinyltransferase AroA [Limnobacter sp. MED105] 
 gb|EDM82249.1| prephenate dehydrogenase, putative/3-phosphoshikimate 
           1-carboxyvinyltransferase AroA [Limnobacter sp. MED105] 
          Length = 447 
 
 Score =  114 bits (284), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 125/437 (28%), Positives = 210/437 (48%), Gaps = 39/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           +SG+ ++PG KS+S+R +++ +++EG T V+  L  ED    + A R LG+ +E  D+   
Sbjct: 17  MSGSARVPGDKSISHRSIMMGSIAEGITEVEGFLEGEDALATMNAFRALGVQIEGPDRGK 76 
 
Query: 74  KRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +   VG  G K P +       L  GN+G +MR ++  +  AG +   +L G   + +R 
Sbjct: 77  VKVHGVGMHGLKAPRQ------VLDCGNSGTSMRLMSGLL--AGQDFDCMLTGDSSLGKR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L  +GA ++   G   PP+ ++G   L      L  + S+Q  S +L+A    
Sbjct: 129 PMKRVIDPLVLMGARIEAQEGGR-PPLHIHGRTTLKAIDYVLPMA-SAQVKSCVLLAGLY 186 
 
Query: 193 ALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G          ++ P V  + T R++  FGV  E   +  +  +KGGQ  K+ K   V 
Sbjct: 187 ADGTTT-------VTEPAVTRDHTERMLRGFGV--EVITNGAKASVKGGQTLKATK-IDV 236 
 
Query: 251 EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++F+  A+I     +T++  G    +  V   ++L++MGA +  +  +  V G 
Sbjct: 237 PSDISSAAFFMVAASIAPQADITLKHVGLNPTRTGV--IDILKLMGANIELSNHA-EVGG 293 
 
Query: 310 PPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      +   LK I++  + +P   D    L V A  A G T +      RVKE++R+ 
Sbjct: 294 EPVADVRVRSAALKGIEIPEHLVPLAIDEFPVLFVAAANATGRTILTGAEELRVKESDRI 353 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT-----PPEKLNVTAIDTYDDHRMAMAFSLAAC-AEV 418 
             +   L K G   E   D  II         +   T+I++  DHR+AM+FS+AA  AE  
Sbjct: 354 AVMAHGLQKCGIDAEPTEDGMIIQGLGHIGGTRYKATSIESQGDHRIAMSFSVAAIRAEG 413 
 
Query: 419 PVTIRDPGCTRKTFPDY 435 
            + I        +FP + 
Sbjct: 414 TMVIHGAQTVDTSFPGF 430 
 
 
>ref|YP_003186595.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-01] 
 dbj|BAH98215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-01] 
 dbj|BAI01266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-03] 
 dbj|BAI04314.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-07] 
 dbj|BAI07361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-22] 
 dbj|BAI10409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-26] 
 dbj|BAI13457.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-32] 
 dbj|BAI16503.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-01-42C] 
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 dbj|BAI19487.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetobacter 
           pasteurianus IFO 3283-12] 
          Length = 466 
 
 Score =  113 bits (283), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 130/444 (29%), Positives = 208/444 (46%), Gaps = 37/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAA 73 
           +SG++++PG KS+S+R L+ A+L++GTT +  LL  EDV     A+R LG  +V+      
Sbjct: 38  LSGSIRVPGDKSISHRALMFASLAKGTTHISGLLEGEDVLCTAAAMRALGADAVQEGPGQ 97 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R    G G     +  + +  L +GN+G A R L+  + + G   T V+ G   +R RP 
Sbjct: 98  WRVSGPGVG-----QLKEPDNVLDMGNSGTAARLLSGILASHG--MTSVMTGDASLRRRP 150 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           +  ++  L   GA    FL  +    P+ + G+        +L    S+Q  SA+L+A   
Sbjct: 151 MKRVMDPLAGTGA---TFLAREGGRLPMAIRGLADPKPLDYRLP-VASAQVKSAVLLAGL 206 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
            A+G+  +E  + + +  + E  LR    FG  V  E +    R     G+     ++   
Sbjct: 207 NAVGETRVE--EPVATRDHTENMLR---HFGAEVSVEKTPDGGRIIRLQGRPNLVARDVA 261 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV----TWTETS 304 
           V GD SSA++ L  A +  G+ +T+ G G   L+        L+ MGA++      TE   
Sbjct: 262 VPGDPSSAAFPLVAALLVAGSDITIFGVGLNPLR--TGLFTTLQEMGAQLEILNARTEGG 319 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +V G  R       LK ++V   + P   D    LAV A +A G +    V   RVKE+ 
Sbjct: 320 ESV-GDLR--VRASALKGVEVPPERAPSMIDEYPVLAVAAAYASGVSRFCGVEELRVKES 376 
 
Query: 362 ERMVAIRTELTKLGASVE-EGPDYCII-TPPEKLNVTAIDTYDDHRMAMAFS-LAACAEV 418 
           +R+ A    L   G     EG D  +  T         ++T+ DHR+AM+ S +   AE  
Sbjct: 377 DRLAATVALLENNGVRTAVEGNDMVVYGTAGHIPGGGKVETHMDHRLAMSASVMGLVAEK 436 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           PV I D      +FP Y D++++  
Sbjct: 437 PVEIDDTSFIETSFPQYLDLMNSI 460 
 
 
>ref|ZP_05705366.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cardiobacterium 
           hominis ATCC 15826] 
 gb|EEV88510.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cardiobacterium 
           hominis ATCC 15826] 
          Length = 436 
 
 Score =  113 bits (283), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 130/439 (29%), Positives = 201/439 (45%), Gaps = 39/439 (8%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P+  + GTV++PG KS+S+R ++L AL+EGTT V   L  ED    + A + +G+ +    
Sbjct: 9   PVDAVRGTVRVPGDKSISHRAIMLGALAEGTTEVSGFLEGEDCLATMRAFQAMGVEI-VH 67 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             A R  + G G       A     L +GN+G +MR L   +  AG     VL G   +  
Sbjct: 68  HGAGRVTIHGAGLHGLRAPAA---PLDVGNSGTSMRLLAGVL--AGQPFDAVLVGDASLM 122 
 
Query: 131 ERPIGDLVVGLKQLGAD-VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           +RP+  +   L  +GA+ V   +GT   P+ ++G   L G    L  + S+Q  SALL+A 
Sbjct: 123 KRPMRRVTEPLALMGAEIVTSDVGT--APLVIHG-RPLHGMDYTLPVA-SAQLKSALLLA 178 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G     I +  +S  + E   R++  FGV  E   +     I+GGQ+  S      
Sbjct: 179 GLFAEGTT--RITETGVSRDHSE---RMLRGFGVSVEKDGAT--LAIRGGQRL-SACEVV 230 
 
Query: 250 VEGDASSASYFLAGAAITG-GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A I   G + +E  G    +  V   E+L  MG  +           
Sbjct: 231 VPGDVSSAAFFIVAALIAREGALLLENVGMNPTRAAV--VEILRAMGGDIEILHAR-EAG 287 
 
Query: 309 GPP----REPFGRKHLKAID-----VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           G P    R    + H  AID     + +++ P     L + A  A+G T    +   RVK 
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Sbjct: 288 GEPVADLRVRPSQLHGIAIDEALVPIAIDEFP----ILFIAAACAEGETRATALHELRVK 343 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAF-SLAACA 416 
           E++R+  +   L  LG     G D   I        T   ++++ DHR+AM+F + A  A 
Sbjct: 344 ESDRLATMEAGLRALGVDCVAGADSMTIRGKAGTAFTGGTVESHGDHRIAMSFATAALRA 403 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
             P+ +RD      +FP + 
Sbjct: 404 AAPIVVRDCANVATSFPSF 422 
 
 
>ref|ZP_02154867.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanibulbus 
           indolifex HEL-45] 
 gb|EDQ03614.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanibulbus 
           indolifex HEL-45] 
          Length = 441 
 
 Score =  113 bits (283), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 130/443 (29%), Positives = 205/443 (46%), Gaps = 34/443 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT ++PG KS+S+R L+L A++ G T +  LL  +DV     A+R  G  V  D     
Sbjct: 9   LSGTAEVPGDKSISHRSLILGAMAVGETTITGLLEGQDVLDTAKAMRAFGAEV-IDHGGG 67 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G G F    A+ +  +  GN+G  +R L  A+  +  + T+  D    +  RP 
Sbjct: 68  SYSVHGVGVGGF----AEPDNVIDCGNSGTGVRLLMGAMATSPISVTFTGDA--SLNSRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   V     +P   V+ +  + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGTQSVGRTGGRLPMTLVGAAEPVP---VRYTVPVPSAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+   +  + E   R++  FG +    D+ + R     GQ    P++  V  
Sbjct: 179 APG--KTVVIEAEATRDHTE---RMLAGFGAEITVEDTEEGRVITLTGQPELKPQHIDVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V V G G    +        L  MGA +T+ E   T  G  
Sbjct: 234 RDPSSAAFPVCAALIVPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY-ENERTEGGE 290 
 
Query: 311 P----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F   +L  I+V   +   M D    L+VVA  A G T +R V   RVKE++R 
Sbjct: 291 PVADLRAKF-SPNLHGIEVPPERAASMIDEYPVLSVVAACATGDTLMRGVKELRVKESDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAF-SLAACAEVP 419 
           + A+ + L   G  VE+GPD+ I+      N+       ++ DHR+AM+F  L   A+ P 
Sbjct: 350 IEAMASGLRANGIEVEDGPDWWIVKGLGHGNIPGGATCQSHLDHRIAMSFLILGMVAQQP 409 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V + D G    +FP +  ++++  
Sbjct: 410 VQVDDGGPIATSFPIFEPLMASL 432 
 
 
>ref|YP_001356132.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitratiruptor sp. 
           SB155-2] 
 sp|A6Q2R6.1|AROA_NITSB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAF69775.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitratiruptor sp. 
           SB155-2] 
          Length = 433 
 
 Score =  113 bits (282), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 125/437 (28%), Positives = 208/437 (47%), Gaps = 48/437 (10%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + LS+  + ++N L +ED    L  ++ LG  VE  ++ ++ ++     K 
Sbjct: 23  KSISHRSAMFSLLSDEPSQIENFLRAEDTLNTLEIVKALGAQVE--ESDEKILI-----K 75 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
            P +  + +  L  GN+G  MR     +  AG N  +VL G   +RERP+  +   L+ + 
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Sbjct: 76  PPKQIQEPKDVLDCGNSGTGMRLFCGLL--AGINGFFVLTGDKYLRERPMARVAKPLRSI 133 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +D     +  P+ + G   L     + S   S+Q  SAL++AA  A G+  I      
Sbjct: 134 GAKIDGRDNGNKAPLALRGNTDLEPFDYE-SPIASAQVKSALILAALRAKGECSI----- 187 
 
Query: 205 LISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIK--GGQKYKSPKNAYVEGDASSASYF 260 
             S P +  + T R+++  G   +   S  R+ +      K   P    +  D SSA +F 
Sbjct: 188 --SEPELSRDHTERMLQGMGANIDTHWSHGRYRVDVVPLTKPLEPLKIRIPADPSSAFFF 245 
 
Query: 261 LAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG--- 316 
              AAI     V +E       +  ++  +VL+ MGA V + E          EP G    
Sbjct: 246 AVAAAIAPRSKVVLENITLNPTR--IEAFKVLQKMGADVVFLEKENKY-----EPIGDII 298 
 
Query: 317 --RKHLKAIDVNMN------KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                L  ++V+ N      ++P +A+ +AV    ADG + +R+    RVKE++R+  +  
Sbjct: 299 VTHNSLHGVEVSENIPWLIDELPALAIAMAV----ADGRSIVRNAKELRVKESDRITCVV 354 
 
Query: 369 TELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
             L K G   +E  D Y II    +L+  AID+  DHR+AM+F +A      + +RD  C 
Sbjct: 355 ENLKKCGIQAQEFEDGYEIIGG--ELHSAAIDSCGDHRIAMSFLIAGLVS-GMEVRDIEC 411 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
            + +FP++ D+LS  VK 
Sbjct: 412 IKTSFPNFLDLLSQIVK 428 
 
 
>ref|ZP_07056514.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus SJ1] 
 gb|EFI64543.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus cereus SJ1] 
          Length = 394 
 
 Score =  113 bits (282), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 106/363 (29%), Positives = 170/363 (46%), Gaps = 36/363 (9%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYV--LDGVPRMRERPIGDLVVGLKQLGADVDCFLG 153 
           L +GN+G  +R ++  +     N  +   + G   + +RP+  +   LKQ+GA++D     
Sbjct: 54  LDVGNSGTTIRLMSGIL----ANTPFFSCVQGDASIAKRPMKRVTNPLKQMGANIDGREE 109 
 
Query: 154 TDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 209 
               P+ + G      G +K     S   S+Q  SA+L+A   A G   +       + P 
Sbjct: 110 GTFTPLTIRG------GDLKAIEYTSPVASAQVKSAILLAGLRAEGVTAV-------TEP 156 
 
Query: 210 YV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAI 266 
           ++  + T R++E FGVK   +       + GGQK  +  +  V GD SSA++FL AGA I 
Sbjct: 157 HISRDHTERMLEAFGVKV--TREGKTVKLAGGQKL-TATDVQVPGDVSSAAFFLVAGAII 213 
 
Query: 267 TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDV 325 
               + +E  G    +  +   +VLE MGA  T    +   + P          LK I++ 
Sbjct: 214 PNSKLVLENVGMNPTRTGI--IDVLEKMGATFTVEPINEGASEPAANITIETSSLKGIEI 271 
 
Query: 326 NMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 382 
             + +P +   + V+AL A   +G T I+D    +VKET R+  +  ELTKLGA +E    
Sbjct: 272 GGDIIPRLIDEIPVIALAATQAEGITVIKDAHELKVKETNRIDTVVAELTKLGARIEATD 331 
 
Query: 383 DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLST 441 
           D  II     L    +++Y DHR+ M  ++A C AE    I D      ++P +F+ L   
Sbjct: 332 DGMIIYGKSALKGNTVNSYGDHRIGMMLAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQK 391 
 
Query: 442 FVK 444 
             K 
Sbjct: 392 LAK 394 
 
 
>ref|ZP_04677860.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           warneri L37603] 
 gb|EEQ80033.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           warneri L37603] 
          Length = 433 
 
 Score =  113 bits (282), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 120/460 (26%), Positives = 208/460 (45%), Gaps = 62/460 (13%) 
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Query: 1   MAGAEEIVLQ-PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M+ AE I +  P+K   G +++PG KS+++R ++LA+L+ G T +   L  ED    +   
Sbjct: 2   MSTAETIQINGPLK---GEIEVPGDKSMTHRAIMLASLATGQTQIHKPLLGEDCKRTMNI 58 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGN 118 
            R LG+S+  ++   R +V   G     +  K   Q L+ GN+G   R L   ++  G   
Sbjct: 59  FRLLGVSITEEE--DRLIVDSPG----YQHFKTPHQVLYTGNSGTTTRLLAGLLSGIGIE 112 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGS 177 
           +  VL G   + +RP+  ++  L ++ A++    G   P  ++ + I G+           
Sbjct: 113 S--VLSGDVSIGKRPMDRVLNPLLKMNANICGVEGNYTPLIIKPSDIKGM----TYTMEV 166 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYI 236 
            S+Q  SA+L A+  +     I  ID                   V   H+++ ++ F I 
Sbjct: 167 ASAQVKSAILFASIFSNESSSITEID-------------------VSRNHTETMFNHFNI 207 
 
Query: 237 K---GGQ---------KYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQG 283 
                G+         K+  P + YV GD SSA++F+  A IT G+ VT+   G    +  
Sbjct: 208 PIIVNGKTIVTEPLAVKHIKPHDFYVPGDISSAAFFIVAALITPGSDVTIHNVGINPTRS 267 
 
Query: 284 DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVV 340 
            +   ++++ MG ++    T+VT    P      ++   LK I ++   +P     L V+ 
Sbjct: 268 GI--IDIVQQMGGRIEL--TNVTKEAEPTASIRVQYTPNLKPIQIHGELVPRAIDELPVI 323 
 
Query: 341 ALF---ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 397 
           AL    A G + I+D    +VKET R+      L +LG  ++   D  II P E       
Sbjct: 324 ALLCTQASGTSVIKDAEELKVKETNRIDTTADMLNQLGFELQPTNDGLIIHPSEFKTSVT 383 
 
Query: 398 IDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
           +D+  DHR+ M  ++A+  +  P+TI        +FP +  
Sbjct: 384 VDSQTDHRIGMMLAIASLLSSEPLTIEQFDAVNVSFPGFL 423 
 
 
>ref|YP_003321851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermobaculum 
           terrenum ATCC BAA-798] 
 gb|ACZ41029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermobaculum 
           terrenum ATCC BAA-798] 
          Length = 439 
 
 Score =  113 bits (282), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 123/454 (27%), Positives = 197/454 (43%), Gaps = 48/454 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I + P + + G +  PG KS+S+R  +  AL++GTT + N   + D    L  L +LG  
Sbjct: 2   DITISPARSVHGNIMPPGDKSISHRAAIFGALAQGTTDIYNYSPARDCQSTLECLLSLGT 61 
 
Query: 66  SVEADKAAKRAVVVG-CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +  D    R   VG  G K P      E  L  GN+G  MR L  A+      A  + D 
Sbjct: 62  GIRRDGNYIRVEGVGDTGFKEP------ESILDCGNSGTTMRLLIGALAPMDLYAVLIGD 115 
 
Query: 125 GVPRMRE-----RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
                R      +P+GD+  GL+    + D +     PPV + G G + G   + +   S 
Sbjct: 116 KSLTKRPMDRVLKPLGDM--GLRYYARNKDRY-----PPVSIRG-GKIQGIHYQ-TPVAS 166 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-- 237 
           +Q  SA+L+A   A G  E  + +   S  + E   R+++  G + +   +  R       
Sbjct: 167 AQVKSAILLAGLRAEG--ETVVTEPAKSRDHTE---RMLKAMGAQIQSDGTTVRLVASRL 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
               +  P +        +A+  +  + +T   + +           + F  VLE MGA  
Sbjct: 222 SATTFHVPADPSSAAFILAAALIVPESKVTTSNICLNPT-------RIGFLNVLERMGAN 274 
 
Query: 298 VTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
           +       +      EP G        L  I++   ++P   D    LAV+A  A G T  
Sbjct: 275 IEIHNERESSG----EPIGDIEASTSELNGIEIGGTEIPTLIDEIPILAVLATQAKGRTV 330 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           IRD    R+KET+R+  +   L ++GA + E  D   I  P KL    +D   DHR+AMA 
Sbjct: 331 IRDAEELRIKETDRISVLCRALQQMGADIREMRDGFEIHGPCKLKGAKVDPDHDHRIAMA 390 
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Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            ++A+  AE   TI    C   ++P+++D LS+  
Sbjct: 391 LAVASLIAEDKTTILGAECASISYPNFWDHLSSL 424 
 
 
>ref|ZP_01437294.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fulvimarina pelagi 
           HTCC2506] 
 gb|EAU42291.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Fulvimarina pelagi 
           HTCC2506] 
          Length = 429 
 
 Score =  113 bits (282), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 198/435 (45%), Gaps = 36/435 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +PG KS+S+R  L   L+ GTT V  LL  EDV     A+  +G  +   K  +  VV G 
Sbjct: 1   MPGDKSISHRAFLFGGLASGTTRVTGLLEGEDVLATGRAMIAMGALIR--KEGQTFVVDG 58 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
            G    +E    E  L  GNAG   R     V A    +T+V D    + +RP+G ++   
Sbjct: 59  VGNGCLLE---PEEPLDFGNAGTGARLTMGLVGAYHFGSTFVGDA--SLSKRPMGRVLDP 113 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAPLALGDV 197 
           L+++G  V      D  P+ ++G    P     +   +   S+Q  SA+L A     G   
Sbjct: 114 LREMGVQV-VARSKDRLPLSIHG----PKATAPIEYRVPMASAQVKSAVLFAGLNTPGVT 168 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            +  I+ +++  + E   +++E FG   E     D     +++G  + +   +  V GD  
Sbjct: 169 TV--IEPVMTRDHTE---KMLEGFGANIEVETKPDGSRHIHLQGQGELRGLSDFQVPGDP 223 
 
Query: 255 SSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++  +AG  + G  VT+E       +  +   E L  MG  +   +   T  G     
Sbjct: 224 SSAAFPIVAGLVVPGSDVTIENVLMNPTR--IGLIETLREMGGSIEILDAR-TEGGEDVA 280 
 
Query: 314 PFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
               +H  L +++V   + P   D    LAV A FA G T +R +   RVKE++R+ A+  
Sbjct: 281 DLRIRHSELTSVEVTAERAPSMIDEYPVLAVAAAFAKGRTVMRGLDELRVKESDRLSAVA 340 
 
Query: 369 TELTKLGASVEEGPDYCIIT-PPEKLNV--TAIDTYDDHRMAMAF-SLAACAEVPVTIRD 424 
             L       EEG D+ ++   PE       ++ T+ DHR+AM+F  L   +  PVTI D 
Sbjct: 341 AGLAANNVRHEEGADWLVVEGDPEGRGYGGGSVVTHLDHRIAMSFLVLGLASGKPVTIDD 400 
 
Query: 425 PGCTRKTFPDYFDVL 439 
                 +FP++ D++ 
Sbjct: 401 GRMIATSFPEFEDLM 415 
 
 
>ref|YP_755334.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Maricaulis maris 
           MCS10] 
 sp|Q0ATJ1.1|AROA_MARMM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI64396.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Maricaulis maris 
           MCS10] 
          Length = 447 
 
 Score =  112 bits (281), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 133/447 (29%), Positives = 201/447 (44%), Gaps = 36/447 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P   +SGT+K PG KS+S+R  +L  L++G T V  LL S+DV     A   LG  VE  
Sbjct: 15  RPAPALSGTIKAPGDKSISHRAFILGGLAKGVTEVTGLLESDDVINSGRAAAALGAKVE- 73 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                   + GCGG++    A     L  GNAG  +R +  AV   G +A ++ D    + 
Sbjct: 74  HLGPGHWRIDGCGGQWTTPSAP----LDFGNAGTGVRLMMGAVAGTGTSADFIGD--ESL 127 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLM 188 
             RP+  +   L ++GA      G    P  ++G G L G  +  +  I S+Q  SA+L+ 
Sbjct: 128 SSRPMRRVTDPLGEMGARFTTTGGRL--PAHLDG-GPLAG--IHYTPPIASAQVKSAVLL 182 
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Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV--KAEHSDSWDRFYIKGGQKY-KSP 245 
           AA  A G   +   +  I+  + E  LR    FGV    E   +     + G Q     P 
Sbjct: 183 AALGATGTTVVH--EPQITRDHTETMLRA---FGVTLTVERDGAAATVTLTGPQTLIACP 237 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  V GD SS+++ +  A I+ G+ +T+EG      +      E L+ MGA +T T    
Sbjct: 238 VD--VPGDPSSSAFAIVAALISPGSDITLEGVMDNPAR--TGLIETLKEMGADITLTP-G 292 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             + G        KH  L  I V   + P   D    L V A +ADG T +  +   R K 
Sbjct: 293 PDMAGEKTMHIHVKHSQLHGITVPATRAPSMIDEYPVLCVAAAYADGITHMPGLEELRAK 352 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID---TYDDHRMAMA-FSLAAC 415 
           E++R+      L   G  VEEG D   +T      V       T+ DHR+AM+   +    
Sbjct: 353 ESDRLAGSAAMLRANGVPVEEGEDSLAVTGMGIGGVPGGGRTVTHHDHRLAMSGLVIGLG 412 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A+   ++ D      ++PD+FD ++T  
Sbjct: 413 AKAASSVDDIAMIATSYPDFFDHIATL 439 
 
 
>ref|YP_003263214.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halothiobacillus 
           neapolitanus c2] 
 gb|ACX96167.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Halothiobacillus 
           neapolitanus c2] 
          Length = 456 
 
 Score =  112 bits (281), Expect = 8e-23,   Method: Compositional matrix adjust. 
 Identities = 126/453 (27%), Positives = 203/453 (44%), Gaps = 49/453 (10%) 
 
Query: 8   VLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           + QP + +I G++++PG KS+S+R ++L AL++GTT +   L  ED    L   R +G+  
Sbjct: 15  ITQPGRAKIQGSIRVPGDKSISHRSIMLGALADGTTEITGFLQGEDSLNTLRCFRAMGVE 74 
 
Query: 67  V-EADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + E  +   R   VG  G K P         L++GN+G +MR +   +  AG +   VL+ 
Sbjct: 75  ITEPVEGRVRVNGVGLHGLKAPAH------PLYVGNSGTSMRLMAGIL--AGQSFDTVLE 126 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+  ++  L Q+GA ++   G    P+ + G   L   +  L  + S+Q  S 
Sbjct: 127 GDESLSRRPMKRVIDPLTQMGAVIESAEGGRS-PLTIRGGQRLRAIEYTLPMA-SAQVKS 184 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +L+A   A G   +         P  + T R++  FG      D        GGQ     
Sbjct: 185 CVLLAGLYAEGKTCVT-----EPAPTRDHTERMLTGFGYPVAR-DGSTACLDGGGQLIA- 237 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   V  D SSA++F+  A+I     +T+E  G    +  V   ++L++MGA +T     
Sbjct: 238 -RQIDVPADISSAAFFMVAASIAPEADITLEHVGMNPTRTGV--IDILKLMGADITLHN- 293 
 
Query: 304 SVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIR 351 
                  PRE  G            L+ ID+    +P   D    L V A  A+G T +  
Sbjct: 294 -------PREVGGEPVADVKIRSAKLRGIDIPEALVPLAIDEFPALFVAAACAEGRTVLT 346 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMA 407 
                RVKE++R+  +   L KLG      PD  II       +      I +  DHR+A 
Sbjct: 347 GAEELRVKESDRIAVMADGLNKLGVEATATPDGMIIQGKGANSQSFGSAEIWSQGDHRIA 406 
 
Query: 408 MAFSLAACAEV-PVTIRDPGCTRKTFPDYFDVL 439 
           M+F++A    V  +TI +      +FP + D+  
Sbjct: 407 MSFAVAGLRSVGTITIHNCEFVETSFPGFADLF 439 
 
 
>emb|CBK78945.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium cf. 
           saccharolyticum K10] 
          Length = 427 
 
 Score =  112 bits (281), Expect = 9e-23,   Method: Compositional matrix adjust. 
 Identities = 119/432 (27%), Positives = 197/432 (45%), Gaps = 33/432 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           + G V +PG KS+S+R ++  A+++G T +D  L   D    +     +G+S+E     + 
Sbjct: 10  LRGEVTVPGDKSISHRSVMFGAIAKGLTEIDGFLQGADCLSTISCFERMGVSIE--NRGE 67 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R +V G G    +   KE +  L  GN+G   R L+  ++A     T  L G   +R+RP 
Sbjct: 68  RVLVFGNG----MHGLKEPDGVLDCGNSGTTTRLLSGLLSAQPFCVT--LTGDESIRKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L Q+GA +       C P+ + G   L G   + S   S+Q  SA+L+A   A 
Sbjct: 122 MKRIITPLSQMGASIKSVNNNGCAPLFIEG-QRLHGISYQ-SPVASAQVKSAVLLAGLYA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIK-GGQKYKSPKNAYV 250 
            G  E  + +  +S  + E+   ++  FG  V+ E + +  R   +  GQK   P +    
Sbjct: 180 EG--ETRVTEPYLSRNHSEL---MLAHFGADVRTEGTTAVLRPARELFGQKISVPGDISS 234 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                +A+  + G+ +      +   G    +  +    V   MGA +     S   +G  
Sbjct: 235 AAFFIAAALMVPGSELL-----IRNVGINPTRDGI--LTVCRSMGADIEILNPSAG-SGE 286 
 
Query: 311 PREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P      +H  L   ++    +P   D    +A +A  ADG T IRD A  +VKE+ R+  
Sbjct: 287 PVADLLVRHSSLHGTEIGGAVIPTLIDELPVIAAMACLADGKTVIRDAAELKVKESNRIA 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRD 424 
            +   L+ +GA VEE  D  II     L+   ID+  DHR+AM F++ A A    T I D 
Sbjct: 347 VMTEGLSAMGARVEETADGMIIHGGSPLHGAVIDSRKDHRIAMTFAVTALAASGQTEILD 406 
 
Query: 425 PGCTRKTFPDYF 436 
             C   ++P ++ 
Sbjct: 407 ADCVSISYPGFY 418 
 
 
>ref|YP_003772576.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc 
           gasicomitatum LMG 18811] 
 emb|CBL91757.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leuconostoc 
           gasicomitatum LMG 18811] 
          Length = 434 
 
 Score =  112 bits (281), Expect = 9e-23,   Method: Compositional matrix adjust. 
 Identities = 119/445 (26%), Positives = 206/445 (46%), Gaps = 32/445 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G + +PG KS+S+R L+  A++ G T +DN L S+DV   +   R LG+++  + 
Sbjct: 8   PKSGLHGEITVPGDKSISHRALMFGAIATGETRIDNFLMSDDVMRTMTVFRELGVAI--N 65 
 
Query: 71  KAAKRAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           +   +  V+G G   F     K +  L +GN+G + R L   ++    + ++   G   + 
Sbjct: 66  QVGSQIKVIGKGLDSF----TKPKHALNMGNSGTSTRLLMGLLSKQPFDLSFF--GDESL 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RP+  +   L  + A  D       P  +R N    L G   ++  + S+Q  SA+L+ 
Sbjct: 120 SSRPLRRVAEPLSLMNAQFDLTADNFLPGTIRAN--NRLQGMTYEMPVA-SAQVKSAILL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A   A G  E  II+K+ S  + E   R++ +FG     ++      I+   + +  ++  
Sbjct: 177 AGIQAEG--ETIIIEKVTSRDHTE---RMLRQFGGIITTNNGV--ITIQQQPQLRG-QHV 228 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++F+    IT    +T++  G    +  V   ++LE MGA +          
Sbjct: 229 LVPSDISSAAFFMVAGLITPNSEITLKKVGVNPTR--VGVIKLLERMGANIKQEPIFSDG 286 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERM 364 
                     + L  I++  + +P     L ++AL A    G T I   A  RVKET+R+ 
Sbjct: 287 EALADIVIKSQSLHGINIMADDIPSAVDELPILALAATQALGDTVISGAAELRVKETDRI 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA----IDTYDDHRMAMAFSLAA-CAEVP 419 
             + +ELTKLGA +EE  D  II     L+V      +D++ DHR+ M  ++AA   E   
Sbjct: 347 ATVISELTKLGADIEEKQDGMIIHGGTPLHVMQDSVLLDSHGDHRIGMMNAVAALITEGN 406 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVK 444 
           V +        ++P +   L+  ++ 
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Sbjct: 407 VILTGEDAMSVSYPGFLADLTAIMR 431 
 
 
>ref|YP_002360949.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylocella 
           silvestris BL2] 
 gb|ACK49587.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylocella 
           silvestris BL2] 
          Length = 443 
 
 Score =  112 bits (280), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 136/442 (30%), Positives = 192/442 (43%), Gaps = 47/442 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G +K PG KS+S+R L+L  LS GTT +  LL  EDV +       LG  VE   A   
Sbjct: 16  LAGRIKPPGDKSISHRALILGLLSVGTTEITGLLEGEDVIHTAKVCGALGARVE-RLAPG 74 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R  V GCG G       + E  L  GN+G  MR +   V  AG   T  LDG   +R RP 
Sbjct: 75  RWRVEGCGIGSL----LQPEETLDFGNSGTGMRLMMGVV--AGHPITATLDGDASLRTRP 128 
 
Query: 134 IGDLVVGLKQLGAD-VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           +  ++  L  +GA  +    G  CP +       +P   V  S   S+Q  SA+L+A    
Sbjct: 129 MRRVLDPLMMMGAQTLSQAEGGRCPIILKGTAEPIP--IVYKSPVASAQIKSAVLLAGLN 186 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           + G  E  +I+   S  + E  LR    FG  +K E      R     G+    P    V 
Sbjct: 187 SPG--ETSVIEPEASRDHTEKMLRY---FGAALKVEPFGENGRKITLQGRPELKPAPVAV 241 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGC-----------GTTSLQGDVKFAEVLEMMGAKV 298 
            GD SSA++ L  A I   + + +E                 +  D++  +  E  G +V 
Sbjct: 242 PGDPSSAAFALVAATIVENSDIVIESMMMNPLRTGLLTTLLEMGADIEIIDRREEGGEEV 301 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                 + V G          LK +DV   + P   D    LAV A FA G T +R +   
Sbjct: 302 ----ADLRVRG--------AALKGVDVPAARAPSMIDEYPILAVAASFARGQTRMRGLGE 349 
 
Query: 356 WRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAF-SLA 413 
            RVKE++R+ A+   L   G   +  G D  +    E      + T+ DHR+AM+F  L  
Sbjct: 350 LRVKESDRLEAVAAGLRACGVDPQIIGDDLIVEGGAEVSGGGLVATHLDHRIAMSFLILG 409 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDY 435 
             A+ PV I D G    +FPD+ 
Sbjct: 410 LAAQKPVAIDDVGMIATSFPDF 431 
 
 
>ref|XP_001392796.2| shikimate dehydrogenase [Aspergillus niger CBS 513.88] 
          Length = 1270 
 
 Score =  112 bits (280), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 82/210 (39%), Positives = 112/210 (53%), Gaps = 15/210 (7%) 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA-EVLEMMGAKVT 299 
           +Y +P    VE DASSA+Y LA AAITG T TV   G+ SLQGD +FA +VL  MG  V  
Sbjct: 315 RYVNPAEYMVESDASSATYPLAIAAITGTTCTVPNIGSKSLQGDARFAVDVLRPMGCTVE 374 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG-----PTAIRDVA 354 
            T++S TVTG P    G       +V+M  M D  +T +V+A  A G      T I  +A 
Sbjct: 375 QTDSSTTVTGAP----GGVLRPLPNVDMEPMTDAFLTASVLAAVARGDGSNHTTRIYGIA 430 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT----AIDTYDDHRMAMAF 410 
           + RVKE  R+ A++ EL K G    E  D   I   ++ ++      +  YDDHR+A +F 
Sbjct: 431 NQRVKECNRIKAMKDELAKFGVVCREHDDGIEIDGIDRTSLRQPAGGVFCYDDHRVAFSF 490 
 
Query: 411 S-LAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           S L+        I +  C  KT+P ++D L 
Sbjct: 491 SVLSLVTPQSTLILERECVGKTWPGWWDSL 520 
 
 
>gb|AAQ75178.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Alvinella pompejana 
           epibiont 7G3] 
          Length = 431 
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 Score =  112 bits (280), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 123/436 (28%), Positives = 199/436 (45%), Gaps = 59/436 (13%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + LS+ T+ ++N L +ED    L  ++ LG ++  +           GG  
Sbjct: 24  KSISHRCAIFSLLSDKTSKIENFLLAEDTLASLSIVKQLGANITQN-----------GGD 72 
 
Query: 85  F---PVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
               P +  KE E  L  GNAG A+R     ++   G   ++L G   +R RP+  ++   
Sbjct: 73  IEITPPDTLKEPEEVLDCGNAGTAIRLFIGFLSGVDG--LFILTGDKYLRVRPMSRVIEP 130 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAAPLALGD 196 
           L+++GA VD     +  P+ + G      GK+K     S   S+Q  SAL++A+  A    
Sbjct: 131 LREIGARVDGRDRGNLAPIVIRG------GKLKPFRYNSPINSAQVKSALILASLRAYSK 184 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
                 + ++S  + E  L  M       E+   W    I   +K   P N  V  D SS 
Sbjct: 185 SYYR--ESILSRDHTERILSGMGAGVTTLENG--W--IEITPLKKPLEPLNIRVPADPSS 238 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSL-QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
             +F    AI   + T+      SL +  V+   VL+ MGA + + E          EP  
Sbjct: 239 GFFFAVATAIIPNSKTI--IKDVSLNKTRVEAYRVLQDMGADIEFIEKESIY-----EPI 291 
 
Query: 316 G------RKHLKAIDVNMN------KMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G         LK+I V+ N      ++P +++ +AV    ADG + + +    RVKE++R 
Sbjct: 292 GDIIIKYNGKLKSIRVDKNIAWLIDELPALSIAMAV----ADGISVVENAKELRVKESDR 347 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           +  I   L + G   +E  D   I   E L  T I++Y DHR+AM+F++A      + I  
Sbjct: 348 ISTILEGLNRCGIETKEFSDGYEIVGGE-LKSTTINSYGDHRVAMSFAIAGVV-ASIKIE 405 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           D  C   +FP++FD+L 
Sbjct: 406 DIECINTSFPNFFDIL 421 
 
 
>ref|YP_001543746.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Herpetosiphon 
           aurantiacus ATCC 23779] 
 sp|A9AZ72.1|AROA_HERA2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABX03618.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Herpetosiphon 
           aurantiacus ATCC 23779] 
          Length = 431 
 
 Score =  112 bits (280), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 124/438 (28%), Positives = 196/438 (44%), Gaps = 38/438 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G + +PG KS+S+R +L  AL+EG   +   L   D    +  LR +G+ +E     
Sbjct: 9   KRLRGAISVPGDKSISHRSVLFNALAEGNAEITGFLPGADCLSSIACLRQMGVEIEHSDD 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             R    G  G     D      L  GN+G  +R L   +         VL G   +R R 
Sbjct: 69  KVRVFGRGLRGLREPSDV-----LDCGNSGTTLRLLAGLLAGQ--PFLSVLTGDASLRSR 121 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P   +V  L+QLGA +D     +  P+ + G   + GG  +L  + S+Q  SALL+A    
Sbjct: 122 PQKRIVEPLRQLGAKLDGRDNGNRAPLVIRGTT-IHGGNYELPIA-SAQVKSALLLAG-- 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             GD  + +  K++S  + E   R++   G+     D     Y      +  P + +V G 
Sbjct: 178 LTGDAPMRLSGKIVSRDHTE---RMLIAMGIDLTVKDDEIVLYPPSHPVFPYPLSLHVPG 234 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET-------- 303 
           D SSA+++   AAI     +T  G G    +      +VL+ MGA +T +           
Sbjct: 235 DPSSATFWWVAAAIHPDAEITTLGVGLNPSR--TGALDVLKAMGADITISNERNEGAEPV 292 
 
Query: 304 -SVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             VTV G          L+   ++ + +P   D    LAV A  A G T + D    R K 
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Sbjct: 293 GDVTVRG--------GGLRGTRIDGDLIPRLIDEIPVLAVAAACAVGETVVADAEELRAK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           ET+R+  + +ELT +GA++E  PD  II    +L    + ++ DHR+AMA ++A   AE  
Sbjct: 345 ETDRVATVVSELTAMGATLEATPDGMIIAGGGELQGAHVQSHGDHRIAMALAVAGLVAEG 404 
 
Query: 419 PVTIRDPGCTRKTFPDYF 436 
              I +      ++P ++ 
Sbjct: 405 ETIIDEAEAVTVSYPTFW 422 
 
 
>ref|ZP_06347541.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. 
           M62/1] 
 gb|EFE11336.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium sp. 
           M62/1] 
          Length = 427 
 
 Score =  112 bits (279), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 119/432 (27%), Positives = 197/432 (45%), Gaps = 33/432 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V +PG KS+S+R ++  A+++G T +D  L   D    +     +G+S+E     + 
Sbjct: 10  LRGEVTVPGDKSISHRSVMFGAIAKGLTEIDGFLQGADCLSTISCFERMGVSIE--NRGE 67 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R +V G G    +   KE +  L  GN+G   R L+  ++A     T  L G   +R+RP 
Sbjct: 68  RVLVFGNG----MHGLKEPDGVLDCGNSGTTTRLLSGLLSAQPFCVT--LTGDESIRKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L Q+GA +       C P+ + G   L G   + S   S+Q  SA+L+A   A 
Sbjct: 122 MKRIITPLSQMGASIKSVNNNGCAPLFIEG-QRLHGISYQ-SPVASAQVKSAVLLAGLYA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKG-GQKYKSPKNAYV 250 
            G  E  + +  +S  + E+   ++  FG  V+ E + +  R   +  GQK   P +    
Sbjct: 180 EG--ETRVTEPYLSRNHSEL---MLAHFGADVRTEGTTAVLRPARELLGQKISVPGDISS 234 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                +A+  + G+ +      +   G    +  +    V   MGA +     S   +G  
Sbjct: 235 AAFFIAAALMVPGSELL-----IRNVGINPTRDGI--LTVCRSMGADIEILNPSAG-SGE 286 
 
Query: 311 PREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P      +H  L   ++    +P   D    +A +A  ADG T IRD A  +VKE+ R+  
Sbjct: 287 PVADLLVRHSSLHGTEIGGAVIPTLIDELPVIAAMACLADGKTVIRDAAELKVKESNRIA 346 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT-IRD 424 
            +   L+ +GA VEE  D  II     L+   ID+  DHR+AM F++ A A    T I D 
Sbjct: 347 VMTEGLSAMGARVEETADGMIIHGGSPLHGAVIDSRKDHRIAMTFAVTALAASGQTEILD 406 
 
Query: 425 PGCTRKTFPDYF 436 
             C   ++P ++ 
Sbjct: 407 ADCVSISYPGFY 418 
 
 
>ref|ZP_04455105.1| hypothetical protein GCWU000342_01121 [Shuttleworthia satelles DSM 
           14600] 
 gb|EEP28313.1| hypothetical protein GCWU000342_01121 [Shuttleworthia satelles DSM 
           14600] 
          Length = 422 
 
 Score =  112 bits (279), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 118/444 (26%), Positives = 206/444 (46%), Gaps = 39/444 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G +++PG KS+S+R ++L +++ G T +   L+  D    +   R LG+ +  D   
Sbjct: 3   QSLHGRIRIPGDKSISHRGIMLGSIARGMTELFGFLDGADCRSSIACFRQLGVDIIQDGD 62 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             R  ++G GG   ++  KE   L +GN+G   R ++  +  AG +    L G   ++ R 
Sbjct: 63  HIR--ILG-GGLHGLQQPKE--ILNVGNSGTTARLMSGIL--AGQSFPSSLTGDASIQRR 115 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
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           P+  ++  L  +GA +       C P+ +  + + G+      LS   S+Q  S++L+A  
Sbjct: 116 PMTRIIDPLHAMGARIRSRRDDGCAPLDIEPSALRGID----YLSPLASAQVKSSVLLAG 171 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLR-----LMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
             A G  +  + +   S  + E  LR     L+E  G+    S + D      GQK     
Sbjct: 172 LYAQG--KTSVTEPAKSRDHSERMLRAFGADLIED-GLTVSISPNPDLT----GQKI--- 221 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              +V GD SSA+Y++A A+I  G+ + +E       +  +    +   MGA +       
Sbjct: 222 ---HVPGDISSAAYWIAAASIIPGSEIIIENVNINPTRDGI--LHIARAMGADIEEINPH 276 
 
Query: 305 VTVTGPPREPFGRK-HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKE 360 
                P  + F R   L    V+   +P +   + V+AL A   +G T I D    RVKE 
Sbjct: 277 TVSQEPVADLFVRSAELHGTRVDGPIIPRLIDEIPVIALMAACAEGETTIADAHELRVKE 336 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           ++R+ ++   L+ +G SV    D  +I     L    I T  DHR+AM F++A+  A+ P 
Sbjct: 337 SDRIESMVKNLSAMGVSVTGTDDGMVICGGASLRGADIVTCHDHRIAMTFAVASLLADGP 396 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           V + DP C   ++P ++  L   + 
Sbjct: 397 VHLDDPDCVSVSYPGFYRSLQLLL 420 
 
 
>ref|ZP_01551129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stappia aggregata IAM 
           12614] 
 gb|EAV40333.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stappia aggregata IAM 
           12614] 
          Length = 451 
 
 Score =  112 bits (279), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 129/451 (28%), Positives = 204/451 (45%), Gaps = 55/451 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+++PG KS+S+R L+  AL+ G T V  LL SEDV     A+R +G ++   +    
Sbjct: 18  LTGTIRVPGDKSISHRSLMFGALAVGRTTVKGLLESEDVLATADAMRAVGATITKLEDGS 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V  +G G        + E  +  GNAG  +R       +    AT+V D    + +RP 
Sbjct: 78  YTVDGIGLGSLL-----EPEHVIDFGNAGTGVRLTMGIFGSHNIAATFVGDA--SLSKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+ +G +V    G D  P  + G    P   + ++  +   S+Q  SA+L+A  
Sbjct: 131 MGRVLNPLRDMGTNVIARDG-DRLPASIRG----PEQALPITYRVPMPSAQVKSAVLLAG 185 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G  E  +I+    IP  + T ++++ FG  +    +++ +R     GQ    P++  
Sbjct: 186 LNAAG--ETTVIEP---IPTRDHTEKMLKGFGADISVTLNEAGERVIKLQGQPELKPQDI 240 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVE---------GCGTTSLQ--GDVKFAEVLEMMGA 296 
            V GD SSA++ L  A I  G+ V +E         G  TT ++  GD+      E  G  
Sbjct: 241 DVPGDPSSAAFPLVAALIVPGSDVVIENVLLNEHRTGLITTLIEMGGDISILNRRETGGE 300 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
           +V       +             LK I V   + P   D    LAV A FA+G T +  + 
Sbjct: 301 EVGDLHVKAS------------KLKGITVPAERAPSMIDEYPVLAVAAAFAEGETFMPGL 348 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAF-S 411 
              RVKE++R+ A+   L   G    E  D   +T          + T+ DHR+AM+F   
Sbjct: 349 EELRVKESDRLAAVARGLEANGIPCVETEDTLTVTGGADGIGGGMVVTHLDHRIAMSFLV 408 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDY---FDVL 439 
           L   A  PVT+ D      +FP +   FD L 
Sbjct: 409 LGMAAHNPVTVDDGAVIATSFPTFTSLFDGL 439 
 
 
>ref|NP_559639.1| 3-phosphoshikimate 1-carboxyvinyltransferase (aroA) [Pyrobaculum 
           aerophilum str. IM2] 
 gb|AAL63821.1| 3-phosphoshikimate 1-carboxyvinyltransferase (aroA) [Pyrobaculum 
           aerophilum str. IM2] 
          Length = 400 
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 Score =  111 bits (277), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 113/424 (26%), Positives = 188/424 (44%), Gaps = 46/424 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKAA 73 
           + G  + P SK +S R LL AAL+EG T +  +  S+DV     A++ +  + ++ D    
Sbjct: 9   LEGRFQSPPSKPMSQRYLLAAALAEGETEITRIEWSDDVVATARAVQPISSILIKGD--- 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF----LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
            RAVV           ++ E   +    +G +G  +R+  +      G       G   + 
Sbjct: 66  -RAVV-----------SRREPDFYRAFNVGESGFTLRTAVSVYAGIPGLTAVYFGGT--L 111 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           R RPI +L+  L++L   V          ++   +G L   +V++   ISSQY+S L+   
Sbjct: 112 RGRPIDELIEVLRKLTEVVKL---PGAVIIKGKELGRL---EVEIRADISSQYISGLMFL 165 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A +  G V I+ + +  S  +VE T  ++  F  + +  +     YI+ G + KSP     
Sbjct: 166 AAVGSGGV-IKPLGERKSWSFVEATAEVLRAFRAEVKLGE-----YIEVGGRMKSPGKLA 219 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V GD S +++ +     TGG V + G  +   + D       + MG  +T  E  V   G 
Sbjct: 220 VPGDFSLSAFLVVAGVATGGEVEIRGPLS---KLDEPLVNAFKAMGVDITTGEGWVRAKG 276 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                      + IDVN++  PD+ M  A+ A   +  + IR V + R KE+ R+  +   
Sbjct: 277 --------GFYRGIDVNLSDNPDLVMPTALAAGMVEEESTIRGVETLRYKESNRIATVID 328 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
            L +LG  V    D   I  P K    A  ++ DHR+ +  +LAA   V   + D      
Sbjct: 329 VLERLGVQVRHEKDAIYIKGPPKRRDVAFSSHGDHRIGL-MALAASKIVGGCVDDISPVA 387 
 
Query: 430 KTFP 433 
           K++P 
Sbjct: 388 KSWP 391 
 
 
>ref|ZP_04389819.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Porphyromonas 
           endodontalis ATCC 35406] 
 gb|EEN82904.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Porphyromonas 
           endodontalis ATCC 35406] 
          Length = 431 
 
 Score =  110 bits (276), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 122/447 (27%), Positives = 196/447 (43%), Gaps = 62/447 (13%) 
 
Query: 20  KLPGSKSLSNRILLLAALS-EGTTVVDNLLNS-------EDVHYMLGALRTLGLSVEADK 71 
            LP +KS +NR+L++A L+ E   V + LL+        +DV  M   L+ +G +  A+  
Sbjct: 7   HLPIAKSNANRLLVMAYLAGEFPRVRETLLSQGDWEDCPDDVRIMCRVLQEMGATSGAET 66 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           ++     +                L +G AG  +R +TA + A G      + G  R++  
Sbjct: 67  SSDTPFTL----------------LDVGAAGTVLRFVTA-LAAVGTERPLQITGTTRLKN 109 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLG--------TDCPPVRVNGIGGLPGGKVKLS-GSISSQY 182 
           RP+  L+  LK LGAD+             T  PP R      L GG +  +    SSQ+ 
Sbjct: 110 RPLRPLLDELKALGADIRGEWSEENAHDPLTIYPPSR-----PLRGGTLSSTFDRQSSQF 164 
 
Query: 183 LSALLMAAPLALGDVEI-EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           +SALLM AP       I E+  +  S PY+++TL +M   G    ++++       G    
Sbjct: 165 ISALLMIAPYFSAPFTIPELPRRGNSYPYIDLTLAMMREAGADWSYTETGVVVKPGGYSG 224 
 
Query: 242 YKSPKNAYV-EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            +  + A V E D S+ASY    +A+    V +     +  QGD      +  +G +  + 
Sbjct: 225 DRLLEMARVPEMDWSAASYAFGWSAVAHRPVFLPSLRASDRQGDKAIVGFMRPLGVEARF 284 
 
Query: 301 TE---TSVTVTGPPR----EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
            E     +  T  PR     P G          +N++PD+  TL V AL    P  ++ V 
Sbjct: 285 LEGGGVELIPTDVPRLACYTPEG----------LNEVPDLVPTLVVTALMRRQPFLMKGV 334 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYC----IITPPEKLNVTAIDTYDDHRMAMA 409 
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           AS R+KE++R+  +       G  + E  D        +P E      +DT +DHRMAMA 
Sbjct: 335 ASLRLKESDRLRQLVETAALFGFRLHESDDALAWDGTFSPVEAQRTILVDTAEDHRMAMA 394 
 
Query: 410 FSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           +S+A+     V   D     K++P ++ 
Sbjct: 395 WSIASILYPQVQYTDASVVSKSYPGFW 421 
 
 
>ref|YP_004059748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfuricurvum 
           kujiense DSM 16994] 
 gb|ADR33548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfuricurvum 
           kujiense DSM 16994] 
          Length = 425 
 
 Score =  110 bits (276), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 116/425 (27%), Positives = 196/425 (46%), Gaps = 30/425 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + A L+EG + V+N L +ED    L  +  LG  +  D      + +   G  
Sbjct: 23  KSISHRCAMFAVLAEGESRVENFLRAEDTLNTLKIVGHLGAQIHDDG---EVITIRSNG- 78 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
             +++  E   L  GN+G  MR     +++A G+  +VL G   ++ RP+  +   L+ + 
Sbjct: 79  --IQETSE--ILDCGNSGTGMRLFCGLLSSAEGH--FVLTGDEYLKRRPMKRVTQPLRSI 132 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +D     D  P+ + G        V  S   S+Q  SA+++AA  + G       +  
Sbjct: 133 GAKLDGRNNGDLAPLSIRGASLKAFDYV--SPIASAQVKSAMMLAALRSDGVCTFR--EP 188 
 
Query: 205 LISIPYVEMTLRLM-ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 263 
            +S  + E  LR M  R  +    +  W        +    P N  V  D SSA +F    
Sbjct: 189 ELSRDHTERMLRGMGARVEINGLETKIWPL------EAPLKPLNIRVPADPSSAFFFAVA 242 
 
Query: 264 AAITGGTVT-VEGCGTTSLQGDVKFAEVLEMMGAKVTWT--ETSVTVTGPPREPFGRKHL 320 
           AAIT  + T +EG      +  ++  +VLE MGAK+T+T  +      G  R      H  
Sbjct: 243 AAITPNSSTLIEGVTLNPTR--IEAFKVLERMGAKITYTLNDERYEPIGTIRVEHAPLHA 300 
 
Query: 321 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
             ++ N+  + D    L++    A+G + I++    RVKE++R+  +   L   G   EE 
Sbjct: 301 VTVEENIAWLIDELPALSIAMACAEGKSIIKNAEELRVKESDRIKTVVDNLNLCGIETEE 360 
 
Query: 381 GPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            PD Y +I    +L    ++++ DHR+AM+F L    +  + + D  C   +FP++F++L 
Sbjct: 361 YPDGYAVIGG--ELKSARVNSFGDHRIAMSF-LIGGLKCGMEVEDIECINTSFPNFFELL 417 
 
Query: 440 STFVK 444 
               K 
Sbjct: 418 EMCTK 422 
 
 
>ref|YP_003516068.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter mustelae 
           12198] 
 emb|CBG39320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter mustelae 
           12198] 
          Length = 424 
 
 Score =  110 bits (276), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 119/448 (26%), Positives = 207/448 (46%), Gaps = 45/448 (10%) 
 
Query: 11  PIKEISGTVK-LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           P   + G V+ +   KS+S+R  + + L++G   V N L + D    L   + LGL V   
Sbjct: 6   PATSLKGVVENIASDKSISHRCAMFSLLAKGACEVQNFLQASDTLDTLKIAQHLGLEVIQ 65 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
             +   +++       P ++  +E  + L  GNAG AMR  T  +  AG    +VL G   
Sbjct: 66  KNSNTLSLI-------PPKNGIKEPNVLLDCGNAGTAMRLYTGLL--AGVKGYFVLCGDK 116 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+  ++  L+ +GA +    G   P   ++ IG    G    S   S+Q  SA+L 
Sbjct: 117 YLHARPMQRVIAPLQSIGARIFAREGGYAP---LSIIGAKLQGFAYASPIASAQVKSAML 173 
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Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           ++   A    E    +  +S  + E   R++++ G K   + S +   ++  Q    P + 
Sbjct: 174 LSGLFA--SSESRFSEPELSRDHTE---RMLKKMGAKI--TKSANTIELEPLQGPLDPFS 226 
 
Query: 248 AYVEGDASSASYF-LAGAAITGGTVTVEGC--GTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  D SSA +F LAG  + G  + ++      T +Q      EVL+ MGAK+++     
Sbjct: 227 ITIPSDPSSAFFFALAGVIVPGSHLVLKNVLLNPTRIQA----YEVLKKMGAKISYENKK 282 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
             +            L AI+V+      ++++P +A+ +AV    A G + +++    RV 
Sbjct: 283 EQIETTGDIIIESSDLCAIEVSEHIAWLIDELPALAIAMAV----AKGKSVVKNAKELRV 338 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CA 416 
           KE++R+ A+ + L K+G    E  D   I   E L    +D+Y DHR+AM+F++A   C  
Sbjct: 339 KESDRIKAVVSNLQKMGIVATEREDGFEILGGE-LKPARVDSYGDHRIAMSFAVAMLLCG 397 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
                I D  C   +FP++ ++L    K 
Sbjct: 398 G---EIEDFSCVNISFPNFLEILEQIKK 422 
 
 
>ref|YP_003860414.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ignisphaera aggregans 
           DSM 17230] 
 gb|ADM28534.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ignisphaera aggregans 
           DSM 17230] 
          Length = 411 
 
 Score =  110 bits (276), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 119/437 (27%), Positives = 204/437 (46%), Gaps = 46/437 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            IV++  K ISG+++ P SKS + R++  + +++    +DNL+ S DV   L A+  LG+ 
Sbjct: 2   RIVIEKSK-ISGSIEAPQSKSYAIRLIFASIITD--VELDNLILSRDVKAALNAVEALGI 58 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           S E  +  +R  V            K+ V +  G +   +R L   V+  GG  T  +DG 
Sbjct: 59  SYENGRFIRRDTV---------RIVKDYVNV--GESATVLRMLIPIVSVIGGRIT--IDG 105 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+  +V  L   G  +      D  P+ + G   L    +++ G  SSQY+S  
Sbjct: 106 DESLRRRPLKAVVEALTDRGVKIYG----DRLPITIEG--RLRDQYIEIRGDESSQYISG 159 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
            + A  ++ G   I I   + S  Y+ +T  ++   GV+ + S   +R  ++  +   +P 
Sbjct: 160 FMYAFTISGGGT-IVIKPPISSKSYIYLTTDILRSIGVEVKFSG--NRIDVEPTEDI-TP 215 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGT-TSLQGDVKFAEVLEMMGA-----KVT 299 
               V GD   +S+++A A +TGG + V G     +  GD    E+   MGA       T 
Sbjct: 216 YRGRVPGDYLLSSFYVASALLTGGRIYVYGLPQPANYFGDHSIVEIYRSMGAISFYSNNT 275 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W   +V               ++ID++++  PD+A ++A +A  A+G + IR V   R+K 
Sbjct: 276 WFAEAVDT------------YRSIDIDIDDAPDLAPSIAPIATIANGISVIRGVRRLRIK 323 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E++R++ I + L   G  V    D   I   E    ++I   +DHR+AM  +  A   V  
Sbjct: 324 ESDRVMTISSALKSFGIDVNISIDTIEIYGGEPQR-SSIQCPNDHRIAMMVTPLAL-RVG 381 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
             I    C  K+ P+++ 
Sbjct: 382 GVIDAAECVDKSNPNFW 398 
 
 
>ref|ZP_01818831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP3-BS71] 
 gb|EDK73280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           pneumoniae SP3-BS71] 
          Length = 396 
 
 Score =  110 bits (276), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 110/413 (26%), Positives = 190/413 (46%), Gaps = 25/413 (6%) 
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Query: 37  LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 96 
           ++EG T V ++L  EDV   +   R LG+ +E          VG  G    ++A     L 
Sbjct: 1   MAEGETKVYDILRGEDVLSTMQVFRDLGVEIEDKDGVITVQGVGMAGLKAPQNA-----L 55 
 
Query: 97  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 156 
            +GN+G ++R ++  +  AG +    + G   + +RP+  + + LK++G  +      D  
Sbjct: 56  NMGNSGTSIRLISGVL--AGADFEVEMFGDDSLSKRPMDRVTLPLKKMGVSISGQTERDL 113 
 
Query: 157 PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 216 
           PP+R+ G   L     +L  + S+Q  SAL+ AA  A G  E  II+K  +  + E     
Sbjct: 114 PPLRLKGTKNLRPIHYELPIA-SAQVKSALMFAALQAKG--ESVIIEKEYTRNHTE---D 167 
 
Query: 217 LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEG 275 
           ++++FG     S    +  ++G QK    K   V GD SSA+++L AG       + ++  
Sbjct: 168 MLQQFG--GHLSVDGKKITVQGPQKLTGQK-VVVPGDISSAAFWLVAGLIAPNSRLVLQN 224 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 335 
            G    +  +   +V+  MG K+  TE    V            LK  ++    +P +   
Sbjct: 225 VGINETRTGI--IDVIRAMGGKLEITEID-PVAKSATLIVESSDLKGTEICGALIPRLID 281 
 
Query: 336 TLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 392 
            L ++AL A    G T I+D    +VKET+R+  +   L  +GA +    D  II      
Sbjct: 282 ELPIIALLATQAQGVTVIKDAEELKVKETDRIQVVADALNSMGADITPTADGMIIKGKSA 341 
 
Query: 393 LNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           L+   ++T+ DHR+ M  ++AA   A+  V +        ++P +FD L + + 
Sbjct: 342 LHGARVNTFGDHRIGMMTAIAALLVADGEVELDRAEAINTSYPSFFDDLESLI 394 
 
 
>ref|ZP_01386111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           ferrooxidans DSM 13031] 
 gb|EAT59036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           ferrooxidans DSM 13031] 
          Length = 433 
 
 Score =  110 bits (276), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 115/442 (26%), Positives = 202/442 (45%), Gaps = 41/442 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS------VEADKAAK 74 
           LP  KS+S+R  L+ ALSEGTT + N     D    L  L+  G++      V+ +   + 
Sbjct: 11  LPPDKSISHRAALIGALSEGTTEITNFSGGFDNQSTLSVLQRAGIALSQEEIVQLNGRTQ 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G +  +   E   L   N+G  MR     + A    +  + D    + +RP+ 
Sbjct: 71  RRVVIKSRGLWSFQPPAEP--LMCNNSGSTMRMFAGILAAQPFRSELIGDS--SLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GAD++    +   P+ +NG   L     +L   + S  + +L+  A L   
Sbjct: 127 KRVADPLRLMGADIE-LSSSGTAPILINGTKALKPIAYRL--PVPSAQVKSLVAFAALH- 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D E  II+++ S  + E+ L L E F    E      R  +  G+K    +  Y+  D  
Sbjct: 183 ADGESRIIEQVRSRDHTEVMLGL-ESFDQNGE------RVIVVPGRKQIEARPFYIPADP 235 
 
Query: 255 SSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-------KVTWTET--S 304 
           S+A + +A G    G  + +        +    F ++L   GA       +V   E+    
Sbjct: 236 SAACFIVALGLLARGSEIMIRDVCLNPTRA--AFLDILMAAGAGLHIENLRVIGGESIGD 293 
 
Query: 305 VTVTGPPR-EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           + V+   R EP      + I + ++++P     LAV++ FA G   + + A  R KE++R 
Sbjct: 294 ILVSSASRIEPLCISDPQLIAIAIDEIP----MLAVLSAFATGCFELHNAAELRTKESDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACAE-VPV 420 
           + A+   L +LG   E+ PD  ++T  ++       +D++DDHR+AM+F++A  A      
Sbjct: 350 IAALVVNLERLGFVCEQYPDGFVVTGRKQAPSGTVVLDSFDDHRIAMSFAIAGRATGGSF 409 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I D      +FP++F++L +  
Sbjct: 410 DITDIDVVGVSFPNFFELLDSL 431 
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>ref|YP_001996267.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroherpeton 
           thalassium ATCC 35110] 
 sp|B3QZC7.1|AROA_CHLT3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF13820.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chloroherpeton 
           thalassium ATCC 35110] 
          Length = 435 
 
 Score =  110 bits (275), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 117/454 (25%), Positives = 205/454 (45%), Gaps = 41/454 (9%) 
 
Query: 12  IKEISGTV-KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA- 69 
           +K  +GT   LP  KS+S+R  L+ ALS G T + N     D    L  L++LG+ ++   
Sbjct: 1   MKTFNGTFFNLPPDKSISHRTALIGALSNGITEITNYSAGLDNQTTLSVLQSLGVDIQQE 60 
 
Query: 70  -----DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                D   +R VV+   G + +  +K E  L   N+G  +R L+  + A     T V   
Sbjct: 61  SFLTNDGYEQRKVVIKSSGLWSLSRSKRE--LMCNNSGSTIRMLSGILAAQPFRTTLV-- 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+  +   L Q+GA +     T  PP+ +   G  P   ++    I S  +  
Sbjct: 117 GDHSLMKRPMRRVAEPLTQMGASIK-LSETGAPPIEIE--GKKPLSPIQFYQKIPSAQVK 173 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           +L++ A L    +  EII+ + +  + E+ L      G++ E      R  +  GQK    
Sbjct: 174 SLVIFAALHADGIS-EIIEPIQTRNHTELML------GLEPELQPDGSRKIVIEGQKNIE 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            K   V  D S A + +A   ++G + + ++  G    +    +  +L   GAK+  TE  
Sbjct: 227 AKPFTVPADPSGACFLVALGLLSGKSDIRLKNVGLNHTRAG--YLSLLREAGAKLP-TEN 283 
 
Query: 304 SVTVTGP------PREPFGRKHLKAIDVNM-NKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           + T+ G           +  K L+  D  + + + D    LAV++  A G   +   A   
Sbjct: 284 NRTIGGELLGDIIISNDYITKPLRINDAQIVSDIIDEIPMLAVLSAMATGEFELHHAAEL 343 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPD-YCII----TPPEKLNVTAIDTYDDHRMAMAFS 411 
           R KE++R+ A+   L +LG   EE  D +C+      P   + +T   T+ DHR+AM+F+ 
Sbjct: 344 RAKESDRIHALVMNLQRLGFVCEEYKDGFCVTGRTHNPTGTIEIT---TFYDHRIAMSFA 400 
 
Query: 412 LAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           +A   +   + + D      +FP++F ++ +  K 
Sbjct: 401 IAGHFSNAEIQLDDNSSIAVSFPNFFSLIDSMQK 434 
 
 
>ref|YP_003695752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Starkeya novella DSM 
           506] 
 gb|ADH91133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Starkeya novella DSM 
           506] 
          Length = 453 
 
 Score =  110 bits (275), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 131/437 (29%), Positives = 195/437 (44%), Gaps = 35/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           + GTV++PG KS+S+R L+   L+ G T +  LL  EDV     A   LG +VE   +   
Sbjct: 19  LKGTVRVPGDKSVSHRSLIFGTLAVGETRISGLLEGEDVLNTAKACAALGATVERLGEGE 78 
 
Query: 74  KRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            R   VG GG + P      E  L  GNAG   R +   V  AG       DG   +R+R 
Sbjct: 79  WRVEGVGVGGLRVP------EGVLDFGNAGTGSRLMMGVV--AGNPIVATFDGDASLRKR 130 
 
Query: 133 PIGDLVVGLKQLGAD-VDCFLGTDCPPVRVNGIGGLPGGKVKL---SGSISSQYLSALLM 188 
           P+  ++  L+++G   VD   G    P+ + G    P   V +   S   S+Q  SA+L+ 
Sbjct: 131 PMRRILDPLEKMGVQVVDAAEGGRL-PLTLKG----PQELVPIIYESPVASAQIKSAVLL 185 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G  E  +I+K  S  + E   R++  FG  V  E   +  R     G+    P  
Sbjct: 186 AGLGAPG--ETTVIEKEASRDHTE---RMLTHFGAQVSVEPYGAHGRKVTLKGRPELKPA 240 
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Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++ L  A I  G+ V +EG  T  L+  +     L+ MGA + +    V 
Sbjct: 241 PIRVPADPSSAAFPLVAALIVPGSEVVIEGVMTNPLRTGLFI--TLKEMGADIAFENERV 298 
 
Query: 306 TVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                  +   R   L  +DV   + P   D    LAV A FA G T +  ++  RVKE+ 
Sbjct: 299 EGGESVADIRVRASALHGVDVPAERAPSMIDEYPVLAVAAAFASGTTRMNGLSELRVKES 358 
 
Query: 362 ERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVP 419 
           +R+ A+   L   G +   EG D  +           + T+ DHR+AM+F +   A + P 
Sbjct: 359 DRLAAVADGLKAAGVAHRIEGDDLLVEGAAGAAGGGTVATHMDHRIAMSFLVMGLATDTP 418 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + + D      +FP +  
Sbjct: 419 LKVDDISFIATSFPTFL 435 
 
 
>ref|YP_002019329.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelodictyon 
           phaeoclathratiforme BU-1] 
 sp|B4SFD3.1|AROA_PELPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF44712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pelodictyon 
           phaeoclathratiforme BU-1] 
          Length = 433 
 
 Score =  110 bits (275), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 118/445 (26%), Positives = 200/445 (44%), Gaps = 47/445 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ADKAAK 74 
           LP  KS+S+R  L+ ALSEGTT + N     D    LG L+  G+++       AD     
Sbjct: 11  LPPDKSISHRAALIGALSEGTTEIMNFSGGFDNQSTLGVLKDAGITLRQELLEGADGRTV 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R V++   G +  +       L   N+G  MR + A + AA   A+ ++ G   + +RP+ 
Sbjct: 71  RQVIIESKGLWSFQ--PPSAPLMCNNSGSTMR-MFAGILAAQPFASELI-GDSSLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+Q+GAD+     +   P+ + G   L     +L   + S  + +L+  A L   
Sbjct: 127 KRVADPLRQMGADLQ-LSPSGTAPICIKGSKELKPINYRL--PVPSAQVKSLVAFAALH- 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D E  II+ + S  + E+ L      G+ +   D  +R  +  G+K  + K  Y+  D  
Sbjct: 183 ADGESRIIESVRSRDHTEVML------GLDSFEQDG-ERVIVVPGRKTVAAKPFYIPADP 235 
 
Query: 255 SSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV-------- 305 
           S+A + +A G    G  + +        +    F  +L   GA +T     V         
Sbjct: 236 SAACFIVALGLLARGSEIIIRDVCLNPTRA--AFLNILTDAGACLTIENQRVIGGETIGD 293 
 
Query: 306 --TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                    EP      + +   ++++P     LAV++ FA G   + + A  R KE++R 
Sbjct: 294 ILVENHAALEPLLITDPQLVAFIIDEIP----MLAVLSAFASGRFELHNAAELRTKESDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCI-----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE- 417 
           + A+   L +LG   E+ PD  +     ITP        ID++DDHR+AM+F++A  A   
Sbjct: 350 IDALVVNLQRLGFDCEQYPDGFVVKGRRITPS---GTVVIDSFDDHRIAMSFAIAGKATG 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
            P+ + D      +FP++FD+L +  
Sbjct: 407 CPIDLSDIDVVGVSFPNFFDLLDSL 431 
 
 
>ref|YP_903843.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Ruthia 
           magnifica str. Cm (Calyptogena magnifica)] 
 sp|A1AWR5.1|AROA_RUTMC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABL02372.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus Ruthia 
           magnifica str. Cm (Calyptogena magnifica)] 
          Length = 435 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1368



 

 

 Score =  110 bits (275), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 114/459 (24%), Positives = 223/459 (48%), Gaps = 65/459 (14%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + V++P   +SG +K+PG KS+S+R ++L +L+ G T +   L  ED    L A + +G+ 
Sbjct: 3   KFVVKPTNSLSGCLKVPGDKSISHRSIMLGSLANGVTKISGFLEGEDTLSTLKAFQDMGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +E +        VG  G K P+        L LGN+G ++R ++  + A   ++   L  
Sbjct: 63  KIEYNGDNVTIYGVGLNGLKKPL------TPLDLGNSGTSIRLISGILAAQKFDSE--LC 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+G ++  L ++GA ++   G    P+++ G   L G    L  + S+Q  S 
Sbjct: 115 GDESLSKRPMGRVINPLTKMGAMIESNNGK--LPLKIKGGQALNGIHYDLLVA-SAQVKS 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +L+A   A G+  I+ +      P  + T R+++ FG K + +   ++  + GG +    
Sbjct: 172 CVLLAGLYAKGETCIKEL-----APTRDHTERMLKGFGYKIDVNK--NKICLIGGTQL-- 222 
 
Query: 245 PKNAY---VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             NA+   V  D SSA++F+  A+I     +T+ G      +  +   ++L++MGA ++  
Sbjct: 223 --NAFAIQVPSDISSAAFFMVAASIAPKADITLTGVNINPTR--IGVIDILKLMGANLSL 278 
 
Query: 301 T---ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTA 349 
           +   E    +    R     + LK I     ++P+  ++LA        + A  A G T  
Sbjct: 279 SNEREIGGELLADIR--IQSEQLKGI-----RIPEELVSLAIDELPVIFIAASCAKGETI 331 
 
Query: 350 IRDVASWRVKETER---------MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 400 
           + D    RVKE++R         ++ I+ E+ + G  ++ G    + + P       I++ 
Sbjct: 332 LTDAKELRVKESDRIQVMADGLSILGIKNEVLEDGIKIQGG----VFSKPG----IVIES 383 
 
Query: 401 YDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDV 438 
           + DHR++M+F++A+   +  + I D    + +FP++ ++ 
Sbjct: 384 HHDHRISMSFAIASLRCQYIIEIEDVDNVKTSFPNFVEL 422 
 
 
>ref|ZP_07572580.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingobium 
           chlorophenolicum L-1] 
 gb|EFN12016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingobium 
           chlorophenolicum L-1] 
          Length = 446 
 
 Score =  110 bits (274), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 122/450 (27%), Positives = 201/450 (44%), Gaps = 48/450 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+ +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+R +G  +  D     
Sbjct: 19  LSGTITVPGDKSISHRSLMLSALAVGESHVEGLLEGEDVLSTAAAMRAMGADISKDADGV 78 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +  VG GG      A     L +GN+G + R L   V +    AT+V D    + +RP 
Sbjct: 79  WHIHGVGVGGLLQPTSA-----LDMGNSGTSTRLLMGLVASHAITATFVGDA--SLSKRP 131 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L ++GA      G   P   +   G  P   +     + S+Q  SA+L+A    
Sbjct: 132 MARVTEPLSRMGASFTTSPGDRLP---LTMRGACPAVPLDYRLPVASAQVKSAILLAGLN 188 
 
Query: 193 ALGDVEIEIIDKLIS-IPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A G      I +++  IP  + + R+++ FG  +  E      R     G+    P++   
Sbjct: 189 APG------ITRVVEPIPTRDHSERMLKGFGADLHVETEADGTRIITLRGEAELRPQSIT 242 
 
Query: 250 VEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++  +A   + G  VT+   G  + +      ++L  MG  +           
Sbjct: 243 VPGDPSSAAFPMVAALLVPGSKVTIANVGLNATR--AGLIDLLREMGGDIAIKN------ 294 
 
Query: 309 GPPR----EPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             PR    EP G        LK ++ +  + P   D      + A FA+G +  R +    
Sbjct: 295 --PREVGGEPVGDLVITASALKGVEPDPARAPSMIDEYPVAFIAAAFAEGRSTFRGLEEL 352 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           RVKE++R+  +   L  +G +VEE  D  +I             I T  DHR+AM+F+++ 
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Sbjct: 353 RVKESDRIATMAAGLRAIGVTVEELEDGIVIEGSGGALLPGGGPIATSLDHRIAMSFAIS 412 
 
Query: 414 AC-AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
              ++  VTI D      +FP +  +L +  
Sbjct: 413 GLMSKKGVTIDDMRPVATSFPGFTGLLRSL 442 
 
 
>ref|ZP_05046551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanobium sp. PCC 
           7001] 
 gb|EDY39860.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Cyanobium sp. PCC 
           7001] 
          Length = 441 
 
 Score =  110 bits (274), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 126/408 (30%), Positives = 194/408 (47%), Gaps = 24/408 (5%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V++PG KS+S+R LL  A++ G T ++ LL +ED       LR +G+ V    A   
Sbjct: 19  LRGRVQVPGDKSISHRALLFGAIACGETRIEGLLPAEDPLSTAACLRAMGVEVSPIAAGA 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G    ++  +E   +   GN+G  MR +   +    G   +VL G   +R RP 
Sbjct: 79  VVRVQGVG----LDGLQEPGDVLDCGNSGTTMRLMLGLLAGRAGR-HFVLSGDASLRGRP 133 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L ++GA V      +  P+ V G   L G  V+ +   S+Q  SALL+AA  A 
Sbjct: 134 MRRVGAPLARMGAVVHGRKDGNFAPLAVLGQA-LRGTTVR-TPVASAQVKSALLLAALTA 191 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNAYVEG 252 
            G   +  I+   S  + E   R++  FG         +    ++ G   +  ++  V G 
Sbjct: 192 EGPTTV--IEPSQSRDHSE---RMLRAFGASLVVDGPGNTCVTVQPGAPLQG-QSVVVPG 245 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA+++L   AIT G  +TVE  G    +      EVLE MGA++T       V G P 
Sbjct: 246 DISSAAFWLVAGAITPGADLTVENVGLNPSR--TGILEVLEQMGARLTVLNRR-DVAGEP 302 
 
Query: 312 REPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 +H  L+A  +    +P   D    LAV A  A+G + I D A  RVKET+R+   
Sbjct: 303 VGDLRVQHGPLQAFSIGGELIPRLVDEIPVLAVAACCAEGTSRIHDAAELRVKETDRLAV 362 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           +  +L  +GA +EE  D   +     L    +D+  DHR+AM+ ++AA 
Sbjct: 363 MARQLGAMGARIEEYEDGMAVEGAGALRGAELDSETDHRVAMSLAVAA 410 
 
 
>ref|YP_003551577.1| 5-enolpyruvylshikimate-3-phosphate synthase [Candidatus 
           Puniceispirillum marinum IMCC1322] 
 gb|ADE39493.1| 5-enolpyruvylshikimate-3-phosphate synthase [Candidatus 
           Puniceispirillum marinum IMCC1322] 
          Length = 446 
 
 Score =  110 bits (274), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 128/453 (28%), Positives = 194/453 (42%), Gaps = 41/453 (9%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           Q    ++G + +PG KS+S+R L+L +L+ GTT V  LL   DV     A+R LG+ +   
Sbjct: 12  QRTDNLAGIIDVPGDKSMSHRSLILGSLAIGTTKVTGLLEGADVLATADAMRALGVDITR 71 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                  V+VG G    V     E  L LGN+G  +R L   V      AT+  D    + 
Sbjct: 72  HDDGTW-VIVGQGLHGLV---APETALDLGNSGTGVRLLMGVVAGQAITATFTGDA--SL 125 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+  +   L+Q+G  V    G    PV + G    P      S   S+Q  SA+L+A 
Sbjct: 126 SVRPMARITDPLQQMGTHVASRDG-GLLPVTITG-QSEPMAISYESPVASAQIKSAILLA 183 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS---DSWDRFYIKGGQKYKSPK 246 
              A GD   E+I+   S  + E  LR    FG   E +   D      + GG +  +   
Sbjct: 184 GLTARGDT--EVIEPHASRDHTESMLR---HFGATVEQTVRDDGTHHVQLHGGAQLIAAD 238 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
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            A V  D SSA++ +  A +T G+ +T+   G   L+        L  MG  ++       
Sbjct: 239 IA-VPRDPSSAAFPMVAALLTKGSDITLPSIGMNPLR--TGLITTLIEMGGDISILN--- 292 
 
Query: 306 TVTGPPR----EPFGRKHLKAIDVNMNKMP--------DVAMTLAVVALFADGPTAIRDV 353 
                PR    EP     ++  D++   +P        D    L+V A  A G T +  V 
Sbjct: 293 -----PRDEGGEPVADLRVRHSDLHGINIPAERAASMIDEFPILSVAATQAYGTTIMNGV 347 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF-SL 412 
           A  RVKET+R+  +   L   GA V    D   +T         +++  DHR+AM+F +L 
Sbjct: 348 AELRVKETDRIKVMADGLIAAGAIVSYDDDTMTVTGGPIAGGMTVNSQHDHRIAMSFLTL 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
              +  PV++        +FPD+  ++     N 
Sbjct: 408 GLISNAPVSVEGCETIHTSFPDFAKIMQNAGAN 440 
 
 
>ref|ZP_06949694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MN8] 
 gb|EFH94658.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MN8] 
          Length = 435 
 
 Score =  109 bits (273), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 121/448 (27%), Positives = 207/448 (46%), Gaps = 42/448 (9%) 
 
Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ ++ D   +  +VV   G +       +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVDIKED---EDKLVVNSPG-YKAFKTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
           VL G   + +RP+  ++  LK + A+++       P    P  + GI      K++++   
Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA-- 169 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A   +L   E  II +L +S  + E   R    F +  E ++      I 
Sbjct: 170 -SAQVKSAILFA---SLFSKEATIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTI 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               +Y  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PEAIRYIKPADFHVPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPIKIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|YP_003817722.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevundimonas 
           subvibrioides ATCC 15264] 
 gb|ADL00099.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brevundimonas 
           subvibrioides ATCC 15264] 
          Length = 438 
 
 Score =  109 bits (272), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 138/454 (30%), Positives = 204/454 (44%), Gaps = 46/454 (10%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A  +  +P   + GTV+ PG KS+S+R ++L A++ G T +D LL  +DV     A     
Sbjct: 5   APHLTARPGHPLRGTVRAPGDKSISHRSMILGAMASGVTEIDGLLEGDDVLATARAAEAF 64 
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Query: 64  GLSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G  VE      R  V G GG + P         +  GNAG  +R L  A  AAG       
Sbjct: 65  GAKVE-RLGGGRWRVTGRGGFQTPTG------VIDCGNAGTGVRLLMGA--AAGYPIAAT 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP----GGKVKLSGSI 178 
            DG   +R RP+G +   L ++GA    F  +  P       G LP    GG +     + 
Sbjct: 116 FDGDASLRGRPMGRVTDHLTRMGA---TFAWSGKP-------GLLPATLTGGALHAIDHV 165 
 
Query: 179 ----SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
               S+Q  SA+L+A   A G   +   +K       + T R++  FG   +  D  + + 
Sbjct: 166 QTVASAQVKSAILLAGLNASGTTSVSEPEK-----SRDHTERMLRAFGAVVDVEDQGEGW 220 
 
Query: 235 YI--KGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
            I  +GGQ         V GD SSA++ L AG  + G  VTVEG     L+  + F   L 
Sbjct: 221 VIRLRGGQPLTG-TTVSVPGDPSSAAFPLAAGLIVPGSEVTVEGVMLNPLRTGL-FDTWL 278 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNK---MPDVAMTLAVVALFADG 346 
           E MGA +T     V+  G        +H  L+ + V  ++   M D    LA  A FA G 
Sbjct: 279 E-MGADLTIANRRVS-GGEDVGDITARHSPLQGVVVPESRAASMIDEYPILAATAAFAVG 336 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
            T +R V   RVKE++R+  +   L   G  V+E P+  I+T         + T  DHR+ 
Sbjct: 337 ATVMRGVGEMRVKESDRIRLMVDGLRACGVGVDEEPEGFIVTGGAVPGGATVHTAHDHRI 396 
 
Query: 407 AMA-FSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           AM+   L   A  P+T+ +P     +FP + +++ 
Sbjct: 397 AMSHLVLGLAAAAPITVDEPDMIATSFPGFVEMM 430 
 
 
>ref|YP_254900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus 
           acidocaldarius DSM 639] 
 gb|AAY79607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfolobus 
           acidocaldarius DSM 639] 
          Length = 358 
 
 Score =  109 bits (272), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 97/347 (27%), Positives = 166/347 (47%), Gaps = 25/347 (7%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 155 
           L  G +   +R +   ++  GG    VLDG   +R RPI  +V  L            ++ 
Sbjct: 27  LNFGGSATTLRMMIPILSVLGGEV--VLDGNESLRRRPITAIVEALAG-----QIRFSSN 79 
 
Query: 156 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 215 
             PV + G   L    V++ G  SSQY+S  + A  L  G  +IEII  L S  Y+ MT+ 
Sbjct: 80  YLPVTMTG--KLKENYVRIRGDESSQYISGFIYAFSLVNGG-DIEIIPPLSSKSYIHMTI 136 
 
Query: 216 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
            L+   G   + +   +R  ++ G+ ++  +   V GD + AS++   +AITGG + ++G 
Sbjct: 137 DLINALGGSVKFTG--NRIRVERGE-FRDFRGD-VPGDYALASFYAIASAITGGEIQIKG 192 
 
Query: 276 CGTTSL-QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
             +     GD    ++++ MG        S  V+G          +K I V+++ MPD+A 
Sbjct: 193 LYSPPYYDGDHSIVKIIKNMGVDSRVEGNSWIVSG-------NGIIKGIKVDVDDMPDLA 245 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            ++A +A FA   T I  +   R+KE++R+  I++ L     +V    D+  I  P KL  
Sbjct: 246 PSIACIAPFATSETEITGIKRLRIKESDRVSTIKSTLEAFSGNVVVDTDFIKIF-PSKLT 304 
 
Query: 395 VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF-DVLS 440 
             +I   +DHR+AM   + +      T+ +  C  K+ P ++ D++S 
Sbjct: 305 EGSIICPNDHRIAMMAGVISL-RTGGTVENAQCVNKSNPSFWLDLIS 350 
 
 
>ref|ZP_05038951.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. PCC 
           7335] 
 gb|EDX87686.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. PCC 
           7335] 
          Length = 409 
 
 Score =  108 bits (271), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 119/424 (28%), Positives = 187/424 (44%), Gaps = 32/424 (7%) 
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Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +L A+++GTT +  LL  ED          +G  + +D  A+   V G GG     D    
Sbjct: 1   MLGAIAQGTTRIKGLLLGEDPRSTAACFTAMGAKI-SDLEAEWVTVEGTGGDLQEPDDV- 58 
 
Query: 93  EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 152 
              L  GN+G  +R +   + A  G   + + G   +R RP+  ++  L  +GA +     
Sbjct: 59  ---LDAGNSGTTLRLMLGLLAAQPGK-FFAVTGDDSLRSRPMKRVIAPLTSMGATIFGKA 114 
 
Query: 153 GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV- 211 
                P+ V G    P         I+S  + + L+ A LA+      I D  I+ P +  
Sbjct: 115 DHTLAPLGVIGQSLQP---FHYHSPIASAQVKSCLLLAGLAI------IGDTTITEPSLS 165 
 
Query: 212 -EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GG 269 
            + + R+++ FG       +     I G  K    +   V GD SSA+++L  AAIT G  
Sbjct: 166 RDHSERMLKAFGASLSIDSATHSVTIHGPAKLTG-QTVIVPGDISSAAFWLVAAAITPGS 224 
 
Query: 270 TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN- 328 
            + +E  G    +  V   + L  M A +T  E    VTG P      KH + I  ++   
Sbjct: 225 NLLIENVGINPTRTGV--LDALAAMNADITL-ENERDVTGEPVADLRVKHSELIGCHIGG 281 
 
Query: 329 ----KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL--GASVE--E 380 
               ++ D    LAV ALFA G T I D A  RVKE++R+  + + L K+  G+  E  E 
Sbjct: 282 DLIPRLIDEVPILAVAALFAVGTTTITDAAELRVKESDRLAVMASALNKMAPGSITEQTE 341 
 
Query: 381 GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVL 439 
           G +        +L  T +D++ DHR+AMA ++AA  A     I+       ++P +   L 
Sbjct: 342 GMEIKGTGADTQLTATTLDSHSDHRIAMALTIAATRARGQTAIQRAEAAAISYPTFVSTL 401 
 
Query: 440 STFV 443 
            T V 
Sbjct: 402 ETAV 405 
 
 
>ref|ZP_02468029.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia 
           thailandensis MSMB43] 
          Length = 409 
 
 Score =  108 bits (271), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 99/404 (24%), Positives = 177/404 (43%), Gaps = 31/404 (7%) 
 
Query: 46  NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE----DAKEEVQLFLGNA 101 
           N L   +   M  A R LG ++  D+      + G GG+F  +    DAK         + 
Sbjct: 3   NDLRCIETETMKAACRKLGATI--DETPDTLTITGIGGRFSTDVHVIDAK--------GS 52 
 
Query: 102 GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 161 
           G+  R++ A  +  G     +L G   +R R +  L   L  LGA+   +LG D     + 
Sbjct: 53  GLVFRTMMALSSMRG--IPTILTGDATLRRRVMKPLFDALHALGANF-TYLGDDGKAPVI 109 
 
Query: 162 NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 221 
           N    L G    L+G ISSQ+++ALLM  PL    V+I I   ++S  Y++ TL  M    
Sbjct: 110 NWGKALDGSHCTLAGDISSQFVTALLMTTPLGQRGVDIRITPPVLSQSYIDQTLDFMRLA 169 
 
Query: 222 GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
           G+  + S  +  + +  G  Y++  + ++  D +S SY L   A+  G   + G    +L 
Sbjct: 170 GIDVQASPDYTAYRVSPG-GYRA-FDTHINADFTSLSYLLMACALFPGVYRIAGIQEKTL 227 
 
Query: 282 QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 341 
           QG+  F +++E +G ++ +    +                  + +++  P++  TL  ++ 
Sbjct: 228 QGERLFVDIVEALGVRLRYASGHMLDVDSSNADLEGN----FEFDVSSGPNIIPTLVALS 283 
 
Query: 342 LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE--EGPD-----YCIITPPEKLN 394 
           LF  G   +R  +  R  ++ R+ ++  E+ KLGA +E    PD     +           
Sbjct: 284 LFVKGKLTVRGGSVTRFHKSSRIESMVGEVRKLGADIEIIRHPDGHTDGFVTRGRDRYAG 343 
 
Query: 395 VTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFPDYFD 437 
             ++ +  DHR  M+  +AA   +   ++        +FPD+ D 
Sbjct: 344 GVSLSSNGDHRNFMSLFVAALRFDNACSLDGYADVSCSFPDFID 387 
 
 
>ref|ZP_00958039.1| EPSP synthase, 3-phosphoshikimate 1-carboxyvinyltransferase 
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           [Oceanicaulis alexandrii HTCC2633] 
 gb|EAP88755.1| EPSP synthase, 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Oceanicaulis alexandrii HTCC2633] 
          Length = 471 
 
 Score =  108 bits (271), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 124/462 (26%), Positives = 206/462 (44%), Gaps = 65/462 (14%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P+  + G ++    KS S+R ++ +AL++G + ++ LL SEDV     A+  LG  VE  
Sbjct: 41  RPVNALKGRLQAAADKSCSHRAVIFSALADGESRIEGLLESEDVLATARAVAALGAQVER 100 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           + A + +V        P E       L LGN+G  +R L  A +     A +V D    + 
Sbjct: 101 EGAGRWSVTGRGQWTSPSE------PLDLGNSGTGVRLLMGAASRFDLTAEFVGD--ESL 152 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+  ++  L ++G       G   P              V L GS S   L+A+    
Sbjct: 153 SSRPMARVLDPLSRMGVKSQSSDGGRLP--------------VTLRGSSS---LNAIDYT 195 
 
Query: 190 APLALGDVEIEII--------DKLISIPYV--EMTLRLMERFG--VKAEHSDSWDRFYIK 237 
            P+A   V+  I+        + ++  P+   + T  +   +G  +  E   +     ++ 
Sbjct: 196 PPVASAQVKSAILLAGLGAKGETIVREPHATRDHTEVMAPVYGADLSVERQGAGLIARVR 255 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           GG+   SP N  + GD SSA++ +A A +T  + +TV G  T S +      EVL+MMGA 
Sbjct: 256 GGRTL-SPANVSIPGDPSSAAFPVAAALVTRDSEITVTGVMTNSAR--FGLYEVLKMMGA 312 
 
Query: 297 KVTWTETSVTVTGPPREPFGRK---------HLKAIDVNMNKMP---DVAMTLAVVALFA 344 
            +  T        P  E  G +          L  ++V  +  P   D    L+V+A FA 
Sbjct: 313 DLEMT--------PAGERCGEQLVDITVRSGALHGVEVPASIAPSMIDEYPILSVIAAFA 364 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTY 401 
           DG T ++ +A  R KE++R+ A    L   G  +E G D   +    +  V     + T+ 
Sbjct: 365 DGVTVMKGLAELRAKESDRLAASAALLQANGVEIELGEDSLTVHGCGQDGVPGGGMVKTH 424 
 
Query: 402 DDHRMAM-AFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            DHR+AM A  +   A+ PV++ D G    ++PD+F  ++   
Sbjct: 425 HDHRLAMSALIMGLGAQAPVSVDDVGMIATSYPDFFGHMAAL 466 
 
 
>ref|YP_003825018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermosediminibacter 
           oceani DSM 16646] 
 gb|ADL07395.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermosediminibacter 
           oceani DSM 16646] 
          Length = 428 
 
 Score =  108 bits (271), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 128/449 (28%), Positives = 218/449 (48%), Gaps = 40/449 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ ++  + + G +  P  KS+S+R ++L A++EG T V+  L ++D    +   + +G+ 
Sbjct: 2   DVTVEGKRRLRGEIFAPPDKSISHRSVMLGAVAEGITRVERFLTADDCLRTVDCFKKMGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +  + A  + ++ G G +      K +  L+ GN+G  +R L+  +   G  AT  + G 
Sbjct: 62  DILFE-APDKVIINGRGLRGL---KKPDGPLYAGNSGTTIRLLSGILAGQGFEAT--ITG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+G +V  L  +GA ++   G    P+ + G G L G + +L  + S+Q  SA 
Sbjct: 116 DESILKRPMGRVVEPLTMMGAVIEGAGGGRYAPLTIRG-GRLKGIRYELPVA-SAQVKSA 173 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G  E  +I+K  +  + E+   ++  FG +   SD   R          S  
Sbjct: 174 ILLAGLYAEG--ETTVIEKHKTRDHTEI---MLAHFGGRISTSDGEVRLT---PVDKLSA 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVT----- 299 
           +   V GD SSA++F+A AA+T G+ + +   G    +  +   +VL  MG  +       
Sbjct: 226 ERVTVPGDISSAAFFMAAAAVTEGSELLIRDVGINPTRTGI--IDVLREMGCNIKIYDER 283 
 
Query: 300 -WTETSVT---VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
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            W    V    V G        + L+ I +    +P   D    +AV A FA+G T IRD 
Sbjct: 284 IWNGEKVADVLVKG--------EGLRGITIKGEIIPRLIDEIPVIAVAAAFAEGETIIRD 335 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
            A  RVKE++R+ AI   L + G  V E  D  II     L     +++ DHR+AMA ++ 
Sbjct: 336 AAELRVKESDRIKAIAVNLRRFGTEVTELEDGMIIRGGGFLKPAEFESFGDHRIAMAMAV 395 
 
Query: 413 AACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           AA A   P  I++  C + +FP +F+ L  
Sbjct: 396 AALAIPGPSRIKNAECVKISFPGFFETLE 424 
 
 
>ref|YP_530294.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB18] 
 gb|ABD85975.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB18] 
          Length = 467 
 
 Score =  108 bits (270), Expect = 1e-21,   Method: Compositional matrix adjust. 
 Identities = 137/440 (31%), Positives = 201/440 (45%), Gaps = 35/440 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           ++G V++PG KS+S+R L+L AL+ G T +  LL  EDV     A+R LG SVE     A 
Sbjct: 40  LTGRVRVPGDKSISHRALILGALAVGETRISGLLEGEDVLNTAKAMRALGASVERTGDFA 99 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      A+    L  GN+G   R +  AV  AG   T   DG   +R RP 
Sbjct: 100 WRIHGVGVGGF-----AQPAAALDFGNSGTGCRLVMGAV--AGCPITATFDGDASLRSRP 152 
 
Query: 134 IGDLVVGLKQLGADV-DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           +  +V  L+ +GA V D   G   P         LP   +  +   S+Q  SA+L+A    
Sbjct: 153 MRRIVDPLELMGARVIDSREGGRLPLTLQGARDPLP--ILYRTPVASAQIKSAVLLAGLA 210 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G     +I++  S  + E+   ++  FG +  +E   +  R     GQ         V 
Sbjct: 211 APGIT--TVIEQEASRDHTEL---MLSHFGAQIVSEPEGAHGRKISLTGQPELRGAPVVV 265 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A I  G+ + +    T  L+      + L  MG  +  +E    V G 
Sbjct: 266 PADPSSAAFPIVAALIVPGSDIVLTEVMTNPLR--TGLFKTLREMGGSIEESE----VRG 319 
 
Query: 310 PPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              EP  +       LK ++V   + P   D  + LAV A FA+G T +R +   RVKE+ 
Sbjct: 320 DAGEPMAQFRVRASQLKGVEVPPERAPSMIDEYLVLAVAAAFAEGTTRMRGLKELRVKES 379 
 
Query: 362 ERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAEVP 419 
           +R+ A    L   G SVE +G D  +           + T  DHR+AM A  +   A+ P 
Sbjct: 380 DRLEATAAMLRLNGVSVEIDGDDLIVEGRGHVPGGGLVATEMDHRIAMSALVMGLAADQP 439 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           VTI D G    +FPD+  ++ 
Sbjct: 440 VTIDDTGFIATSFPDFIPMM 459 
 
 
>gb|ADQ77202.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus TCH60] 
          Length = 435 
 
 Score =  108 bits (270), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 121/448 (27%), Positives = 206/448 (45%), Gaps = 42/448 (9%) 
 
Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ +   K  +  +VV   G +       +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVDI---KEYEDKLVVNSPG-YKAFKTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
           VL G   + +RP+  ++  LK + A+++       P    P  + GI      K++++   
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Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGINY----KMEVA-- 169 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A+   L   E  II +L +S  + E   R    F +  E ++      I 
Sbjct: 170 -SAQVKSAILFAS---LFSKEATIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTI 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               +Y  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PEAIRYIKPADFHVPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPIKIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|ZP_04580452.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter bilis 
           ATCC 43879] 
 gb|EEO24774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter bilis 
           ATCC 43879] 
          Length = 443 
 
 Score =  108 bits (270), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 121/446 (27%), Positives = 198/446 (44%), Gaps = 45/446 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           L   KSLS+R+ + +  ++ T  V + L +ED    L   + LGL  + +K          
Sbjct: 19  LASDKSLSHRVCMFSLFADSTCRVKHFLRAEDTQRSLTIAQNLGLKAKFEK--------- 69 
 
Query: 81  CGGKFPVEDAKEEVQ-----LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             G   +   K+ +Q     L+ GN+G +MR  T  +  AG N   VL G   +  RP+G 
Sbjct: 70  -NGDLLLTPPKKGLQTPNDILYCGNSGTSMRLFTGLL--AGANLYAVLCGDIYLHARPMG 126 
 
Query: 136 DLVVGLKQLGADVDC-FLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSALLM 188 
            ++  L+ +GA++    + T      V  +  +P  K KL G        S+Q  SAL++ 
Sbjct: 127 RILKPLRSIGANITSRIIKTKDGVKEVAPLCVIP-SKNKLQGFTYHSQIASAQVKSALIL 185 
 
Query: 189 AAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDS-----WDRFYIKGGQKY 242 
           A   AL   E  I  +  +S  + E  L  +++     +  D      +  F +K   K  
Sbjct: 186 A---ALQGSEKSIFSECELSRDHTENMLYALQKNPYLQQKDDKLHITPFGAFDMKN--KL 240 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               +  +  D SSA +F   A I   T +T+        +  ++  ++LE MGAK+ +  
Sbjct: 241 LKAFDISIPNDPSSAFFFAVLACIMPETSITLRRVMMNKTR--IEAFKILEKMGAKIRYE 298 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                             LKA+D+  N+  + D    L++    A G + IR+ A  RVK 
Sbjct: 299 NERNDFEKIADITISSAELKAVDITENIAWLIDEIPALSIACSVAKGTSRIRNAAELRVK 358 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           E++R+  +   L   G    E  D + II     L    +D+  DHR+AM+F++AAC    
Sbjct: 359 ESDRISVVAQGLKSFGIQCVEYDDGFDIIGGT--LQKGVVDSKGDHRIAMSFAIAACM-C 415 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              I D  C + +FP++ D+LS F K 
Sbjct: 416 GGKILDTECIQTSFPNFLDLLSYFAK 441 
 
 
>ref|ZP_07822573.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Peptoniphilus harei ACS-146-V-Sch2b] 
 gb|EFR32487.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Peptoniphilus harei ACS-146-V-Sch2b] 
          Length = 412 
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 Score =  108 bits (270), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 110/441 (24%), Positives = 199/441 (45%), Gaps = 55/441 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTV--VDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           K++ G +    SKS ++R +  AAL+ G ++  +DNL  S+D+   L  + +LG+ +  + 
Sbjct: 9   KKLDGKISGITSKSYAHRAIFCAALARGESILEIDNL--SKDIEASLNVVESLGVKISRE 66 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKE---EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                      G K  +E  +E   +  + +G +G  +R +   + A G  A  +  G   
Sbjct: 67  -----------GSKIHIEAPQEFNKKSLIDVGESGSTLRFILPILGALGIEAEVIRRGSL 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
             R   +         L  +   ++  +   + + G   L     +L G+ISSQ+++ LL 
Sbjct: 116 VTRTNSV------YFDLFPNHGVYITEEGEKILIRG--KLTNYNFELPGNISSQFVTGLL 167 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS----DSWDRFYIKGGQKYK 243 
           +AA     D  I++  +  S PY++MT+ +M++FGVK         S  RF    GQ Y  
Sbjct: 168 LAAGGIGQDCTIKLTTETESKPYIDMTIDVMDKFGVKVLEDKNIYSSKGRFI---GQDY- 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 VE D S+A +FLA        V V G    S+QGD +       +G +       
Sbjct: 224 -----IVEKDWSNALFFLASG------VEVIGLNKLSIQGDKEALRYFNELGLE------ 266 
 
Query: 304 SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              ++    +   R   K  I ++   +PD    L+V+         + ++   ++KE++ 
Sbjct: 267 --NISENSYKFIKRNDAKEKIIIDAKNIPDTIPILSVLCGLYGKEIEVINIERLKLKESD 324 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+ +    L +LG  V    D        K N   I++++DHR+AM+ S+AA  A+ P+  
Sbjct: 325 RVESTIEMLERLGVKVSLKGDSFSFRGVGKFNSCKINSFNDHRIAMSASIAAGFAKGPIE 384 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           I D  C  K++ +++  L++  
Sbjct: 385 IVDSECVEKSYREFYKDLASL 405 
 
 
>ref|YP_040877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MRSA252] 
 ref|ZP_05601955.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 55/2053] 
 ref|ZP_05604587.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 65-1322] 
 ref|ZP_05607201.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 68-397] 
 ref|ZP_05609935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus E1410] 
 ref|ZP_05612466.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M876] 
 ref|ZP_06311935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus C160] 
 ref|ZP_06313667.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Btn1260] 
 ref|ZP_06316600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus WW2703/97] 
 ref|ZP_06322042.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M899] 
 ref|ZP_06326913.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus C427] 
 ref|ZP_06332036.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus C101] 
 ref|ZP_06375680.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus A017934/97] 
 ref|ZP_06667132.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 58-424] 
 ref|ZP_06668950.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M809] 
 ref|ZP_06671521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M1015] 
 ref|ZP_06820606.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus EMRSA16] 
 sp|Q6GGU5.1|AROA_STAAR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
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           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAG40473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MRSA252] 
 gb|EEV04125.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 55/2053] 
 gb|EEV06517.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 65-1322] 
 gb|EEV09566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 68-397] 
 gb|EEV11807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus E1410] 
 gb|EEV14821.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M876] 
 gb|EFB44142.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus C101] 
 gb|EFB47362.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus C427] 
 gb|EFB52647.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M899] 
 gb|EFB57341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus WW2703/97] 
 gb|EFB60618.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Btn1260] 
 gb|EFC00629.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus C160] 
 gb|EFC29195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus A017934/97] 
 gb|EFD97459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M1015] 
 gb|EFE26547.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 58-424] 
 gb|EFF09704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus M809] 
 gb|EFG57966.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus EMRSA16] 
 gb|EFU25749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus CGS00] 
          Length = 432 
 
 Score =  108 bits (270), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 115/435 (26%), Positives = 200/435 (45%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVDIKED---E 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +VV   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 70  DKLVVNSPG-YKAFKTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      K++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E   R    F +  E ++      I    +Y  P + + 
Sbjct: 178 --SLFSKEATIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTIPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPIKIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
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Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|YP_002542836.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium 
           radiobacter K84] 
 gb|ACM24911.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Agrobacterium 
           radiobacter K84] 
          Length = 454 
 
 Score =  108 bits (270), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 125/444 (28%), Positives = 204/444 (45%), Gaps = 39/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+++PG KS+S+R  +   L+ G T +  LL  EDV     A+R +G  +E  KA   
Sbjct: 18  LSGTIRVPGDKSISHRAFMFGGLASGETRITGLLEGEDVLNTGKAMRAMGAKIE--KAGD 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G    +     E  L  GNAG   R     V      +T++ D    + +RP+ 
Sbjct: 76  EWIIKGVGNGALL---APEAPLDFGNAGTGSRLTMGLVGVYHFESTFIGDA--SLSKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+Q+G  V    G D  PV ++G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRILDPLRQMGVQVKSSEG-DRLPVTLHG----PETANPITYRVPMASAQVKSAVLLAGL 185 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----GGQKYKSPKN 247 
            A G     +I+ +++  + E   +++  FG  AE S   DR  ++     GQ     +  
Sbjct: 186 NAPGIT--SVIEPVMTRDHTE---KMLAGFG--AELSVETDRDGVRIIRLQGQGKLFGQT 238 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SS ++ L  A I  G+ +T+        +  +     L+ MGA +   +  +  
Sbjct: 239 IDVPGDPSSTAFPLVAALIVAGSDITIRNVLMNPTRTGLIL--TLQEMGADIEILDKRLA 296 
 
Query: 307 VTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
                 +   R   LK + V   + P   D    LAV A FA+G T +  +   RVKE++ 
Sbjct: 297 GGEDVADLRVRSSALKGVTVPAERAPSMIDEYPVLAVAAAFAEGTTVMLGLEELRVKESD 356 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTA---IDTYDDHRMAMAFSLAACA- 416 
           R+ A+   LT  G    EG     +   P  K    A   + T+ DHR+AM+F +   A  
Sbjct: 357 RLSAVAEGLTLNGVDCTEGEASLTVRGRPDGKGLGNAGGEVKTHLDHRIAMSFLVMGLAS 416 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLS 440 
           E PV + D      +FP++FD+++ 
Sbjct: 417 EHPVKVDDSAMIATSFPEFFDLMA 440 
 
 
>ref|YP_508650.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Jannaschia sp. CCS1] 
 sp|Q28UI7.1|AROA_JANSC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABD53625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Jannaschia sp. CCS1] 
          Length = 450 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 128/442 (28%), Positives = 197/442 (44%), Gaps = 46/442 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT ++PG KS+S+R L+  A++ G T V  LL  +DV     A+R  G  V  +     
Sbjct: 18  LTGTAEVPGDKSISHRSLIFGAMAVGETRVTGLLEGQDVLDTASAMRAFGAEVAREDDGT 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            ++  VG GG    +D      L  GN+G  +R L  A+     + T+  D    +R RP 
Sbjct: 78  WSIHGVGVGGFVEPDDV-----LDCGNSGTGVRLLMGAMATTPISVTFTGDA--SLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G           P   V     +P   V+ +  + S+Q  SA+L+A    
Sbjct: 131 MARVTDPLALFGTRAYGRAQGRLPMTLVGAEAPMP---VRYATPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  E  +I+   +  + E   R++  FG +     + + R     GQ   +P+   V  
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Sbjct: 188 APG--ETVVIEAEATRDHSE---RMLAGFGAQISTEVTQEGRVITLTGQPELTPQVIAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V   G    +      E L  MGA +T+           
Sbjct: 243 RDPSSAAFPVCAAIITEGSDVLVPNIGLNPTR--AGLFETLRDMGADLTYEN-------- 292 
 
Query: 311 PREPFGRK----------HLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWR 357 
           PRE  G             +K I+V   +   M D    L+VVA  A+G T +R V   R 
Sbjct: 293 PREEGGEPVADLRAKFSPDMKGIEVPPERAASMIDEYPILSVVAANAEGTTVMRGVKELR 352 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           VKE++R+ A+   L   G  VE+GPD+ I+    P        + T+ DHR+AM+F  A  
Sbjct: 353 VKESDRIAAMADGLRLNGIEVEDGPDWWIVHGRGPGGMAGGATVATHLDHRIAMSFLCAG 412 
 
Query: 415 CA-EVPVTIRDPGCTRKTFPDY 435 
            A +  +TI D G    +FP + 
Sbjct: 413 FASQQGITIDDSGPIATSFPIF 434 
 
 
>ref|ZP_05842095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter sp. SW2] 
 gb|EEW26847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter sp. SW2] 
          Length = 449 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 129/436 (29%), Positives = 201/436 (46%), Gaps = 35/436 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G  ++PG KS+S+R L+  A++ G T +  LL  +DV     A+R  G  V    A   
Sbjct: 18  LRGVAEVPGDKSISHRALIFGAMAVGETRISGLLEGQDVLDTARAMRAFGAQVVQHGAGS 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG     D  +      GN+G  +R +   +      AT+  D    +R+RP 
Sbjct: 78  WSVHGVGVGGFAEPADVID-----CGNSGTGVRLIMGCMATHAMTATFTGDA--SLRKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L   GA      G   P   V     +P   V+ +  + S+Q  SA+L+A    
Sbjct: 131 MGRVTEPLALFGARSYGRKGGRLPMTVVGAAQPVP---VRYTTPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I++    P  + + R++  FG +    DS + R     GQ    P+   V  
Sbjct: 188 APG--QTVVIERE---PTRDHSERMLLGFGAELFVEDSAEGRVITLTGQPELRPQVVAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A +  G+ + V G  + +L  +  F  ++EM GA + + +   +  G  
Sbjct: 243 RDPSSAAFPVCAALVVEGSDIFVPGV-SQNLTRNGLFLTLVEM-GADIAF-QNPRSEGGE 299 
 
Query: 311 P----REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  FG   L+ I+V   + P   D    LAVVA FA+G T +R V   RVKE++R 
Sbjct: 300 PVADLRVRFG--PLRGIEVPPERAPSMIDEYPILAVVAAFAEGRTVMRGVKELRVKESDR 357 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAF-SLAACAEVP 419 
           + A+   L   G  VEE  D  I+       V    T   + DHR+AM+F  L   A+ P 
Sbjct: 358 IDAMARGLEACGVRVEEDEDTLIVHGMGAGGVPGGATCAVHLDHRIAMSFLVLGMAAKAP 417 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           VT+ D      +FP + 
Sbjct: 418 VTVDDASPIATSFPVF 433 
 
 
>ref|YP_631714.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Myxococcus 
           xanthus DK 1622] 
 gb|ABF86828.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Myxococcus 
           xanthus DK 1622] 
          Length = 430 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 128/450 (28%), Positives = 195/450 (43%), Gaps = 44/450 (9%) 
 
Query: 2   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           A A  IV+ P    +  +  P SKS + R L+L  L+ G+  + ++  +E    +   +R 
Sbjct: 4   AKASRIVVDPSALHAAPLTPPVSKSDAQRALVLGHLT-GSWPLPSV-QAEADEDLPADVR 61 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1380



 

 

 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            L   VEA +                 DA  ++    G A   + +  AAVT  G  A + 
Sbjct: 62  VLRQGVEALRLPP--------------DAVRDIDCADGGAPFRILATQAAVTP-GAQARF 106 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGK--VKLSGSI 178 
              G PR+ ERP G L   L++    +   L    P PV +             ++ G+  
Sbjct: 107 T--GTPRLGERPHGPLFTSLREALGPMGLTLTEGTPWPVELRAPRDTSNATPVFRVPGAQ 164 
 
Query: 179 SSQYLSALLMA-APLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           SSQY S+LL+  A L L +     +EI   L S  Y+E+TL  + RFG     S S   + 
Sbjct: 165 SSQYASSLLLGCAALYLRERRPWRVEIDGPLTSAGYLELTLTWLSRFGFDILRSPS--SY 222 
 
Query: 235 YIKGGQKYKSPKN-AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            + G   Y +P     + GD SS  Y L  A  TGGTV     G  S   D     ++E  
Sbjct: 223 TVAG---YAAPPAVPTLPGDWSSLGYLLLVAWKTGGTVVRADTG--SAHPDDAIVRLIEQ 277 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
           +G +           GPP        L   +  +  + PD+  TLA +A     P+ + + 
Sbjct: 278 VGLRAV-------PAGPPFTLKVEGQLSGGLRASGEECPDLLPTLAALACVLPAPSTLTE 330 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAM-AF 410 
           V   RVKE++R+  IRT +   G + E   +  +I PP        + +  DHR+AM A  
Sbjct: 331 VGILRVKESDRLEGIRTLVKAFGGTTELQGEQLLIQPPRTPPAGFEMSSEGDHRLAMTAA 390 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +L   +  P+T+  P C  K+FP ++  LS 
Sbjct: 391 TLCVLSGTPLTLTGPECVEKSFPGFWRQLS 420 
 
 
>ref|YP_003891978.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurimonas 
           autotrophica DSM 16294] 
 gb|ADN08966.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurimonas 
           autotrophica DSM 16294] 
          Length = 426 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 119/449 (26%), Positives = 205/449 (45%), Gaps = 39/449 (8%) 
 
Query: 6   EIVLQPIKEISGTV-KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++V+ P +  S  + ++   KS+S+R ++ A LS G   ++N L +ED    L  ++ LG 
Sbjct: 3   KVVVLPAQNFSLNISEIAPDKSISHRSVMFAMLSNGVNEIENFLRAEDTINSLEIVKNLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE D    +    G    F + D         GN+G  MR     +++A G+  +VL  
Sbjct: 63  AKVEDDGKIIKISSSGIQEPFEILDC--------GNSGTGMRLFCGLLSSAEGH--FVLT 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +R RP+  +   L  +GA +D     D  P+ + G   L     + S   S+Q  S 
Sbjct: 113 GDKYLRRRPMKRVTAPLISIGAKLDGRKNGDLAPLSIRG-ASLKAFDYE-SKIASAQVKS 170 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+++AA  A  D     I+  +S  + E  L+     G+ A+      +  +   +   S 
Sbjct: 171 AMILAALRA--DGVCTYIEPELSRDHTERMLK-----GMGADIKVEGLKTTVTPLKNLLS 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           P    V  D SSA +F   AAI     VT+EG      +  ++  + LE MGA +++    
Sbjct: 224 PLKIRVPADPSSAFFFAVAAAIMPDSHVTLEGVTLNPTR--IEAFKALERMGADISY--- 278 
 
Query: 304 SVTVTGPPREPFGRKHLK-------AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
              +     EP G  H+K        I+ N++ + D    L++    A+G + +++     
Sbjct: 279 --ELRDDKYEPVGNIHVKYAPLHGIVIEENISWLIDELPALSIAMACANGESLVKNAEEL 336 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           RVKE++R+  +   L      V+E  D Y II    KL    +D+  DHR+AM+F +A   
Sbjct: 337 RVKESDRISTVVEGLRACNIEVDEYEDGYKIIG--SKLQKAQVDSDGDHRIAMSFIIAGL 394 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +  + + D  C   +FP++F++L    + 
Sbjct: 395 -KCGMEVTDLECINTSFPNFFELLQKITQ 422 
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>ref|ZP_01465782.1| probable 3-phosphoshikimate 1-carboxyvinyltransferase, putative 
           [Stigmatella aurantiaca DW4/3-1] 
 gb|EAU63463.1| probable 3-phosphoshikimate 1-carboxyvinyltransferase, putative 
           [Stigmatella aurantiaca DW4/3-1] 
          Length = 434 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 125/445 (28%), Positives = 195/445 (43%), Gaps = 53/445 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ + P    +  +  P SKS + R L+LA L+               H+ L +L++    
Sbjct: 17  QLHIDPSHLTAARLTPPVSKSDAQRALVLAHLTG--------------HWPLSSLQS--- 59 
 
Query: 66  SVEADKAA-----KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             EAD  A     KR V        P+ D    V    G A   +    AAVT     A  
Sbjct: 60  EPEADLPADVRVLKRGVEALRLPPGPLRD----VDCADGGAPFRILVTQAAVTP---GAR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSIS 179 
               G PR+ ERP G L   L++        L    P PV ++   G      ++ G  S 
Sbjct: 113 VRFTGTPRLGERPHGALFTSLREALGPKGLALTEGKPWPVELHAPEGTQNPVFRVPGDQS 172 
 
Query: 180 SQYLSALLM-AAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           SQY S+LL+ +A L L +     +EI   L S  Y+E+TL  + RFG   E S S  RF  
Sbjct: 173 SQYASSLLLGSAALFLREKRPWSVEIQGTLTSAGYLELTLTWLRRFGFTVEESAS--RFT 230 
 
Query: 236 IKGGQKYKSPKNA-YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           +     Y+ P+NA  + GD SS  Y L  A  TGG+V  E     +   D     +++   
Sbjct: 231 VTA---YQPPQNAPALPGDWSSLGYLLLIAWRTGGSV--ERADPANAHPDQAILRLVQPA 285 
 
Query: 295 G-AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           G   VT  + ++ + G        K    +  +  + PD+  TLA +      P+ + DV 
Sbjct: 286 GLTPVTGPDLTMRLEG--------KARAGLVASGKECPDLLPTLAALGCVLPAPSTLTDV 337 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAM-AFS 411 
              RVKE++R+  IRT +   G       +   +TPP       +++++ DHR+AM + + 
Sbjct: 338 GILRVKESDRLEGIRTLVAAYGGRTTLEGETLTLTPPSAPPAHFSMNSHGDHRLAMVSAT 397 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYF 436 
           L+  +   +T+  P C  K+FP ++ 
Sbjct: 398 LSVLSGARLTLTGPECVEKSFPGFW 422 
 
 
>ref|YP_004050170.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Calditerrivibrio 
           nitroreducens DSM 19672] 
 gb|ADR18007.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Calditerrivibrio 
           nitroreducens DSM 19672] 
          Length = 428 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 119/450 (26%), Positives = 205/450 (45%), Gaps = 48/450 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +    I+ + G+V +P  KS+++R  + ++++EG +VV N L S D    + A++ +G+  
Sbjct: 2   VTFDRIETLKGSVTVPPDKSITHRAFIFSSMAEGRSVVLNPLMSRDTIATMNAMKAVGVE 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                     V  G  G    +D      +   N+G   R +T     +G     VL G  
Sbjct: 62  FIKLDNGFEIVSKGYRGFNEPQDV-----INCENSGTTARLITGLFAPSG--RYVVLTGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADV----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             +R RP+  +   L+ +GAD+    D FL     P +++           +   +SS   
Sbjct: 115 NSLRRRPMDRVKRPLQTMGADIRLRSDRFLPMTVLPSKMH--------PADIMAEVSSAQ 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           + + ++ + L L D      +K I+  + E  LR    FG  A+      +  ++G  K  
Sbjct: 167 VKSAVILSGLQL-DGYTSYTEKEITRNHTETMLR---DFG--ADIMVEGKKITVRG-VKN 219 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             P+   V GD SSA++F+ GAAI   G  + +   G    +       VL  MG ++   
Sbjct: 220 LIPQKTTVPGDFSSAAFFI-GAAIMFEGAEIKIRSVGLNPTR--TGLLTVLRDMGVQI-- 274 
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Query: 301 TETSVTVTGPPREPFGRKHLK---------AIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
            ET +T +    EP G  ++K           ++  N + ++ M LAV+ LFA+ P  IR 
Sbjct: 275 -ETELTSSSA--EPMGDIYIKHGRLKGGKICGEIIPNIIDEIPM-LAVLGLFAESPLEIR 330 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI--DTYDDHRMAMA 409 
                RVKE++R+ ++   ++ LG  VEE PD   + P +KL    I   ++DDHR+AM  
Sbjct: 331 GAEELRVKESDRIKSVVENISALGGEVEEYPDGLKVYPLKKLKDKEILLKSFDDHRIAMV 390 
 
Query: 410 FSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
             L +     ++I +      +FPD+ + L 
Sbjct: 391 NILLSKRFGNISIDEISAIDVSFPDFLEKL 420 
 
 
>ref|YP_001603691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconacetobacter 
           diazotrophicus PAl 5] 
 ref|YP_002277261.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconacetobacter 
           diazotrophicus PAl 5] 
 emb|CAP57405.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconacetobacter 
           diazotrophicus PAl 5] 
 gb|ACI52646.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Gluconacetobacter 
           diazotrophicus PAl 5] 
          Length = 449 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 128/445 (28%), Positives = 196/445 (44%), Gaps = 43/445 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V +PG KS+S+R L+ AAL+ G T +  LL  EDV     A+R LG  V   +    
Sbjct: 21  LSGSVAVPGDKSISHRALMFAALARGETRISGLLEGEDVLRTADAMRALGAVVT--RTGP 78 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            A  V   G   +++  +   L +GN+G A R L+  + + G     V+ G   +R RP+ 
Sbjct: 79  GAWHVTGRGLGTLQEPAD--VLDMGNSGTAARLLSGILASHG--IFSVMTGDASLRGRPM 134 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L   GA      G    P+ +NG+        +L  + S+Q  SA+L+A   A  
Sbjct: 135 KRVTDPLAATGATFLSRAGGRL-PLAINGVADPAPLSYRLPVA-SAQVKSAVLLAGLNAA 192 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           G   +E  + + +  + E  LR    FG  V  E   +  R     G+     ++  V G 
Sbjct: 193 GTTRVE--EPVATRDHTENMLR---HFGAEVTVEALGAGGRTITLVGRPDLVARDVVVPG 247 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV------ 305 
           D SSA++ L  A +  G +VTV G G   L+        L  MG  +  +   V       
Sbjct: 248 DPSSAAFVLVAALLVPGSSVTVRGVGLNPLR--TGLFTTLREMGGDLRLSNERVEGGEPV 305 
 
Query: 306 ----TVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                V GP         L  +DV  ++ P   D    LAV A  A G +  R +   RV 
Sbjct: 306 GDLTAVAGP---------LHGVDVPADRAPSMIDEYPVLAVAAAHATGRSRFRGLEELRV 356 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAFS-LAAC 415 
           KE++R+ A    L + G  VE   D  I+T           ++T  DHR+AM+ + L    
Sbjct: 357 KESDRLAATVALLQRNGVEVEVVGDDMIVTGTGGAIPGGGVVETRMDHRLAMSATVLGLA 416 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           A  PV + D      +FP + D+++ 
Sbjct: 417 ARTPVGVDDTAFIDTSFPGFIDLMN 441 
 
 
>ref|YP_003953653.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stigmatella 
           aurantiaca DW4/3-1] 
 gb|ADO71826.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Stigmatella 
           aurantiaca DW4/3-1] 
          Length = 420 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 125/445 (28%), Positives = 195/445 (43%), Gaps = 53/445 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++ + P    +  +  P SKS + R L+LA L+               H+ L +L++    
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Sbjct: 3   QLHIDPSHLTAARLTPPVSKSDAQRALVLAHLTG--------------HWPLSSLQS--- 45 
 
Query: 66  SVEADKAA-----KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             EAD  A     KR V        P+ D    V    G A   +    AAVT     A  
Sbjct: 46  EPEADLPADVRVLKRGVEALRLPPGPLRD----VDCADGGAPFRILVTQAAVTP---GAR 98 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSIS 179 
               G PR+ ERP G L   L++        L    P PV ++   G      ++ G  S 
Sbjct: 99  VRFTGTPRLGERPHGALFTSLREALGPKGLALTEGKPWPVELHAPEGTQNPVFRVPGDQS 158 
 
Query: 180 SQYLSALLM-AAPLALGD---VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           SQY S+LL+ +A L L +     +EI   L S  Y+E+TL  + RFG   E S S  RF  
Sbjct: 159 SQYASSLLLGSAALFLREKRPWSVEIQGTLTSAGYLELTLTWLRRFGFTVEESAS--RFT 216 
 
Query: 236 IKGGQKYKSPKNA-YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           +     Y+ P+NA  + GD SS  Y L  A  TGG+V  E     +   D     +++   
Sbjct: 217 VTA---YQPPQNAPALPGDWSSLGYLLLIAWRTGGSV--ERADPANAHPDQAILRLVQPA 271 
 
Query: 295 G-AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
           G   VT  + ++ + G        K    +  +  + PD+  TLA +      P+ + DV 
Sbjct: 272 GLTPVTGPDLTMRLEG--------KARAGLVASGKECPDLLPTLAALGCVLPAPSTLTDV 323 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAM-AFS 411 
              RVKE++R+  IRT +   G       +   +TPP       +++++ DHR+AM + + 
Sbjct: 324 GILRVKESDRLEGIRTLVAAYGGRTTLEGETLTLTPPSAPPAHFSMNSHGDHRLAMVSAT 383 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYF 436 
           L+  +   +T+  P C  K+FP ++ 
Sbjct: 384 LSVLSGARLTLTGPECVEKSFPGFW 408 
 
 
>gb|ADX76594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           pseudintermedius ED99] 
          Length = 429 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 110/438 (25%), Positives = 197/438 (44%), Gaps = 36/438 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G   +PG KS+++R ++LA+L++G +V+ + L  ED          LG+ ++       A 
Sbjct: 12  GEASVPGDKSMTHRAIMLASLAQGHSVIHHPLLGEDCLRTAKIFEKLGVKMDI---TDEA 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           + +   G    +   +   L+ GN+G   R +  A    G     VL G   + +RP+   
Sbjct: 69  ITIDSPGYAHFQTPHQ--TLYTGNSGTTTRLM--AGLLGGLGIQSVLSGDASIGKRPMDR 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           ++  L+Q+  ++        P   + G   + G   ++  + S+Q  SA+L A+  A    
Sbjct: 125 VLQPLRQMNVNISGVEDNYTP--LIIGSSKVKGIHYEMPVA-SAQVKSAILFASLFAQNT 181 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQKYKSPKNAYVEGDAS 255 
             I  ID  +S  + E    +   +G+  +  D      + G G  +  P++  V GD S 
Sbjct: 182 TTIREID--LSRNHTET---MFAHYGIPVQTQDLT--VTLPGEGIHHIQPRDFDVPGDIS 234 
 
Query: 256 SASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA + +  A IT G+ +T+   G    +  +   E++E MG K++ +  +    GP  EP 
Sbjct: 235 SAVFLIVAALITPGSDITLHNVGINPTRDGI--IEIVERMGGKISLSNQT---NGP--EP 287 
 
Query: 315 FGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                      LK I++  + +P   D   T+A++   A G + I+D    +VKET R+  
Sbjct: 288 TATIRVQYTDDLKGIEIGGSLIPRCIDELPTIALLCTQAHGSSIIKDAEELKVKETNRID 347 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
               EL KLG  +E   D  II P     +  +D+++DHR+ M  ++A+     P+ I   
Sbjct: 348 TTANELGKLGLKLEPTDDGLIIKPSTISQIQPVDSHNDHRIGMMLAVASLMTPEPIEIAQ 407 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 +FP +  +L    
Sbjct: 408 FESVNVSFPGFLPLLKQL 425 
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>ref|ZP_04060728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           hominis SK119] 
 ref|ZP_07843748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           hominis subsp. hominis C80] 
 gb|EEK11323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           hominis SK119] 
 gb|EFS18765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           hominis subsp. hominis C80] 
          Length = 432 
 
 Score =  108 bits (269), Expect = 2e-21,   Method: Compositional matrix adjust. 
 Identities = 108/448 (24%), Positives = 205/448 (45%), Gaps = 64/448 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++L++L++G ++++  L  ED    +   + LG+ +E ++    
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLSSLAKGKSIIEQPLLGEDCLRTIEIFKLLGVEIEIEE--H 70 
 
Query: 75  RAVVVGCGGK-FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           R +V   G + F +        L+ GN+G   R L   ++  G     VL G   + +RP 
Sbjct: 71  RLIVNSPGYQHFNIPHQT----LYTGNSGTTTRLLAGLLSGLGIEC--VLSGDTSIGKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           +  ++  LK + A+++       P    P  +NGI      +++++   S+Q  SA+L A 
Sbjct: 125 MDRILKPLKLMNANINGIENNYTPLIIKPSAINGINY----QMEVA---SAQVKSAILFA 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY---IKGGQKYKS-- 244 
           +  +    +I  +D                   +   H+++  + Y   I+  QK  +   
Sbjct: 178 SLFSKEASQITELD-------------------ISRNHTETMFKHYQIPIQVNQKVITTS 218 
 
Query: 245 --------PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
                   PKN  V GD SSA++F+  A I+ G+ +T+   G    +  +   +++E M  
Sbjct: 219 PYAISNIQPKNFVVPGDISSAAFFIVAALISPGSDITIHNVGINPTRSGI--IDIVEQMN 276 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +     +VT +  P      ++   LK I +  + +P     L ++AL    A G +  
Sbjct: 277 GNIELF--NVTESSEPTASIRVQYTNNLKPITIEGDLIPKAIDELPIIALLCTQASGTSM 334 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 335 IKDAEELKVKETNRIDTTADMLNLLGFKLQATEDGLIIHPSELTRNAIVDSLTDHRIGMM 394 
 
Query: 410 FSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  ++ P+TIR       +FP +  
Sbjct: 395 LAVASILSDSPLTIRQFDAVNVSFPGFL 422 
 
 
>ref|YP_001411431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parvibaculum 
           lavamentivorans DS-1] 
 sp|A7HPE1.1|AROA_PARL1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS61774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Parvibaculum 
           lavamentivorans DS-1] 
          Length = 451 
 
 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 125/456 (27%), Positives = 196/456 (42%), Gaps = 45/456 (9%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A  +  +P   + G++ +PG KS+S+R L+  AL+ G T +  LL  EDV      +R L 
Sbjct: 9   ASSLTAEPSGALLGSITVPGDKSISHRALIFGALAVGETRIGGLLEGEDVLATAETMRRL 68 
 
Query: 64  GLSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATY 121 
           G  VE       +V  VG GG       KE  Q L  GN+G   R +   V      AT+ 
Sbjct: 69  GAEVERHADGTWSVHGVGVGG------LKEPDQPLDFGNSGTGARLVMGLVAGHPITATF 122 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           + D    +  RP+G ++  L + GA      G    P+ + G G       +L  + S+Q 
Sbjct: 123 IGDA--SLSRRPMGRVIAPLTETGATFHAREGGRL-PLTLTGAGRALPITYRLPVA-SAQ 178 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI--KGG 239 
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             SA+L+A   A G     +   +   P  + T R++  FG   E  D      +    G 
Sbjct: 179 VKSAVLLAGLNAPG-----VTTVIEETPTRDHTERMLRAFGAHIEVEDGPRGLIVIRLTG 233 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           +    P    V GD SSA++ +  A +T G+ +TV G      +  + +  ++EM G    
Sbjct: 234 EPELKPCRISVPGDPSSAAFPVVAALLTPGSEITVTGITLNPHRAGL-YTTLMEMGGDIE 292 
 
Query: 299 TWTETSVTVTGPPREPFGR---------KHLKAIDV---NMNKMPDVAMTLAVVALFADG 346 
              +         RE  G            LK I+V       M D    LA+ A FA+G 
Sbjct: 293 VMNQ---------REEGGEPVADLRVRASRLKGIEVPPARAASMIDEYPVLAIAAAFAEG 343 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDH 404 
            T +  +   RVKE++R+ A  + L   G  V E  D  ++            + T+ DH 
Sbjct: 344 ETRMLGIHELRVKESDRIAATASGLRANGVKVHESDDGMVVEGRSGEVGGGGHVATHIDH 403 
 
Query: 405 RMAMAF-SLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           R+AM+F  +   A+ PVT+ D      +FP++  ++ 
Sbjct: 404 RIAMSFLVMGLAAQKPVTVDDAAMIATSFPNFTGLM 439 
 
 
>ref|ZP_05110808.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           drancourtii LLAP12] 
 gb|EET11488.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           drancourtii LLAP12] 
          Length = 438 
 
 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 112/445 (25%), Positives = 206/445 (46%), Gaps = 44/445 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            ++ +P   + G + +PG KS+S+R ++  A+++GTTV++  L+ ED    L A + +G+ 
Sbjct: 5   NLISKPSPSLKGEMSVPGDKSISHRSIIFGAIAKGTTVINGFLDGEDCMATLRAFQAMGV 64 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E     ++ VV+   GK  ++  K E  +  GN+G +MR L   + A   ++   L G 
Sbjct: 65  LIEGPD--EQQVVIYGVGKHGLK--KPEQIIDCGNSGTSMRLLAGLLAAQSFDSQ--LTG 118 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+  +   L Q+GAD+    G   PP+ + G   L G    +  + S+Q  S  
Sbjct: 119 DESLLKRPMLRISKPLTQMGADISTVDGK--PPISIKGGEKLHGIHYVMPEA-SAQVKSC 175 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G  E  + +  +S  + E+   ++E F      S+  +   I    +  +  
Sbjct: 176 ILLAGLYAQG--ETSVTETGVSRNHTEV---MLESFSYPVRRSE--NTITINSASECLAT 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVT----- 299 
           +  +V GD SSA++F+  A I  G+ + +   G    +  +    +L  MGA +T      
Sbjct: 229 E-IFVPGDISSAAFFIVAATIVPGSDILIRHVGINPTRTGI--VHILLEMGADITLLNQR 285 
 
Query: 300 -----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIR 351 
                W         P         L  I+++   +P   D    + + A  A G T +  
Sbjct: 286 QQGEEWVADLHVRYAP---------LTGINISPELVPLAIDEFPIIFIAAACARGQTILH 336 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
                R KE++R+ A+   L +LG + +   D  +I     L    +D+  DHR+AM+F+ 
Sbjct: 337 GAKELRFKESDRIAAMVNGLRQLGINAQALDDGALID-GGALQGGTVDSLGDHRIAMSFA 395 
 
Query: 412 LA-ACAEVPVTIRDPGCTRKTFPDY 435 
           +A A A  P+ +++      +FP + 
Sbjct: 396 IAGAVASGPIIVKNCANVATSFPLF 420 
 
 
>ref|YP_001219416.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Vesicomyosocius okutanii HA] 
 sp|A5CWH5.1|AROA_VESOH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAF61692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Vesicomyosocius okutanii HA] 
          Length = 435 
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 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 108/445 (24%), Positives = 210/445 (47%), Gaps = 37/445 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           + ++ P   + G +K+PG KS+S+R ++L +L+ G T +   L  +DV   L   + +G+ 
Sbjct: 3   KFIINPSNSMYGNLKIPGDKSISHRSIMLGSLANGVTKISGFLEGKDVLSTLKGFQNMGV 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            +E +        VG  G       K  V L  GN+G ++R ++  + A   ++   L G 
Sbjct: 63  KIERNSDNVIIYGVGLNGL-----KKSLVPLNFGNSGTSIRLISGILAAQTFDSE--LYG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP+G ++  L Q+GA ++   G    P+++ G   L G    L  + S+Q  S  
Sbjct: 116 DESLSKRPMGRVINPLVQMGALIESNDGK--LPIKIKGGQTLKGINYDLPVA-SAQVKSC 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G+  I+      SI   + T R+++  G + +   + ++  + GG +  +  
Sbjct: 173 ILLAGLYAQGETCIK-----ESILTRDHTERMLKGLGYRLD--TNKNKICLTGGAQLNAA 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            N  V  D SSA++F+  A+I     +T+ G      +  +   ++L++MGA ++ +    
Sbjct: 226 -NIQVPSDISSAAFFIVAASIAPQADITLIGVNVNPTRTGI--IDILKLMGANLSLSNEC 282 
 
Query: 305 VTVTGP--PREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           V + G            LK I +  + +P   D    + + A  A G T + +    RVK 
Sbjct: 283 V-IGGELLANIRIQSAQLKGIRIPKDLVPLAIDEFPAIFIAASCAKGETILTNAKELRVK 341 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYC-----IITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           E++R+  +   L+ LG   E   D       + + P     + I ++ DHR++M+F++A+ 
Sbjct: 342 ESDRIQVMADGLSILGIENEVFEDGIKIKGGVFSKPS----STIKSHHDHRISMSFAIAS 397 
 
Query: 415 C-AEVPVTIRDPGCTRKTFPDYFDV 438 
                 + I D    + +FP++ ++ 
Sbjct: 398 LRCHYAIEIEDVDNVQTSFPNFVEL 422 
 
 
>ref|ZP_05780873.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citreicella sp. SE45] 
 gb|EEX14637.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Citreicella sp. SE45] 
          Length = 442 
 
 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 128/440 (29%), Positives = 200/440 (45%), Gaps = 33/440 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +PG KS+S+R L+L A++ G T V  LL  +DV     A+R  G  VE       
Sbjct: 9   LRGEAHVPGDKSISHRSLILGAMAVGETRVTGLLEGQDVLDTAKAMRAFGAEVEKRGDTW 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG      A+ E  +  GN+G  +R +  A+      AT+  D    + +RP+ 
Sbjct: 69  HVQGVGVGGF-----AEPEQVIDCGNSGTGVRLIMGAMATTPITATFTGDA--SLNKRPM 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLA 193 
             +   L   GA      G   P   V     LP   V+ +  + S+Q  SA+L+A   A 
Sbjct: 122 ARVTDPLALFGARAYGREGGRLPMTIVGARDPLP---VRYATPVPSAQVKSAVLLAGLNA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            G  E  +I++  +  + E   R++  FG + +  + +  R     GQ    P+   V   
Sbjct: 179 PG--ETVVIEREATRDHSE---RMLAGFGAQVSTETTAEGRVITLTGQPELRPQVIVVPR 233 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +  A IT G+ V V   G    +  + F   L+ MGA +T+ E      G P 
Sbjct: 234 DPSSAAFPVCAALITEGSDVLVPNIGLNPTRAGLFF--TLQDMGADLTF-ENEREEGGEP 290 
 
Query: 312 ----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  F    L+ I+V   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 291 VADLRARFS-PDLRGIEVPAERAASMIDEYPVLSVVAAFATGKTHMPGVRELRVKESDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAFSLAACA-EVPV 420 
            A+   L   G +V+EG D+  +      NV       ++ DHR+AM+F +   A   P+ 
Sbjct: 350 DAMAVGLRAAGVTVDEGEDWWTVHGLGHGNVPGGVVTASHLDHRIAMSFLVMGLATHSPM 409 
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Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            + D G    +FP +  +++ 
Sbjct: 410 RVDDGGPIATSFPIFEGLMT 429 
 
 
>ref|YP_002520696.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides KD131] 
 gb|ACM03623.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides KD131] 
          Length = 436 
 
 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 126/438 (28%), Positives = 203/438 (46%), Gaps = 31/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G  ++PG KS+S+R L+L A++ G T +  LL  +DV     A+R  G  V +    A 
Sbjct: 9   LKGRAEIPGDKSISHRALILGAMAVGETQITGLLEGQDVLDTAKAMRAFGAEVIQHGPGA 68 
 
Query: 74  KRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VG GG   P E       +  GN+G  +R +  A+  +   AT+  D    +R+R 
Sbjct: 69  WSVHGVGVGGFTEPAE------VIDCGNSGTGVRLVMGAMATSPLTATFTGDA--SLRKR 120 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAP 191 
           P+G +   L   G       G   P   V     +P   V+ +  + S+Q  SA+L+A   
Sbjct: 121 PMGRVTDPLALFGTRAYGRKGGRLPMTLVGAADPVP---VRYTVPMPSAQVKSAVLLAGL 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            A G  +  +I++  +  + E   R++  FG   +  +    +     GQ    P+   V 
Sbjct: 178 NAPG--QTVVIEREATRDHSE---RMLRGFGAALSVETGPEGQIITLTGQPELRPQTVAV 232 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A I  G+ + V G      + D  +  +LE MGA + + E      G 
Sbjct: 233 PRDPSSAAFPVCAALIVEGSEILVPGVSRNPTR-DGLYVTLLE-MGADIAF-ENEREEGG 289 
 
Query: 310 PPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      +   LK ++V   + P   D    L+VVA FA+G T +R V   RVKE++R+ 
Sbjct: 290 EPVADLRVRASALKGVEVPPERAPSMIDEYPILSVVAAFAEGSTVMRGVKELRVKESDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAF-SLAACAEVPVTI 422 
            A+   L   G  +EE  D  I+   +++   A   T+ DHR+AM+F  L   AE PVT+ 
Sbjct: 350 DAMARGLEACGVRIEEDEDTLIVHGMDRVPGGATCATHLDHRIAMSFLVLGMAAEAPVTV 409 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D      +FP + D+++ 
Sbjct: 410 DDGSPIATSFPAFTDLMT 427 
 
 
>ref|YP_004149331.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Staphylococcus 
           pseudintermedius HKU10-03] 
 gb|ADV05695.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Staphylococcus 
           pseudintermedius HKU10-03] 
          Length = 429 
 
 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 110/438 (25%), Positives = 196/438 (44%), Gaps = 36/438 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G   +PG KS+++R ++LA+L++G +V+   L  ED          LG+ ++       A 
Sbjct: 12  GEASVPGDKSMTHRAIMLASLAQGHSVIHQPLLGEDCLRTAKIFEKLGVKMDI---TDEA 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           + +   G    +   +   L+ GN+G   R +  A    G     VL G   + +RP+   
Sbjct: 69  ITIDSPGYAHFQTPHQ--TLYTGNSGTTTRLM--AGLLGGLGIQSVLSGDASIGKRPMDR 124 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           ++  L+Q+  ++        P   + G   + G   ++  + S+Q  SA+L A+  A    
Sbjct: 125 VLQPLRQMNVNISGVEDNYTP--LIIGSSKVKGIHYEMPVA-SAQVKSAILFASLFAQNT 181 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQKYKSPKNAYVEGDAS 255 
             I  ID  +S  + E    +   +G+  +  D      + G G  +  P++  V GD S 
Sbjct: 182 TTIREID--LSRNHTET---MFAHYGIPVQTQDLT--VTLPGEGIHHIQPRDFDVPGDIS 234 
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Query: 256 SASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SA + +  A IT G+ +T+   G    +  +   E++E MG K++ +  +    GP  EP 
Sbjct: 235 SAVFLIVAALITPGSDITLHNVGINPTRDGI--IEIVERMGGKISLSNQT---NGP--EP 287 
 
Query: 315 FGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                      LK I++  + +P   D   T+A++   A G + I+D    +VKET R+  
Sbjct: 288 TATIRVQYTDDLKGIEIGGSLIPRCIDELPTIALLCTQAHGSSIIKDAEELKVKETNRID 347 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRD 424 
               EL KLG  +E   D  II P     +  +D+++DHR+ M  ++A+     P+ I   
Sbjct: 348 TTANELGKLGLKLEPTDDGLIIKPSTISQIQPVDSHNDHRIGMMLAVASLMTPEPIEIAQ 407 
 
Query: 425 PGCTRKTFPDYFDVLSTF 442 
                 +FP +  +L    
Sbjct: 408 FESVNVSFPGFLPLLKQL 425 
 
 
>ref|ZP_07359438.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces viscosus 
           C505] 
          Length = 491 
 
 Score =  107 bits (268), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 134/441 (30%), Positives = 204/441 (46%), Gaps = 26/441 (5%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAV 77 
           V+LPGSKSLS R LLLAA+++  T +  LL S D   ML AL  LG   E  D+   R   
Sbjct: 40  VELPGSKSLSARALLLAAIADAPTTLTGLLRSRDTELMLAALSVLGARFEDLDETGTRLR 99 
 
Query: 78  VVGCGGKFPVEDAKEEV-QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           V        V+       ++ +G AG  MR + A    A  +A  V DG    R RP+   
Sbjct: 100 VTPAPLPLHVQTGPGGAGRIDVGLAGTVMRFVPALAALA--DAPVVFDGDEAARHRPMAP 157 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVN-GIGGL---PGGKVKLSGSISSQYLSALLMAAPL 192 
           L+  L  LGA+V         P RV  G G L    G +V + GS SSQ++SALL+   + 
Sbjct: 158 LLGALAALGAEVTHLGEPGFLPFRVGPGDGALLRTEGARVAVDGSASSQFVSALLLLGAI 217 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH-----SDSWDRFYIKGGQKYKSPKN 247 
             G +E+     + S+ +V MT+  +   G+  +       D    + +  G+        
Sbjct: 218 LPGGLELTPTGPVPSLTHVGMTVATLRERGIAVDEPAPGAGDGERTWRVHPGRPRGG--E 275 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +E D S+A  FLA A + GG V+V      + Q    +  +L  +G +VT T+  +T  
Sbjct: 276 VAIEPDLSNAGPFLAAALVAGGRVSVPHWPAATTQAGNAWRVLLPRLGGEVTLTDGLLTA 335 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPD--VAMTLAVVALFADGPTA-IRDVASWRVKETERM 364 
            G  R       L  I  +++ + +    +        A G T+ +  +A  R  ET+R+ 
Sbjct: 336 HGTGR-------LTGIHADLSDVGELAPTVAALAALAGAQGHTSTLTGIAHLRGHETDRL 388 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            A+ T++  LG   EE  D  II  P  L+  A+ +Y DHRMA   ++   +   V++ D 
Sbjct: 389 AALATQIRLLGGDAEESDDGLIIR-PAPLHGAALRSYADHRMATFAAIIGLSVDGVSLDD 447 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
             CT KT P + D+ +  +   
Sbjct: 448 VECTSKTLPGFTDLWAAMLAT 468 
 
 
>ref|YP_002378.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           interrogans serovar Copenhageni str. Fiocruz L1-130] 
 sp|Q72PM1.1|AROA_LEPIC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAS71015.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           interrogans serovar Copenhageni str. Fiocruz L1-130] 
          Length = 440 
 
 Score =  107 bits (267), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 121/456 (26%), Positives = 202/456 (44%), Gaps = 55/456 (12%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
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           S  +++PG KSLS+R +L AALS+G + V   L +ED    + A   LGL V+  K  +  
Sbjct: 10  SREIEVPGDKSLSHRSVLFAALSKGKSKVTGFLEAEDPLNTMSAFAKLGLKVQKVKPGEY 69 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNATYVLDGVPRMRERP 133 
                   K         V L  GNAG  +R L+A +     G NAT  L G   +++RP 
Sbjct: 70  EFESPGKNKL----VSPNVDLDFGNAGTGIR-LSAGLICGLPGINAT--LTGDNSLKKRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G ++  L  +GA +      +  P+++ G   L G   +    I+S  + + LM A ++ 
Sbjct: 123 MGRIIKPLSSMGASIVGLGEKETAPLKIEG-KKLKG--FRYESPIASAQVKSCLMLAAIS 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYKSPKNA 248 
             + ++E  + ++S  + E   R +   G K E       F IK      G +++ P    
Sbjct: 180 -SETDLEYSENILSRDHTENMFRFL---GNKIEQISPL-HFKIKPPYVLNGGEFRVP--- 231 
 
Query: 249 YVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
              GD SSA++FL  G     G + ++  G    +  +  A  L+ MGAK+      +   
Sbjct: 232 ---GDISSAAFFLVLGVLAKEGNLLIKNIGLNPARTGILTA--LQSMGAKIEIQNKRIEC 286 
 
Query: 308 TGPPREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
                EP G       +LK  ++  + +P   D    L+V   FA+G   IR     R K 
Sbjct: 287 G----EPVGDLKTYPSNLKKSNIPESLIPSIIDEIPILSVAGFFAEGGFEIRHAEELRAK 342 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPD-YCIITPPEK----------LNVTAIDTYDDHRMAM 408 
           E++R+  + +   +LG  VEE  D Y      +K          +    I +Y DHR+AM 
Sbjct: 343 ESDRIHTMVSNFRELGIEVEEYTDGYSFDGTSKKSSEVWTRLSTVKKIPIQSYMDHRIAM 402 
 
Query: 409 AFSL-AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           +F +    + + + I +      +FP +  +L + + 
Sbjct: 403 SFLIFKTLSGLDLQIDETSWIETSFPGFEKLLESCI 438 
 
 
>ref|YP_003395528.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Conexibacter woesei 
           DSM 14684] 
 gb|ADB52153.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Conexibacter woesei 
           DSM 14684] 
          Length = 446 
 
 Score =  107 bits (267), Expect = 3e-21,   Method: Compositional matrix adjust. 
 Identities = 117/417 (28%), Positives = 191/417 (45%), Gaps = 32/417 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G++++P  KS+S+R  L AA++     V N L++ D +  L A+  +G  V+   
Sbjct: 21  PASGLRGSLRVPPDKSISHRAALFAAMTPEPVSVTNYLDAADTNSTLAAVEQIGALVQR- 79 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           + A   ++ GCG    + DA E +  + +GNAG  MR L   +    G  ++  DG   + 
Sbjct: 80  RGAGELLIRGCG----LRDAHESDGPIDVGNAGTLMRLLPGWLATQPGR-SWTFDGDSSI 134 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           R RPI  +   L+ +GA +D    TD   PP  ++G   L G +  +  + S+Q  S +L 
Sbjct: 135 RRRPIDRIADPLRLMGARIDA---TDERFPPFTLHG-ADLTGIEYPMPVA-SAQVKSCVL 189 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           +A     G   +     +   P  + T R++   G   E     +R  ++   +       
Sbjct: 190 IAGMTTAGGTTV-----IEPAPSRDHTERMLAAAGAPVERDG--NRVTVRHVDELGLDAI 242 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETS 304 
           A V GD SSA++++A A +  G+ + +E       +    F  ++E MG  V     E   
Sbjct: 243 A-VPGDLSSAAFWVAAAVLVPGSRIVLEDVNVNWTR--TGFLRIVERMGGIVLGDLEEHG 299 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVK 359 
               G P       H  L A  V   ++P     L +VAL   FADG T +R  A  RVK 
Sbjct: 300 AFTPGEPISELDVAHGPLSATTVEAEEVPLAIDELPLVALLGCFADGETVVRGAAELRVK 359 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           E++R+  +   L  LGA +E   D  ++     L    I ++ DHR+AM  ++A  A 
Sbjct: 360 ESDRIQTVVDGLNGLGADIEGTDDGFVVRGGTGLRGGRISSHGDHRLAMLGAVAGLA 416 
 
 
>ref|YP_745846.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Granulibacter 
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           bethesdensis CGDNIH1] 
 sp|Q0BQH9.1|AROA_GRABC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI62923.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Granulibacter 
           bethesdensis CGDNIH1] 
          Length = 454 
 
 Score =  107 bits (267), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 129/438 (29%), Positives = 192/438 (43%), Gaps = 36/438 (8%) 
 
Query: 19  VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK-RAV 77 
           V +PG KS+S+R L++ AL+ G T +  LL  EDV     A+R LG  V  D     R   
Sbjct: 28  VHVPGDKSISHRALMIGALAVGETRISGLLEGEDVLRTAAAMRALGAEVVRDAPGSWRVA 87 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
             G GG     D      L +GN+G A R LT  +  A  +   V+ G   +R+RP+  + 
Sbjct: 88  GRGIGGLTEPADV-----LDMGNSGTAARLLTGVL--ASHDLFAVMTGDASLRKRPMRRV 140 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
              L   GA      G    P+ V G G       +L  + S+Q  SA+L+A   A G+  
Sbjct: 141 TDPLAACGAGFHTRSGGRL-PMAVRGTGEALPLHYRLPVA-SAQVKSAILLAGLNARGET 198 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFYIKGGQKYKSPKNAYVEGDA 254 
            +E  +   +  + E  LR    FG   +   + D   R     GQ      +  V  D  
Sbjct: 199 VVE--EPHATRDHSENMLR---HFGATVQVEPTGDGAGRIVRLQGQPELRAADIVVPADP 253 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SSA++ L  A +  G+ +T+ G G   L+      + L  MGA +T     +       E 
Sbjct: 254 SSAAFPLVAALLVPGSEITLAGVGLNPLR--TGLFDTLVEMGAALTIANRRIEGG----E 307 
 
Query: 314 PFGRKHLKAIDVNMNKMP--------DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P G   ++A  ++  ++P        D    L+V A  A G T +R +A  RVKE++R+  
Sbjct: 308 PVGDITVRASTLHGVEVPPERAPSMIDEFPILSVAAAVASGTTRMRGLAELRVKESDRLA 367 
 
Query: 366 AIRTELTKLGASVE-EGPDYCIITPPEKLNVTA-IDTYDDHRMAM-AFSLAACAEVPVTI 422 
           A    L+  G  VE EG D  +I           + TY DHR+AM A  L    + PVT  
Sbjct: 368 ATAALLSVNGVQVEIEGDDLIVIGCGGPPPGGGLVTTYMDHRLAMSALVLGLTTQAPVTA 427 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D      +FP +  +++ 
Sbjct: 428 DDAAFIDTSFPGFATLMT 445 
 
 
>gb|EGA97254.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           O11] 
          Length = 432 
 
 Score =  107 bits (267), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 114/435 (26%), Positives = 200/435 (45%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      K++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E   R    F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKEATIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
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Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSREPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|YP_416804.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           RF122] 
 ref|ZP_05685412.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9635] 
 sp|Q2YY90.1|AROA_STAAB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAI81017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           RF122] 
 gb|EEV71267.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9635] 
 gb|ADI97977.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ED133] 
 gb|ADL23268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus JKD6159] 
 gb|EGA99859.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           O46] 
          Length = 432 
 
 Score =  107 bits (267), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 114/435 (26%), Positives = 200/435 (45%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      K++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E   R    F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKEATIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|YP_003545597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingobium japonicum 
           UT26S] 
 dbj|BAI96985.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingobium japonicum 
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           UT26S] 
          Length = 450 
 
 Score =  107 bits (267), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 122/460 (26%), Positives = 204/460 (44%), Gaps = 40/460 (8%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M  A+         +SG++ +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+ 
Sbjct: 9   MPQAQPATFTAASALSGSIAVPGDKSISHRSLMLSALAVGESRVEGLLEGEDVLATAAAM 68 
 
Query: 61  RTLGLSVEADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           R +G  +  D      +  VG GG    E A     L +GN+G + R L   + +    A 
Sbjct: 69  RAMGADIRRDADGIWHIHGVGVGGLLQPESA-----LDMGNSGTSTRLLMGLIASHAITA 123 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI- 178 
           T+V D    + +RP+  +   L ++GA      G   P   +   G  P   +     +  
Sbjct: 124 TFVGDA--SLSKRPMARVTEPLSRMGASFTTSPGDRLP---LTMRGACPAVPLDYRLPVA 178 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLIS-IPYVEMTLRLMERFG--VKAEHSDSWDRFY 235 
           S+Q  SA+L+A   A G      I +++  IP  + + R+++ FG  +  E      R   
Sbjct: 179 SAQVKSAILLAGLNAPG------ITRVVEPIPTRDHSERMLKGFGADLHVEVEGDGTRIV 232 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
              G+    P++  V GD SSA++  +A   + G  V +   G  + +      ++L  M 
Sbjct: 233 TLRGEAELRPQSITVPGDPSSAAFPMVAALLVPGSKVAIANVGLNATR--AGLIDLLREM 290 
 
Query: 295 GAKVTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADG 346 
           G  +   E    V G   EP G        L+ ++ +  + P   D      + A  A+G 
Sbjct: 291 GGDI-LVENPREVGG---EPVGDLVITASTLQGVEPDPARAPSMIDEYPVAFIAAALAEG 346 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDD 403 
            +  R +   RVKE++R+  +   L  +G +VEE  D  +I             I T  D 
Sbjct: 347 RSTFRGLEELRVKESDRIATMAAGLRAIGVTVEELEDGIVIEGSGGALLPGGGPIATKLD 406 
 
Query: 404 HRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           HR+AM+F++A   ++  VTI D      +FP +  +L +  
Sbjct: 407 HRIAMSFAVAGLVSKKGVTIDDMRPVATSFPGFTALLRSL 446 
 
 
>ref|ZP_06896114.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseomonas cervicalis 
           ATCC 49957] 
 gb|EFH12190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseomonas cervicalis 
           ATCC 49957] 
          Length = 446 
 
 Score =  107 bits (266), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 137/442 (30%), Positives = 197/442 (44%), Gaps = 38/442 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P + ++G + + G KS+S+R L+  AL+ G T +  LL  EDV     A+R LG +VE  
Sbjct: 5   RPHQGLAGRLTVAGDKSISHRALMFGALAVGRTDITGLLEGEDVLRTAAAMRALGATVER 64 
 
Query: 70  -DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             + A +    G GG    ED      L +GN+G A R +   +  AG     VL G    
Sbjct: 65  LGEGAWQVSGRGVGGLVEPEDV-----LDMGNSGTAARLICGLL--AGHPVFAVLTGDAS 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSA 185 
           +R+RP+  +   L   GA      G    P+ V G        + L  ++   S+Q  SA 
Sbjct: 118 LRKRPMRRVTDPLAASGARFSSRAGGRL-PLAVQGA----AEPMPLDYTLPMASAQVKSA 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKS 244 
           +L+A   A G     +++   +  + E  LR    FG     ++   R  I+  GQ     
Sbjct: 173 VLLAGLCARG--VTRVVEPEATRDHTENMLR---HFGATVRVAEDGPRRVIELEGQPELV 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                V GD SSA++ L  A I  G  +TVE  G   L+        L  MGA++T     
Sbjct: 228 AAPVAVPGDPSSAAFPLVAALIVPGSALTVEHVGLNPLR--TGLFTTLREMGAELTVENE 285 
 
Query: 304 SVTVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            V    P  +   R   L+A+DV   ++P   D    LAV A  A G +  R +A  RVK 
Sbjct: 286 RVEGGEPVGDLTARFGALRAVDVPAARVPSMVDEYPILAVAAACATGTSRFRGLAELRVK 345 
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Query: 360 ETERMVAIRTELTKLGASVE-EGPDY----CIITPPEKLNVTAIDTYDDHRMAM-AFSLA 413 
           E++R+ A    L   G  VE EG D     C   PP   NV    T+ DHR+AM A  L  
Sbjct: 346 ESDRVAATAALLAANGIKVEIEGDDMLVHGCAGNPPGGGNVV---THMDHRIAMSALILG 402 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDY 435 
              E PV++ D      +FP + 
Sbjct: 403 LATEQPVSVDDSSFIDTSFPGF 424 
 
 
>ref|ZP_06318845.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus WBG10049] 
 gb|EFB55048.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus WBG10049] 
          Length = 432 
 
 Score =  107 bits (266), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 115/435 (26%), Positives = 199/435 (45%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ +   K  + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVDI---KEYE 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +VV   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 70  DKLVVNSPG-YKAFKTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      K++++   S+Q  SA+L A+ 
Sbjct: 126 DRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGINY----KMEVA---SAQVKSAILFAS 178 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              L   E  II +L +S  + E   R    F +  E ++      I    +Y  P + + 
Sbjct: 179 ---LFSKEATIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTIPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPIKIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|YP_001406072.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter hominis 
           ATCC BAA-381] 
 sp|A7I0N1.1|AROA_CAMHC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS51320.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter hominis 
           ATCC BAA-381] 
          Length = 424 
 
 Score =  107 bits (266), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 120/423 (28%), Positives = 192/423 (45%), Gaps = 24/423 (5%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R ++ + LS GT  ++N L +ED  + L   R LG    AD   K  +V     K 
Sbjct: 21  KSISHRAVIFSLLSSGTNKIENFLFAEDTEHSLEIARKLG----ADIEIKEGIVFIDAPK 76 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
             VE    +  L  GN+G +MR     + +  G   +VL G   + ERP+  +   L ++ 
Sbjct: 77  KIVEP---DCILECGNSGTSMRLFMGLLASVEG--FFVLSGDEYLNERPMKRVGEPLCKV 131 
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Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +   L  D  P+ + G G L   K K S   S+Q  +AL++A   AL     E  +  
Sbjct: 132 GAKIYGRLDGDKAPLCIQG-GKLDFFKFK-SKIASAQVKTALILA---ALNSQGCEYSEP 186 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   +++++ G   E S       +K   K   P   ++  D SSA Y+   A 
Sbjct: 187 ELSRDHSE---KMLKKMGADIEISGL--NLKVKPLTKPLDPLEIFIPNDPSSAFYYAVAA 241 
 
Query: 265 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 324 
            I  G+  +      + +  ++  EVL  MGA + +T  S               LKA++ 
Sbjct: 242 TIIPGSKIILKNMLLN-KTRIEAYEVLRKMGANIKFTPKSEIYEQIGDIEISYAPLKAVE 300 
 
Query: 325 V--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 382 
           V  N++ + D A  LA+    A G + +R+    RVKE++R+  I   L   G +V E   
Sbjct: 301 VSENISWLIDEAPALAIAFACAKGTSVLRNAKELRVKESDRIKVICEGLKCCGINVTELE 360 
 
Query: 383 DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           D   IT  E      I  Y DHR+AM+F++    +  + I +  C   +FP++  +L    
Sbjct: 361 DGFKITGGEA-EPAIITPYGDHRIAMSFAILG-LKCGMIIENSECIATSFPNFGKILKQI 418 
 
Query: 443 VKN 445 
             N 
Sbjct: 419 GAN 421 
 
 
>ref|ZP_01750762.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. CCS2] 
 gb|EBA12436.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. CCS2] 
          Length = 441 
 
 Score =  107 bits (266), Expect = 4e-21,   Method: Compositional matrix adjust. 
 Identities = 130/446 (29%), Positives = 200/446 (44%), Gaps = 34/446 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           +P   +SG   +PG KS+S+R L+L A+  G T +  LL  EDV     A+   G +V   
Sbjct: 4   RPCGPLSGEAHVPGDKSISHRSLILGAMCVGQTRITGLLEGEDVLDTGRAMEAFGATVTN 63 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  V  VG GG      A+ E  +  GN+G  +R +  A+       T+  D     
Sbjct: 64  HGDGEWTVTGVGVGGF-----AEPEQVIDCGNSGTGVRLIMGAMATCPITVTFTGDA--S 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+G +   L   G       G   P   V  +  +      +    S+Q  SA+L+ 
Sbjct: 117 LNGRPMGRVTDPLALFGTQAVGRQGGRLPMTLVGAVDPV--PVRYVVPVPSAQVKSAVLL 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G  +  +I+K  +  + E   R+++ FG  +  E +D   R     GQ   +P+ 
Sbjct: 175 AGLNAPG--QTVVIEKEATRDHTE---RMLQGFGATLTVEQTDE-GRVITLDGQPELTPQ 228 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++ +  A IT G+ V V   G    +        L+ MGA + + E    
Sbjct: 229 TIVVPRDPSSAAFPVCAAIITPGSDVLVPNIGLNPTR--AGLFTTLQDMGADLVY-ENMR 285 
 
Query: 306 TVTGPP----REPFGRKHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
              G P    R  F    LK I V       M D    L+VVA FA G T ++ V   RV 
Sbjct: 286 EEGGEPVADLRAKF-SPDLKGIAVPPARAASMIDEYPVLSVVAAFALGVTDMQGVKELRV 344 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV---TAIDTYDDHRMAMAFSLAAC 415 
           KE++R+ A+   L   G SV+EGPD+  +T     NV     + +  DHR+AMAF +    
Sbjct: 345 KESDRIDAMAKGLRAAGVSVDEGPDWWKVTGLGHGNVPGGATVASQLDHRIAMAFMVMGM 404 
 
Query: 416 A-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           A + P+++ D      +FP + D+++ 
Sbjct: 405 ATQKPMSVDDGSPIATSFPIFEDLMA 430 
 
 
>ref|YP_001045145.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17029] 
 sp|A3PPV7.1|AROA_RHOS1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ABN78373.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17029] 
          Length = 445 
 
 Score =  107 bits (266), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 125/437 (28%), Positives = 203/437 (46%), Gaps = 29/437 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G  ++PG KS+S+R L+L A++ G T +  LL  +DV     A+R  G  V +    A 
Sbjct: 18  LKGRAEIPGDKSISHRALILGAMAVGETQITGLLEGQDVLDTAKAMRAFGAEVIQHGPGA 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG GG      A+    +  GN+G  +R +  A+  +   AT+  D    +R+RP 
Sbjct: 78  WSVHGVGVGGF-----AEPAEVIDCGNSGTGVRLVMGAMATSPLTATFTGDA--SLRKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L   G       G   P   V     +P   V+ +  + S+Q  SA+L+A    
Sbjct: 131 MGRVTDPLALFGTRAYGRKGGRLPMTLVGAADPVP---VRYTVPMPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I++  +  + E   R++  FG + +  +    +     GQ    P+   V  
Sbjct: 188 APG--QTVVIEREATRDHSE---RMLRGFGAELSVETGPEGQIITLTGQPELRPQTVAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ + V G      + D  +  +LE MGA + + E      G  
Sbjct: 243 RDPSSAAFPVCAALIVEGSEILVPGVSRNPTR-DGLYVTLLE-MGADIAF-ENEREEGGE 299 
 
Query: 311 PREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P      +   LK ++V   + P   D    L+VVA FA+G T +R V   RVKE++R+  
Sbjct: 300 PVADLRVRASALKGVEVPPERAPSMIDEYPILSVVAAFAEGSTIMRGVKELRVKESDRID 359 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAF-SLAACAEVPVTIR 423 
           A+   L   G  +EE  D  I+    ++   A   T+ DHR+AM+F  L   AE PVT+  
Sbjct: 360 AMARGLEACGVRIEEDEDTLIVHGMGRVPGGATCATHLDHRIAMSFLVLGMAAEAPVTVD 419 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           D      +FP + D+++ 
Sbjct: 420 DGSPIATSFPAFTDLMT 436 
 
 
>ref|ZP_06324490.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus D139] 
 ref|ZP_06343429.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus H19] 
 gb|EFB49571.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus D139] 
 gb|EFC07774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus H19] 
          Length = 432 
 
 Score =  107 bits (266), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 114/435 (26%), Positives = 200/435 (45%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      K++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E   R    F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKESTIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
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Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|ZP_07658197.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseibium sp. 
           TrichSKD4] 
 gb|EFO32864.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseibium sp. 
           TrichSKD4] 
          Length = 451 
 
 Score =  107 bits (266), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 123/443 (27%), Positives = 195/443 (44%), Gaps = 50/443 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           + GTV +PG KS+S+R L+  AL+ G T    LL SEDV     A+R +G  +E  D    
Sbjct: 18  LRGTVTVPGDKSISHRALMFGALAVGRTTATGLLESEDVLATADAMRVVGAVIEKTDNGT 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                +G G        + E  +  GNAG  +R            AT+V D    + +RP 
Sbjct: 78  YTIDGIGLGSLL-----EPESVIDFGNAGTGVRLTMGIFGTHDIAATFVGDA--SLSKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPL 192 
           +G ++  L+ +G +V    G   P         LP   +V ++   S+Q  SA+L+A    
Sbjct: 131 MGRVLDPLRDMGTNVVARSGDRLPASIRGAKNPLPLTYRVPVA---SAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G     +I+ + +  + E   ++++ FG  +  + +D  +R     GQ    P+   V 
Sbjct: 188 APGTT--TVIEPIATRDHTE---KMLKGFGADISVKLNDDGERVITLQGQPELKPQAIEV 242 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVE---------GCGTTSLQ--GDVKFAEVLEMMGAKV 298 
             D SSA++ +  A I  G+ VT+E         G  TT ++  GD++     E  G ++ 
Sbjct: 243 PADPSSAAFAIVAALIVPGSDVTIEKVLLNEHRIGLITTLIEMGGDIEIVNRRETGGEEI 302 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                  +             LK I V   + P   D    LA+ A FA+G T +  +   
Sbjct: 303 GDVRVKAS------------QLKGITVPAKRAPSMIDEYPVLAIAASFAEGDTHMPGLDE 350 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAF-SL 412 
            RVKE++R+ A+   L        EG D C+       N+    + T+ DHR+AMAF  L 
Sbjct: 351 LRVKESDRLAAVARGLEANNVPCVEGED-CLTVTGGAANIGGGTVVTHLDHRIAMAFLVL 409 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDY 435 
              +  PVT+ D      +FP + 
Sbjct: 410 GMASHSPVTVDDGAVIATSFPTF 432 
 
 
>ref|ZP_05124567.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacteraceae 
           bacterium KLH11] 
 gb|EEE39199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacteraceae 
           bacterium KLH11] 
          Length = 448 
 
 Score =  107 bits (266), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 129/451 (28%), Positives = 206/451 (45%), Gaps = 34/451 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++  P   ++GT ++PG KS+S+R L+L A++ G T +  LL  EDV     A+R  G   
Sbjct: 10  MISHPCGPLTGTAEVPGDKSISHRSLILGAMAVGETRISGLLEGEDVLDTAKAMRAFGAE 69 
 
Query: 67  VEADKAAKRAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
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           V  D       V G G G F    A+ +  +  GN+G  +R +  A+  +   AT+  D  
Sbjct: 70  V-TDHGKGEWTVHGVGVGGF----AEPDQVIDCGNSGTGVRLIMGAMATSPITATFTGDA 124 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLS 184 
              + +RP+  +   L   G       G   P   V      P   V+    + S+Q  S 
Sbjct: 125 --SLNKRPMARVTDPLALFGTQSVGRAGGRLPMTIVGAADPTP---VRYEVPVPSAQVKS 179 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKY 242 
           A+L+A   A G  +  +I+K  +  + E   R++  FG  +  E +D      + G  +  
Sbjct: 180 AVLLAGLNAPG--KTVVIEKEATRDHSE---RMLAGFGAEITVEDTDEGRVITLTGRPEL 234 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           K P+   V  D SSA++ +  A +T G+ V V G G    +        L  MGA +T+  
Sbjct: 235 K-PQVIAVPRDPSSAAFPVCAALVTPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY- 290 
 
Query: 302 ETSVTVTGPPREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVAS 355 
           E      G P      K+   +K I+V   +   M D    L+VVA  A G T +  V   
Sbjct: 291 ENEREEGGEPVADLRAKYSPNMKGIEVPPERAASMIDEYPVLSVVAANATGKTMMAGVKE 350 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFS- 411 
            RVKE++R+ A+   L   G +VEEG D+  +      NV      +++ DHR+AM+F   
Sbjct: 351 LRVKESDRIDAMARGLRANGVTVEEGDDWWSVDGLGIGNVPGGGTCESFLDHRIAMSFMV 410 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +   A  PV++ D G    +FP +  +++T  
Sbjct: 411 MGMGARTPVSVDDGGPIATSFPIFEPLMATL 441 
 
 
>ref|ZP_07327822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetivibrio 
           cellulolyticus CD2] 
 gb|EFL60899.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acetivibrio 
           cellulolyticus CD2] 
          Length = 424 
 
 Score =  107 bits (266), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 117/447 (26%), Positives = 200/447 (44%), Gaps = 50/447 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R +LL +L++GTT +D  L  ED    +   R + +S+E    +K 
Sbjct: 9   LRGEITVPGDKSISHRAILLGSLAKGTTEIDGFLMGEDCLSTIDCFRKMHVSIEILANSK 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +   G  G  P   A     L  G +G A+R L   + +   N+    D       +P 
Sbjct: 69  IKIQGNGLYGLKPPSSA-----LNAGRSGTALRLLLGVLASQPFNSVLTRD--ESSVRKP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL------SALL 187 
           IG +V  L+ +GA ++     +  P+ +      P    KL G   +  L      S LL 
Sbjct: 122 IGKVVKPLRDMGAIINGRDDGNLCPLTI-----FPS---KLKGQTHNLSLRDTHIKSPLL 173 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE------HSDSWDRFYIKGGQK 241 
           +A   A GD ++  ++ + S  + E+   ++  FG           + S +  Y       
Sbjct: 174 LAGLYAQGDTKV--VEAVKSRDHTEL---MLNYFGADISVNGLEVTAHSVENLY------ 222 
 
Query: 242 YKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV-T 299 
               +N  V GD S ASYF+ AG  +    + ++  G    +  +   +V   MGAK+   
Sbjct: 223 ---AQNIEVPGDISIASYFITAGLIVPNSDIVIKNVGVNPTRTGI--IDVYRSMGAKIEI 277 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             E +V+             LKA+ +  + +P   D    +AV A+ A G T I ++  + 
Sbjct: 278 LNERTVSNEKVADIRVVSSPLKAVTIEGDLIPRLIDEIPVIAVAAIMASGKTIINNLKGF 337 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-C 415 
           ++K++ ++  + TEL+KLGASV+E  D  II    KL  T ++ Y+   + MA  +A    
Sbjct: 338 KIKDSGKLKMLSTELSKLGASVQETEDGMIIEGGRKLTGTIVEGYNYPAITMALCVAGLV 397 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A+    IR        +P++  VL+   
Sbjct: 398 ADGETMIRKTQVLDIAYPEFISVLNRL 424 
 
 
>emb|CAQ49888.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
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           subsp. aureus ST398] 
          Length = 432 
 
 Score =  107 bits (266), Expect = 5e-21,   Method: Compositional matrix adjust. 
 Identities = 114/435 (26%), Positives = 200/435 (45%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      K++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E   R    F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKEPTIIKELDVSRNHTETMFR---HFNIPIE-AEGLSITTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|ZP_01447705.1| EPSP synthase, 3-phosphoshikimate 1-carboxyvinyltransferase [alpha 
           proteobacterium HTCC2255] 
 gb|EAU51887.1| EPSP synthase, 3-phosphoshikimate 1-carboxyvinyltransferase [alpha 
           proteobacterium HTCC2255] 
          Length = 445 
 
 Score =  106 bits (265), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 126/442 (28%), Positives = 203/442 (45%), Gaps = 28/442 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           Q    + GT  +PG KS+S+R L+L ALS G T +  LL  +DV     A+   G  V   
Sbjct: 13  QSAGPLKGTAVIPGDKSVSHRSLILGALSVGETKISGLLLGQDVLDTARAMAAFGARVID 72 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                 +V  VG GG    ED  +      GNAG  +R +  A++ +  NAT+  D     
Sbjct: 73  HGEGNWSVNGVGVGGFSEPEDIID-----CGNAGTGVRLIMGAMSTSPINATFTGDA--S 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALL 187 
           +R RP+G +   L+  GA      G     + +  +G      +   S   S+Q  SA+L 
Sbjct: 126 LRSRPMGRITDPLELFGAKS---YGRSKGFLPLTMVGARDAHGINYTSPHPSAQIKSAIL 182 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPK 246 
           +A   +LG  E  +I+   +  + E   R++  FG   E  ++ + F I   G+     + 
Sbjct: 183 LAGLNSLG--ETTLIEPEKTRDHSE---RMLRGFGANIETVETKNGFEITLEGRPELIAQ 237 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           N  V  D SSA++ +  A I  G+ + +   G    +  + F  ++EM GA + +    + 
Sbjct: 238 NIAVPCDPSSAAFPVCAALIVEGSEIFLPNIGLNPTRSGL-FTTLVEM-GADIVFENNRL 295 
 
Query: 306 TVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
               P  +   R   L  I+V  ++ P   D    L+VVA FA G T +R +   RVKE  
Sbjct: 296 EGGEPVADLRVRASSLDGIEVPSDRAPSMIDEYPILSVVAAFASGKTIMRGIKELRVKEC 355 
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Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPP--EKLNVTAIDTYDDHRMAMAF-SLAACAEV 418 
           +R+ A+   L  +G  +EEG DY I+     E        T+ DHR+AM+F  +   ++  
Sbjct: 356 DRIDAMARGLEAMGVKIEEGEDYLIVHGQNGEVEGGGIAQTHLDHRIAMSFLCMGLASKK 415 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLS 440 
            V + D      +FP + +++S 
Sbjct: 416 SVKVDDGHAIATSFPIFTNLMS 437 
 
 
>ref|YP_355096.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides 2.4.1] 
 sp|Q3IW89.1|AROA_RHOS4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABA81195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides 2.4.1] 
          Length = 445 
 
 Score =  106 bits (265), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 126/438 (28%), Positives = 203/438 (46%), Gaps = 31/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G  ++PG KS+S+R L+L A++ G T +  LL  +DV     A+R  G  V +    A 
Sbjct: 18  LKGRAEIPGDKSISHRALILGAMAVGETRITGLLEGQDVLDTAKAMRAFGAEVIQHGPGA 77 
 
Query: 74  KRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VG GG   P E       +  GN+G  +R +  A+  +   AT+  D    +R+R 
Sbjct: 78  WSVHGVGVGGFTEPAE------VIDCGNSGTGVRLVMGAMATSPLTATFTGDA--SLRKR 129 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAP 191 
           P+G +   L   G       G   P   V     +P   V+ +  + S+Q  SA+L+A   
Sbjct: 130 PMGRVTDPLALFGTRAYGRKGGRLPMTLVGAADPVP---VRYTVPVPSAQVKSAVLLAGL 186 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            A G  +  +I++  +  + E   R++  FG + +  +    +     GQ    P+   V 
Sbjct: 187 NAPG--QTVVIEREATRDHSE---RMLRGFGAELSVETGPEGQVITLTGQPELRPQTVAV 241 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A I  G+ + V G      + D  +  +LE MGA + + E      G 
Sbjct: 242 PRDPSSAAFPVCAALIVEGSEILVPGVSRNPTR-DGLYVTLLE-MGADIAF-ENEREEGG 298 
 
Query: 310 PPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      +   LK ++V   + P   D    L+VVA FA+G T +R V   RVKE++R+ 
Sbjct: 299 EPVADLRVRASALKGVEVPPERAPSMIDEYPILSVVAAFAEGLTIMRGVKELRVKESDRI 358 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAF-SLAACAEVPVTI 422 
            A+   L   G  +EE  D  I+    ++   A   T+ DHR+AM+F  L   AE PVT+ 
Sbjct: 359 DAMARGLEACGVRIEEDEDTLIVHGMGRVPGGATCATHLDHRIAMSFLVLGMAAEAPVTV 418 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D      +FP + D+++ 
Sbjct: 419 DDGSPIATSFPAFIDLMA 436 
 
 
>ref|YP_002887359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Exiguobacterium sp. 
           AT1b] 
 gb|ACQ71914.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Exiguobacterium sp. 
           AT1b] 
          Length = 416 
 
 Score =  106 bits (265), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 115/406 (28%), Positives = 188/406 (46%), Gaps = 32/406 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G++++P  KS+++R LL   ++ GTT V N L   D    + A+R+LG    AD   + 
Sbjct: 3   LNGSIRVPSDKSITHRALLFGMMANGTTHVRNPLLGADCRSTIEAIRSLG----ADVTEQ 58 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  ++  G + P        +L  GN+G  MR L   +  +G N ++ L G   +  RP+ 
Sbjct: 59  QDELIIKGIESP-----RSARLDCGNSGTTMRLLIGLL--SGYNGSFELVGDESLSRRPM 111 
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Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GA V      D  P+ + G   L      L  + S+Q  SA+L+A   A  
Sbjct: 112 RRVTEPLRNMGAHVTG----DMAPLVIEGTT-LQSIDYTLPVA-SAQVKSAVLLAGLRAS 165 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   +   + ++S  + E   R++  FG K    +      I+      +     V  D  
Sbjct: 166 GTTVVR--EPMLSRDHTE---RMLPLFGAKLSIVNEEGLRVIRVEPSTLTGCTVDVPADP 220 
 
Query: 255 SSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTGPP 311 
           SSA++F AGAA+   +   T + C   +  G   F   LE MGA V  + E SV       
Sbjct: 221 SSAAFFWAGAAMVANSSVTTTDVCLNETRIG---FLRTLERMGANVVISNERSVGEERVG 277 
 
Query: 312 REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                   L    V  + +P   D     A+VA  A+ P+ ++D A  RVKET+R+  +  
Sbjct: 278 DVTVTTSELSGTVVEKDFIPSQIDELPLFALVASQANSPSIVKDAAELRVKETDRIDVVV 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           +EL KLG  +  G +   I  P +L+   + TY DHR++M   +A+ 
Sbjct: 338 SELRKLGVDI-VGTEDGFIVQPSRLHGGDVSTYGDHRLSMMLQVAS 382 
 
 
>ref|YP_612194.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruegeria sp. TM1040] 
 sp|Q1GK84.1|AROA_SILST RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF62932.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruegeria sp. TM1040] 
          Length = 450 
 
 Score =  106 bits (265), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 127/435 (29%), Positives = 204/435 (46%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +PG KS+S+R L+L A++ G T +  LL  EDV     A++  G  V      + 
Sbjct: 18  LKGEAHVPGDKSISHRSLILGAMAVGETKISGLLEGEDVLDTAKAMQAFGAEVVNHGGGE 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ E  +  GN+G  +R +  A+  +   AT+  D    + +RP 
Sbjct: 78  WSVFGVGVGGF-----AEPENVIDCGNSGTGVRLIMGAMATSPITATFTGDA--SLNKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V     +P   V+    + S+Q  SA+L+A    
Sbjct: 131 MARVTDPLALFGAQSVGREGGRLPMTIVGAAEPVP---VRYEVPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I++  +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 188 APG--KTVVIEREATRDHSE---RMLAGFGAEITVEDTKEGRVITLTGQPELKPQVIAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V G G    +  + +   L+ MGA +T+ E   T  G  
Sbjct: 243 RDPSSAAFPVCAALITPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTF-ENPRTEGGE 299 
 
Query: 311 PREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P      K+   +K I+V   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 300 PVADLRAKYSPDMKGIEVPPERAASMIDEYPVLSVVASFATGTTMMAGVKELRVKESDRI 359 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAI-DTYDDHRMAMAFS-LAACAEVPV 420 
            A+   L   G +VEEG D+  +    PE +      +++ DHR+AM+F  +   A+ PV 
Sbjct: 360 DAMAKGLRANGVTVEEGEDWWSVEGCGPEGVKGGGTAESFLDHRIAMSFMVMGMGAQNPV 419 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           ++ D      +FP + 
Sbjct: 420 SVDDGSPIATSFPIF 434 
 
 
>ref|ZP_01037287.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseovarius sp. 217] 
 gb|EAQ24222.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseovarius sp. 217] 
          Length = 439 
 
 Score =  106 bits (265), Expect = 6e-21,   Method: Compositional matrix adjust. 
 Identities = 130/448 (29%), Positives = 199/448 (44%), Gaps = 48/448 (10%) 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1401



 

 

 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG   +PG KS+S+R L+L ALS G TV+  LL  EDV     A+R  G  V  D+    
Sbjct: 9   LSGVADVPGDKSISHRSLILGALSVGETVITGLLEGEDVLDTAKAMRAFGAEVTRDETGS 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V  VG GG      A+ +  +  GN+G  +R +  A+  +   AT+  D    + +RP 
Sbjct: 69  WHVHGVGVGGF-----AEPDHVIDCGNSGTGVRLIMGAMATSPITATFTGDA--SLNKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP--------PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  +   L   G       G   P        PV +  +  +P  +VK          SA 
Sbjct: 122 MARVTDPLALFGTRSVGRAGGRLPMTIVGAADPVPIRYVVPVPSAQVK----------SA 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKS 244 
           +L+A   A G  +  +I++  +  + E   R++  FG +    ++ + R     GQ     
Sbjct: 172 VLLAGLNAPG--QTVVIEREATRDHTE---RMLAGFGAEIVTEETAEGRVITLTGQPELR 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   V  D SSA++ +  A I  G+ V V   G    +        L  MGA + + E  
Sbjct: 227 AQTIVVPRDPSSAAFPVCAALIVPGSDVLVPNIGLNPTR--AGLFTTLREMGADLEY-EN 283 
 
Query: 304 SVTVTGPP----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASW 356 
                G P    R  F    LK I+V   +   M D    L+VVA FA G T +R V    
Sbjct: 284 LREEGGEPVADLRARFS-PDLKGIEVPPERAASMIDEYPVLSVVASFATGETVMRGVKEL 342 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAFSLA 413 
           RVKE++R+ A+   L   G  VE+GPD+ I+      NV    T   + DHR+AM+F +  
Sbjct: 343 RVKESDRIEAMAAGLRAGGVEVEDGPDWWIVHGRGHGNVLGGQTCASHLDHRIAMSFMVM 402 
 
Query: 414 ACAEV-PVTIRDPGCTRKTFPDYFDVLS 440 
             A   PV++ D      +FP +  +++ 
Sbjct: 403 GMATTAPVSVDDASPIATSFPIFEHLMA 430 
 
 
>ref|NP_105914.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium loti 
           MAFF303099] 
 sp|Q98CC1.1|AROA_RHILO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAB51700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium loti 
           MAFF303099] 
          Length = 452 
 
 Score =  106 bits (264), Expect = 7e-21,   Method: Compositional matrix adjust. 
 Identities = 120/457 (26%), Positives = 199/457 (43%), Gaps = 56/457 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +SGT ++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +E  K  
Sbjct: 16  QALSGTARVPGDKSISHRSFMFGGLASGETRITGLLEGEDVMRTGAAMKAMGAHIE--KR 73 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               V+ G G    ++    E  L  GNAG   R     V       T++ D    +  R 
Sbjct: 74  GAEWVIRGTGNGALLQ---PEGPLDFGNAGTGSRLTMGLVGTYDMETTFIGDA--SLSGR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMA 189 
           P+G ++  L+Q+G  V      D  P+ ++G    P     ++  +   S+Q  SA+L+A 
Sbjct: 129 PMGRVLEPLRQMGVQVLKATPGDRMPITLHG----PKHAAPITYRVPMASAQVKSAVLLA 184 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKN 247 
                G     +I+ +++  + E   ++++ FG  +  E  +   R     GQ   + +  
Sbjct: 185 GLNTPGIT--TVIEPVMTRDHTE---KMLKGFGANLSVETDERGVRHIFIEGQGRLTGQT 239 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V GD SSA + L  A I  G+ +T+E       +  +     L+ MG ++         
Sbjct: 240 IAVPGDPSSAGFPLVAALIVPGSDITIENVLMNPTRTGLLL--TLQEMGGQIDILN---- 293 
 
Query: 307 VTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
               PR   G            LK + V   + P   D    LAV A FA+G T ++ +  
Sbjct: 294 ----PRNAGGEDVADLRVRYSELKGVAVPPERAPSMIDEYPVLAVAASFAEGETLMQGLE 349 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVTAIDTYDDH 404 
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             RVKE++R+ A+   L   G    EG     +            P  L+ T + T+ DH 
Sbjct: 350 ELRVKESDRLSAVANGLKLNGVDCTEGEASLAVRGRPGGKGLGGHPNGLDTT-VQTHLDH 408 
 
Query: 405 RMAMAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           R+AM+F +   A E PVTI D      +FP++  +++ 
Sbjct: 409 RIAMSFLVMGLATEKPVTIDDQAMIATSFPEFMGLMT 445 
 
 
>ref|ZP_05084505.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudovibrio sp. 
           JE062] 
 gb|EEA95441.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudovibrio sp. 
           JE062] 
          Length = 442 
 
 Score =  106 bits (264), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 123/438 (28%), Positives = 198/438 (45%), Gaps = 32/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS-VEADKAA 73 
           ++G +K+PG KS+S+R L+  AL+ G T +  LL SEDV     A+  +G   V  +    
Sbjct: 9   LNGQIKVPGDKSISHRSLMFGALALGKTTISGLLESEDVIGTANAMNAVGAKCVRQEDGT 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG G        + E  +  GNAG  +R L   + A+   A   + G   +  RP 
Sbjct: 69  WTVDGVGLGSLL-----EPEAPIDFGNAGTGVR-LAMGIFASHPIA-VTMTGDASLSGRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPL 192 
           +G ++  L+++G  V    G   P         +P   +V ++   S+Q  SA+L+A    
Sbjct: 122 MGRVLNPLREMGVQVVARNGDRLPASIRGSDNPIPITYRVPMA---SAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             G     +I+ + +  + E   +++  FG  +  E ++S +R     GQ    P++  V 
Sbjct: 179 TAGTT--TVIEPVATRDHTE---KMLVGFGAELNVEINESGERVITLQGQPKLQPQDITV 233 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT---ETSVT 306 
            GD SSA++ +  A IT G+ VTVEG      +  +     L  MGA +T +   E+    
Sbjct: 234 PGDPSSAAFPIVAALITPGSDVTVEGVLLNEHR--IGLITSLLEMGADITISNERESGGE 291 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             G  R  + +  LK I V   + P   D    L+V A FA G T +  +   RVKE++R 
Sbjct: 292 KIGDIRAKYSK--LKGITVPAGRAPSMIDEYPILSVAAAFAQGETVMLGLEELRVKESDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT-PPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVT 421 
           + A+   L   G    E  D   +T     +    + T+ DHR+AM+F  L   A  PV  
Sbjct: 350 LAAVARGLEANGIPCVEKQDSLTVTGGANNIGGGTVATHLDHRIAMSFLILGLAAHKPVQ 409 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           + D      +FP +  +  
Sbjct: 410 VDDAAPIATSFPTFLSMF 427 
 
 
>ref|ZP_05076700.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium HTCC2083] 
 gb|EDZ44360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacteraceae 
           bacterium HTCC2083] 
          Length = 441 
 
 Score =  106 bits (264), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 125/439 (28%), Positives = 199/439 (45%), Gaps = 30/439 (6%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G   +PG KS+S+R L+L A++ G T +  LL  EDV     A+R+ G  V      + + 
Sbjct: 11  GRADVPGDKSISHRALILGAMAVGETCITGLLEGEDVLDTGRAMRSFGAEVTDHGDGEWS 70 
 
Query: 77  VV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           V  VG GG      A+ E  +  GN+G  +R +  A+     + T    G   +  RP+  
Sbjct: 71  VHGVGVGGF-----AEPENVIDCGNSGTGVRLIMGAMATT--DITAAFTGDASLNSRPMA 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLAL 194 
            +   L   G      +G D   + +  +G      V+ +  + S+Q  SA+L+A   A  
Sbjct: 124 RVTDPLALFGTKA---VGRDGGRLPMTIVGAKEPVPVRYTTHVPSAQVKSAVLLAGLNAP 180 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYVEGD 253 
           G  +  +I+K  +  + E   R+++ FG +    D+ +   I   GQ    P+   V  D 
Sbjct: 181 G--QTVVIEKEATRDHTE---RMLQGFGAELTVEDTDEGHVITLTGQPELVPQVITVPRD 235 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++ +  A IT G+ V V   G    +      E L  MGA +++    +    P   
Sbjct: 236 PSSAAFPVCAALITEGSDVLVPNIGLNPTR--AGLFETLREMGADLSYENERIEGGEPMA 293 
 
Query: 313 EPFGR--KHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           +   R    +K I+V       M D    L+VVA  A GPT +R V   RVKE++R+ A+ 
Sbjct: 294 DLRARFSPDMKGIEVPPARAASMIDEYPVLSVVAANASGPTVMRGVKELRVKESDRIEAM 353 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAF-SLAACAEVPVTIR 423 
              L   G  VE+G D+ I+      NV       ++ DHR+AM+F  L   A  PV +  
Sbjct: 354 AVGLRANGVEVEDGSDWWIVQGCGMGNVQGGAECASHLDHRIAMSFLVLGMSAIKPVRVD 413 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           D G    +FP +  +++   
Sbjct: 414 DAGPIATSFPIFEPLMAAL 432 
 
 
>ref|ZP_05051528.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Octadecabacter 
           antarcticus 307] 
 gb|EDY77794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Octadecabacter 
           antarcticus 307] 
          Length = 469 
 
 Score =  106 bits (264), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 128/435 (29%), Positives = 196/435 (45%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +PG KS+S+R L+L AL+ G T +  LL  +DV     A+   G  V      + 
Sbjct: 37  LRGEAYVPGDKSISHRALILGALAVGETKITGLLEGQDVLDTGRAMEAFGAEVINHGGGE 96 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ E  +  GN+G  +R +  A+     + T    G   +  RP 
Sbjct: 97  WSVHGVGVGGF-----AEPENVIDCGNSGTGVRLIMGAMATC--DITVTFTGDASLNGRP 149 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L   G       G   P   V      P   V+    + S+Q  SA+L+A    
Sbjct: 150 MGRVTDPLALFGTQAVGREGGRLPMTIVGAKHATP---VRYMVPVPSAQVKSAVLLAGLN 206 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  E  +I+K  +  + E   R++  FG      D+ + R     GQ    P+   V  
Sbjct: 207 APG--ETVVIEKEATRDHTE---RMLVGFGADLTVEDTDEGRVITLVGQPELKPQTIIVP 261 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A +  G+ V V   G    +  + +   L+ MGA +T+ E   T  G  
Sbjct: 262 RDPSSAAFPVCAALLAEGSDVLVPNIGLNPTRAGLFY--TLQDMGADLTF-ENMRTEGGE 318 
 
Query: 311 PREPFGRKH---LKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P      ++   +  I+V       M D    L+VVA FA G T +R V   RVKE++R+ 
Sbjct: 319 PVADLRARYSPNMHGIEVPPARAASMIDEYPVLSVVAAFASGQTVMRGVRELRVKESDRI 378 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFSLAACA-EVPV 420 
            A+ T L   G +V+EGPD+ I+T     NV    T     DHR+AM+F +   A   P+ 
Sbjct: 379 DAMATGLRAAGVTVDEGPDWWIVTGLGFGNVAGGITAQSRLDHRIAMSFLVMGLATNAPM 438 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           ++ D G    +FP + 
Sbjct: 439 SVDDGGPIATSFPIF 453 
 
 
>ref|ZP_05275017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J2-064] 
          Length = 390 
 
 Score =  106 bits (264), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 98/357 (27%), Positives = 174/357 (48%), Gaps = 22/357 (6%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 155 
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           L +GN+G  +R +   +  AG +   V      + +RP+  +++ L+Q+GA +    G++ 
Sbjct: 48  LDIGNSGTTIRLMMGIL--AGRDFDTVXXXXESIAKRPMNRVMLPLQQMGAKMHGKDGSE 105 
 
Query: 156 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 215 
             P+ +NG   L   +  +  + S+Q  SA++ AA  A G+  I   +K       + T  
Sbjct: 106 FAPITINGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEGETIIHEKEK-----TRDHTE 159 
 
Query: 216 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVE 274 
            ++ +FG + E      R  +KGGQ + + +   V GD SSA++F+    IT G  + +  
Sbjct: 160 HMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDVSSAAFFIVAGLITPGSEIELT 216 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK--HLKAIDVNMNKMPD 332 
             G    +  +   +V+E MG  +   ++S + TG        K   LK  ++  + +P  
Sbjct: 217 HVGLNPTRTGI--FDVVEQMGGSLVVKDSSRS-TGKLAGTVVVKTSDLKGTEIGGDIIPR 273 
 
Query: 333 VAMTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 389 
           +   + V+AL A   +G T I+D A  +VKET R+ A+ TEL K+GA +    D  II   
Sbjct: 274 LIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAVATELNKMGADITPTEDGLIIRG 333 
 
Query: 390 PEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              L+   + +Y DHR+ M   +AA    E  V +  P     ++P +F+ + + +K 
Sbjct: 334 KTPLHAANVTSYGDHRIGMMLQIAALLVEEGDVELERPEAVSVSYPTFFEDIRSLLK 390 
 
 
>ref|ZP_02146464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phaeobacter 
           gallaeciensis BS107] 
 gb|EDQ12212.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phaeobacter 
           gallaeciensis BS107] 
          Length = 440 
 
 Score =  106 bits (264), Expect = 8e-21,   Method: Compositional matrix adjust. 
 Identities = 128/442 (28%), Positives = 206/442 (46%), Gaps = 32/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PG KS+S+R L+L AL+ G T +  LL  EDV     A++ +G  V        
Sbjct: 9   LTGIAEVPGDKSISHRSLILGALAVGETKISGLLEGEDVLDTAKAMQAMGAEVINHGGGN 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ E  +  GN+G  +R +   +  +    T+  D    + +RP 
Sbjct: 69  WSVHGVGVGGL-----AEPEQVIDCGNSGTGVRLIMGVMATSPITVTFTGDA--SLNKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   V      P   V+ +  + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGTQSVGRSGGRLPMTIVGAAEPTP---VRYTVPVPSAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+K  +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 179 APG--QTVVIEKEATRDHSE---RMLAGFGAEITVEDTDEGRVITLTGQPELKPQVIAVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V G G    +  + +   L+ MGA +T+ E      G  
Sbjct: 234 RDPSSAAFPVCAALITPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTF-ENMREEGGE 290 
 
Query: 311 PREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P      ++   +K IDV   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 291 PVADLRARYSPDMKGIDVPPERAASMIDEYPVLSVVASFATGKTMMTGVKELRVKESDRI 350 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT--PPEKL-NVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
            A+   L   G  VEEG D+  +T   PE +      +++ DHR+AM+F  +   A+ PV 
Sbjct: 351 DAMARGLRANGVMVEEGDDWWAVTGLGPEGVPGGGTCESFLDHRIAMSFMVMGMGAQKPV 410 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
           T+ D      +FP +  +++T  
Sbjct: 411 TVDDGTPIATSFPIFTPLMTTL 432 
 
 
>ref|YP_164847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruegeria pomeroyi 
           DSS-3] 
 gb|AAV97156.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruegeria pomeroyi 
           DSS-3] 
          Length = 448 
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 Score =  106 bits (264), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 129/444 (29%), Positives = 203/444 (45%), Gaps = 40/444 (9%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   +SG  ++PG KS+S+R L+L A++ G T +  LL  EDV     A+R  G  V   
Sbjct: 13  HPCGPLSGVAEVPGDKSISHRALILGAMAVGETRITGLLEGEDVLDTAKAMRAFGAEVTR 72 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                 +V  VG GG      A+ E  +  GN+G  +R +  A+  +  +AT+  D     
Sbjct: 73  HADGSWSVHGVGVGGF-----AEPEQVIDCGNSGTGVRLIMGAMATSPISATFTGDA--S 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALL 187 
           + +RP+  +   L   GA      G   P   V     +P   V+    + S+Q  SA+L 
Sbjct: 126 LNKRPMARVTDPLALFGAQAVGREGGRLPMTIVGAADPVP---VRYEVPVPSAQVKSAVL 182 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G  +  +I+K  +  + E   R++  FG  V  E +D      + G  + K P 
Sbjct: 183 LAGLNAPG--QTVVIEKEATRDHSE---RMLAGFGAEVTVEDTDEGRVITLTGRPELK-P 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V  D SSA++ +  A IT G+ V V G G    +        L  MGA +T+ E   
Sbjct: 237 QVIAVPRDPSSAAFPVCAALITPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY-ENE 293 
 
Query: 305 VTVTGPPREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            T  G P      ++   +K I V   +   M D    L+VVA  A G T +  V   RV 
Sbjct: 294 RTEGGEPVADLRARYSPDMKGITVPPERAASMIDEYPVLSVVAANAQGVTMMGGVKELRV 353 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI------DTYDDHRMAMAFS- 411 
           KE++R+ A+   L   G +VEEG D+  +     L +  +      +++ DHR+AM+F   
Sbjct: 354 KESDRIDAMARGLRANGVTVEEGDDWWAV---HGLGIGKVPGGGTCESFLDHRIAMSFMV 410 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDY 435 
           +   A+ PV++ D      +FP + 
Sbjct: 411 MGMGAQAPVSVNDGSPIATSFPIF 434 
 
 
>ref|YP_001960561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           phaeobacteroides BS1] 
 sp|B3ENJ1.1|AROA_CHLPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACE05080.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           phaeobacteroides BS1] 
          Length = 435 
 
 Score =  106 bits (264), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 114/444 (25%), Positives = 201/444 (45%), Gaps = 43/444 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA------K 74 
           LP  KS+++R  L+ A+++GTT + N     D    LG L+  G++V  +K          
Sbjct: 11  LPPDKSIAHRAALIGAVADGTTEISNFSGGFDNQSTLGVLQACGIAVHQEKLKGPNGLIS 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G + +  ++ E  L   N+G  MR     + A    +   L G   + +RP+ 
Sbjct: 71  RNVVIHAQGFWSL--SRPEKDLMCNNSGSTMRMFAGILAAQPFESR--LAGDSSLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GADV      +  PV + G   L     +L    S+Q  S + +AA  A  
Sbjct: 127 QRVAHPLRLMGADV-ALSSDNTAPVAIRGTTHLRPIDYELPVP-SAQVKSLVALAALHAE 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  E  +I+ L S  + E+ L      G+K E         I  G+K    K  ++ GD  
Sbjct: 185 G--ESRVIETLPSRNHTELML------GLKVEALSDGRSAVIIPGRKTVPAKPFHIPGDP 236 
 
Query: 255 SSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-------- 304 
           S+A + +A   ++ G+  V  + C   +  G   +  VL   GA+++              
Sbjct: 237 SAACFIIALGLLSAGSEIVVRDVCLNPTRTG---YMGVLLGAGAEISMENIRFAGGEKIG 293 
 
Query: 305 --VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             +    P  +P        +  +++++P     LAV++  A G   + + A  R KE++ 
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Sbjct: 294 DVLVRHSPSMKPLSISDPAVVANSIDEIP----MLAVLSACATGAFELYNAAELRAKESD 349 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLA-ACAEV 418 
           R+ A+   L ++G   +E  D   +T  + +  T   AID+YDDHR+AM+F++A     + 
Sbjct: 350 RISAVVDNLERIGFVCDEYADGFAVTGRKDVTPTGKVAIDSYDDHRIAMSFAIADRVVPM 409 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
            + I D      +FPD+F+++ +  
Sbjct: 410 ELDISDAKVIGVSFPDFFEIIESL 433 
 
 
>ref|YP_003505660.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Denitrovibrio 
           acetiphilus DSM 12809] 
 gb|ADD69704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Denitrovibrio 
           acetiphilus DSM 12809] 
          Length = 426 
 
 Score =  106 bits (264), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 122/442 (27%), Positives = 202/442 (45%), Gaps = 45/442 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           GTV++P  KS+S+R  +L ++++G   V+D LL S D    + A+R +G+  E        
Sbjct: 12  GTVRVPSDKSISHRSFMLLSMAKGRGRVIDPLL-SADTKATMAAMRAVGVQFEE---TVN 67 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
             V+   G    ++  + +     N+G + R LT     A  N  YVL G   MR+RP+  
Sbjct: 68  GFVITSDGYQNFKEPSDVIDCM--NSGTSARLLTGVF--APTNKYYVLTGDNSMRKRPMD 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG--GKVKLSGSI-SSQYLSALLMAAPL 192 
            +++ L ++GA           P+ +     LP     V+L+ S  S+Q  SA+L+A    
Sbjct: 124 RVILPLTEMGAKFAARDNGSKLPLTI-----LPSVTNPVELTASTKSAQVKSAILLAGVQ 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G       +K ++  + E+ L       + A  +    +  ++G    +S  +  V G 
Sbjct: 179 TEG--VTTYTEKAVTRNHTEIMLS-----ALGANLTVDGLKISVEGAADLRSI-DVVVPG 230 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FL G  +   + + +E  G    +  +    VL  MG K    E      G   
Sbjct: 231 DFSSAAFFLGGTLMFDNSELILENVGLNPTRSGM--LNVLTQMGVKY---EIDSERGGA- 284 
 
Query: 312 REPFGRKHLKAI---------DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            E  G   +K+          D+  N + ++ M +A + LFA+ P  IR+    RVKE++ 
Sbjct: 285 -EKLGDICIKSQSFEGCTIDGDIVANMIDELPM-VATLGLFANSPVTIRNAKELRVKESD 342 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAM-AFSLAACAEVPV 420 
           R+ A    L +LGA VEE  D   + P + +N  A +  +DDHRMAM A  LA      + 
Sbjct: 343 RIEATLYNLRQLGAEVEEYEDGMKVYPIKSVNDKAELKAFDDHRMAMIAIMLAKRFGGNI 402 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
           T+ D  C   +FP + +   +  
Sbjct: 403 TVDDMQCVDVSFPTFIETFESL 424 
 
 
>ref|ZP_04866271.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_TCH959] 
 gb|EES92882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_TCH959] 
          Length = 435 
 
 Score =  105 bits (263), Expect = 9e-21,   Method: Compositional matrix adjust. 
 Identities = 119/448 (26%), Positives = 207/448 (46%), Gaps = 42/448 (9%) 
 
Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ ++ D   ++ VV   G  +   +   +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVEIKEDD--EKLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
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           VL G   + +RP+  ++  LK + A+++       P    P  + GI      K++++   
Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKSMNANIEGIEDNYTPLIIKPSVIKGI----NYKMEVA-- 169 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A   +L   E  II +L +S  + E    +   F +  E ++        
Sbjct: 170 -SAQVKSAILFA---SLFSKEPTIIKELDVSRNHTET---MFSHFNIPIE-AEGLSINTT 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               +Y  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PEAIRYIKPADFHVPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|ZP_01224478.1| prephenate [marine gamma proteobacterium HTCC2207] 
 gb|EAS46974.1| prephenate [marine gamma proteobacterium HTCC2207] 
          Length = 749 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 118/439 (26%), Positives = 200/439 (45%), Gaps = 47/439 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +++PG KS+S+R ++L +++EG T V   L  ED    L A R +G+ +E      R  
Sbjct: 326 GDIRVPGDKSMSHRSIMLGSIAEGMTEVTGFLEGEDSLATLQAFRGMGVIIEGPDQG-RV 384 
 
Query: 77  VVVGC---GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           V+ G    G K P +       L+LGN+G +MR L+  +  AG      L G   +  RP 
Sbjct: 385 VIHGVGLHGLKAPTK------PLYLGNSGTSMRLLSGLL--AGQTFDVELTGDESLSGRP 436 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI----SSQYLSALLMA 189 
           +  +   L ++GA ++   G   PP+ + G     G K+K    +    S+Q  S +L+A 
Sbjct: 437 MARVADPLAEMGAVIETAPGGR-PPMLIKG-----GNKLKPIDYVLPMASAQVKSCVLLA 490 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              A G+        +   P  + + R++  FG       S  +  + GG    + +    
Sbjct: 491 GLYAEGETS-----TIEPAPTRDHSERMLRGFGYSVVSDGS--KASLSGGGSLTATR-ID 542 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V  D SSA++F+  AAIT G+ +T+   G    +  V    +L  MG  +  +     V  
Sbjct: 543 VPADISSAAFFMVAAAITPGSDITLRHVGVNPTR--VGVINILRQMGTSIELSNEK-EVG 599 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASWRVKE 360 
           G   EP     ++  ++N   +P+  + LA        V A  A G T +      RVKE 
Sbjct: 600 G---EPVADIRIRYAELNGIVIPEDQVPLAIDEFPVLFVAAACATGETVLTGAEELRVKE 656 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVP 419 
           ++R+ ++   L  LG   +   D   I   + L    + ++DDHR+AMAF++A   ++   
Sbjct: 657 SDRIQSMADGLVTLGIDAQSTADGIRIQGGQ-LGSGTVHSHDDHRIAMAFAIAGLRSQGE 715 
 
Query: 420 VTIRDPGCTRKTFPDYFDV 438 
           + I +      +FP + D+ 
Sbjct: 716 IEIIECNNIATSFPGFVDL 734 
 
 
>ref|ZP_05739280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Silicibacter sp. 
           TrichCH4B] 
 gb|EEW60351.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Silicibacter sp. 
           TrichCH4B] 
          Length = 450 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
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 Identities = 126/435 (28%), Positives = 204/435 (46%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +PG KS+S+R L+L A++ G T +  LL  EDV     A++  G  V      + 
Sbjct: 18  LKGEAHVPGDKSISHRSLILGAMAVGETKISGLLEGEDVLDTAKAMQAFGAEVINHGGGE 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ E  +  GN+G  +R +  A+  +   AT+  D    + +RP 
Sbjct: 78  WSVFGVGVGGF-----AEPENVIDCGNSGTGVRLIMGAMATSPITATFTGDA--SLNKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V     +P   V+    + S+Q  SA+L+A    
Sbjct: 131 MARVTDPLALFGAQSVGREGGRLPMTIVGAAEPVP---VRYEVPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I++  +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 188 APG--KTVVIEREATRDHSE---RMLAGFGAEITVEDTEEGRVITLTGQPELKPQVIAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A +T G+ V V G G    +  + +   L+ MGA +T+ E   T  G  
Sbjct: 243 RDPSSAAFPVCAALVTPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTF-ENPRTEGGE 299 
 
Query: 311 PREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P      K+   +K I+V   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 300 PVADLRAKYSPDMKGIEVPPERAASMIDEYPVLSVVASFATGTTMMAGVKELRVKESDRI 359 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAI-DTYDDHRMAMAFS-LAACAEVPV 420 
            A+   L   G +VEEG D+  +    PE +      +++ DHR+AM+F  +   A+ PV 
Sbjct: 360 DAMAKGLRANGVTVEEGEDWWSVEGCGPEGVKGGGTAESFLDHRIAMSFMVMGMGAQNPV 419 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           ++ D      +FP + 
Sbjct: 420 SVDDGSPIATSFPIF 434 
 
 
>ref|YP_002121647.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenobaculum sp. 
           Y04AAS1] 
 gb|ACG57669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hydrogenobaculum sp. 
           Y04AAS1] 
          Length = 427 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 122/445 (27%), Positives = 207/445 (46%), Gaps = 38/445 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++++ +++I   +++P  KS+S+R ++  AL+ GT+ + N L +ED    L   R LG++ 
Sbjct: 1   MIIKKVEKIEKELRVPSDKSISHRSVMFGALASGTSYIKNWLVAEDTLATLDIFRKLGIN 60 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           +  +      ++   GGK   E  KE E  L   N+G   R +T+ + A G N   VL G 
Sbjct: 61  IRRENN----ILEIKGGK---EYFKEPEDILDAKNSGTTAR-ITSGILA-GFNFFSVLTG 111 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +++RP+  +   L  +GA +         P+ + G G L GG  + +   S+Q  S  
Sbjct: 112 DESLKKRPMKRVTRPLSLMGATIIGREDASLLPIAIKG-GDLIGGSFE-NKEASAQVKSC 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH-SDSWDRFYIKGGQKYKS 244 
           +L+A  LA  +   E+I+   S  + E   R++   G      S++     IK G    + 
Sbjct: 170 ILLAGFLAKENTITEVIEPYTSRDHTE---RMLSSMGADINIISNNKHIVKIKSGGVL-N 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE-- 302 
           P N  V  D SSA++  A A +T  +  V      +   D  F +  +M GA + +     
Sbjct: 226 PINIDVPADPSSAAFIAALAILTKDSYVVLKDVLINPTRDGFFRKAKDM-GANINYINKR 284 
 
Query: 303 -------TSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
                    + V   P       +LKAI ++   +P   D    L+V+  FA+G + ++  
Sbjct: 285 HQNGEDIADIEVRYSP-------NLKAISIDEKDVPSLIDEIPILSVLMCFAEGISLVKG 337 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS- 411 
               R KE++R+ AI   L   GA +EE  D   I  P KL +  I ++ DHR+AM+ S  
Sbjct: 338 AKELRKKESDRIRAIYVNLKNAGAIIEEFEDGFSIKGPCKLKLKEIKSFKDHRIAMSMSI 397 
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Query: 412 LAACAEVPVTIRDPGCTRKTFPDYF 436 
           L         + DP C   ++P++F 
Sbjct: 398 LGMVLGTEAELDDPECVSISYPNFF 422 
 
 
>ref|YP_580471.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Psychrobacter 
           cryohalolentis K5] 
 gb|ABE74987.1| prephenate dehydrogenase / 3-phosphoshikimate 
           1-carboxyvinyltransferase [Psychrobacter cryohalolentis 
           K5] 
          Length = 780 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 118/457 (25%), Positives = 209/457 (45%), Gaps = 54/457 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   +SGT+ +PG KS+S+R ++L +L+ G T V   L  ED    L A R +G+++E 
Sbjct: 332 ITPSNTVSGTIAIPGDKSISHRSIMLGSLATGVTKVTGFLEGEDALATLQAFRDMGVTIE 391 
 
Query: 69  ADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                   +  VG  G  P      +  L++GN+G +MR L+  + A   ++  VL G   
Sbjct: 392 GPDNGNLTIHGVGMNGLKP-----SKTPLYMGNSGTSMRLLSGILAAQAFDS--VLTGDT 444 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG--GLPGGKVKLSGSI-SSQYLS 184 
            + +RP+  +   L+++GA +         P+ + G    G P   V+    + S+Q  S 
Sbjct: 445 SLNKRPMERVAAPLREMGAVIQSTGQKGTAPLSITGRDSVGKPLQGVEYDMPVASAQIKS 504 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            LL+A   A G          ++ P V  + T R++  FG     +   +R  ++GG    
Sbjct: 505 CLLLAGLWAEGTTT-------VTQPEVSRDHTERMLSAFGYPV--TVDGNRISVEGGGAL 555 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               N  V  D SSA++F+  AAI+ G+ +T++  G    +  +   ++L++M A ++ + 
Sbjct: 556 TG-GNIAVPADISSAAFFMVAAAISQGSELTLKQVGINPTRTGI--IDILKLMQADISLS 612 
 
Query: 302 -ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRD 352 
            ET V       EP     +++ ++   ++P+  + LA        + A  A G T +   
Sbjct: 613 NETHVG-----GEPVADITIRSSNLVGIEIPEYLVPLAIDEFPVLFIAASCAQGRTVLTG 667 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT------PPEKLNVTA-------ID 399 
               RVKE++R+  +   L  LG       D  II           +N +        I  
Sbjct: 668 AKELRVKESDRIAVMAEGLQTLGVDCTVTEDGLIIEGKGVVGQSNDVNNSQSVFGGGHIV 727 
 
Query: 400 TYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDY 435 
           ++ DHR+AM+F++A+  A   +TI        +FP + 
Sbjct: 728 SHHDHRIAMSFAVASLRASKQITIEGVETVNTSFPGF 764 
 
 
>ref|YP_002575765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter lari 
           RM2100] 
 gb|ACM64514.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter lari 
           RM2100] 
          Length = 428 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 117/438 (26%), Positives = 202/438 (46%), Gaps = 28/438 (6%) 
 
Query: 9   LQPIKEISGTVK-LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           + PI   +  ++ +   KS+S+R  + + L++GT  + N L ++D  + L  ++ LG  V 
Sbjct: 3   ISPIGSFTAELEDIASDKSISHRFAIFSLLTQGTCKIKNYLKAQDTLHTLAIIQALGAEV 62 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           E        V +    K P         L  GN+G AMR L   ++A   +  +VL G   
Sbjct: 63  EEIDG---LVYI----KAPKHIKSPNCVLDCGNSGTAMRLLIGLLSAI-EDEFFVLSGDC 114 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+  +   L  LGA +      +  P+ + G   L G   K S   S+Q  SAL+ 
Sbjct: 115 YLNARPMKRVSEPLMSLGAKIYGRANANLAPICIQG-AKLDGFNYK-SNIASAQVKSALI 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG---QKYKS 244 
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           +AA  A  +   + I+  +S  + E+ L  M   G   E+ +  D+ +IK     +K K+ 
Sbjct: 173 LAALFAKKESYFKEIE--LSRDHSEIILNKM---GACIEYLNE-DKTFIKINPLKEKLKA 226 
 
Query: 245 PKNAYVEGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +   V  D SSA YF LA   +    V ++       +  ++  ++LE MGAK+++  T 
Sbjct: 227 FQ-VCVPNDPSSAFYFALAACILPNSKVVLKNVLLNKTR--IEAFKILEKMGAKISYNIT 283 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +               LKA++V  N+  + D    LA+    A G + I++    RVKE+ 
Sbjct: 284 NEDFESIGEICVESAPLKAVNVSENIAWLIDEIPALAIAFACAQGKSIIKNAKELRVKES 343 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +R+ +I   L K G  ++E  D   +   E      I ++ DHR+AM+F L       +  
Sbjct: 344 DRIKSIVLNLQKCGIKIKEFEDGFEVEGGEA-KSAKIKSFGDHRIAMSF-LILGLRCGME 401 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           + D  C + +FP++ ++L 
Sbjct: 402 VDDSECIKTSFPNFVEIL 419 
 
 
>ref|YP_892408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter fetus 
           subsp. fetus 82-40] 
 sp|A0RQC5.1|AROA_CAMFF RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABK82992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter fetus 
           subsp. fetus 82-40] 
          Length = 425 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 114/402 (28%), Positives = 181/402 (45%), Gaps = 36/402 (8%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           K+   KS+S+R  + + LS+  + + N L +ED    L  +  LG  VE            
Sbjct: 16  KVSSDKSISHRCAIFSLLSDKVSKISNYLEAEDTMNSLKIIEKLGAKVEFK--------- 66 
 
Query: 80  GCGGKFPVEDAKEEVQ----LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
              G + +   K+ V     L  GN+G AMR     +  AG +  +VL G   + ERP+  
Sbjct: 67  --NGVYLITPPKKIVSPNAILECGNSGTAMRIFMGLL--AGCDGFFVLSGDKYLNERPMK 122 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLAL 194 
            +   L Q+GA +D   G DC       I G        + S+ S+Q  +AL++A   +  
Sbjct: 123 RVASPLMQIGAKID---GRDCANKAPLAIRGGELNYFAYNSSVASAQVKTALILAGLCSA 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ-KYKSPKNAYVEGD 253 
           G    +  +  +S  + E  L      G+ A+ S S     +K  +  Y  P    V  D 
Sbjct: 180 G---CKFKEPELSRDHSERML-----LGMGAQISQSGLEIEVKPLKGAYLKPLILDVPND 231 
 
Query: 254 ASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SS  ++ +A A I G  + ++       +  ++  +VLE MGAK+T+T+TS T       
Sbjct: 232 PSSCFFYAVAAAIIPGSKIIIKNILLNKTR--IEAYKVLEKMGAKITYTKTSSTYEDIGD 289 
 
Query: 313 EPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  LK++DVN N   + D A  LA+    A+G + +++    RVKE +R+       
Sbjct: 290 ICVQYSELKSVDVNQNISWLIDEAPALAIAFACANGVSTLKNAKELRVKECDRIAITVAA 349 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           L K G    E  D   I    K N   ID++ DHR+AM+F++ 
Sbjct: 350 LKKCGIEAVELEDGFSIKGG-KPNSATIDSHGDHRIAMSFAI 390 
 
 
>ref|YP_031813.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella quintana 
           str. Toulouse] 
 sp|Q6G0X3.1|AROA_BARQU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAF25595.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella quintana 
           str. Toulouse] 
          Length = 442 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
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 Identities = 118/450 (26%), Positives = 204/450 (45%), Gaps = 49/450 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +K+PG KS+S+R L+L  L+ G T +  LL S+DV     A++ +G  +   K A  
Sbjct: 15  LSGKIKIPGDKSISHRSLILGGLANGETHIHGLLESDDVLNTAAAMQAMGACI--IKKAD 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R ++ G G    +   K    L  GNAG   R +   V       T++ D    + +RP+ 
Sbjct: 73  RWIIRGTGNGCLLAAEKP---LNFGNAGTGARLVMGMVGPYHMKTTFIGDA--SLSKRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----------PVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G ++  L+ +G +++   G   P          P+R          ++ ++   S+Q  S 
Sbjct: 128 GRILNPLRLMGVEIEATHGDRLPLTLYGPKMANPIRY---------RIPIA---SAQVKS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKY 242 
           A+L+A     G     +I+ +++  + E   ++++ FG + E     +  RF    GQ + 
Sbjct: 176 AILLAGLNTAGTT--TVIEPILTRDHTE---KMLKAFGAELEIKTDAEGTRFIHLNGQPH 230 
 
Query: 243 KSPKNAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            + +  ++ GD SSA++  +A   +    +T+E       +  +   E L  M AK+    
Sbjct: 231 LTGQTIHIPGDPSSAAFPIIAALLVENSDITIENVLIN--KSRMGLIETLWEMDAKIELL 288 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
               T  G        K   LK + V   + P   D    LAV A FA+G T +  +    
Sbjct: 289 NQHKT-GGENVADLRVKSSMLKGVTVPKERAPSMIDEYPALAVAAAFAEGKTVMLGIDEL 347 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSL- 412 
           RVKE++R+ A+   L       EEG D+ I+   +  + L    + T+ DHR+AM+F +  
Sbjct: 348 RVKESDRLSALAQGLKINHVDCEEGKDFLIVHGKSSAKGLGGGHVTTHLDHRIAMSFLIF 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
              +E PVTI D      +FP++   +    
Sbjct: 408 GLVSEKPVTIDDKRMIATSFPEFIPFIQQL 437 
 
 
>ref|ZP_01039983.1| 5-enolpyruvylshikimate-3-phosphate synthase [Erythrobacter sp. 
           NAP1] 
 gb|EAQ30454.1| 5-enolpyruvylshikimate-3-phosphate synthase [Erythrobacter sp. 
           NAP1] 
          Length = 438 
 
 Score =  105 bits (263), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 132/445 (29%), Positives = 205/445 (46%), Gaps = 39/445 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS-VEADKAA 73 
           + G +++PG KS+S+R L+ A L+ G + +  LL  EDV     A+R LG   V  D    
Sbjct: 12  LKGRLRVPGDKSISHRALMFAGLAVGESRIAGLLEGEDVLATAAAMRQLGARIVREDDGT 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R    G G        +    L +GN+G + R +   + + G  AT++ D    +  RP 
Sbjct: 72  WRVNGAGLGSLI-----EPRAALDMGNSGTSTRLMMGLLASHGLTATFIGDA--SLSGRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  ++  L Q+GA  +   G   P +     G  P   V     + S+Q  SA+L+A    
Sbjct: 125 MNRVIEPLSQMGASFEASAGGTLPCMLR---GASPAVPVTYRLPVASAQVKSAVLLAGLN 181 
 
Query: 193 ALGDVEIEIIDKLIS-IPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGGQKYKSPKNAYV 250 
             G      I ++I  I   + T R++  FG   E S ++ +R     G+    P +  V 
Sbjct: 182 TPG------ITRVIEPIATRDHTERMLRGFGANLEVSEENGERVIAIHGEADLKPMDVTV 235 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++FL  A+I  G+ + VE  G    +  +    VL+ MGA +   +    V G 
Sbjct: 236 PGDPSSAAFFLVAASIVPGSDLVVENVGLNPTRAGI--VTVLKQMGADIKELDPR-EVGG 292 
 
Query: 310 PPREPFGRKH--LKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      +H  LK I+V+   +  M D    L V A  A+G T    +   RVKE++R+ 
Sbjct: 293 EPVADLRVRHAPLKGIEVDPAIVPSMVDEFPVLFVAAAMAEGTTTTTGLEELRVKESDRI 352 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEKLNVTA---IDTYDDHRMAMAFSLAACAE-- 417 
             +   LT  GA VEE  D   I  T  E L  T+   + T+ DHR+AM+ ++A  A    
Sbjct: 353 SVMAAALTAAGARVEEHEDGLTIHGTGGEPLRGTSNARVKTHLDHRIAMSMAVAGLASRD 412 
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Query: 418 -VPVTIRDPGCTRKTFPDYFDVLST 441 
            V +   DP  T  +FP +  +L + 
Sbjct: 413 GVEIDDTDPIAT--SFPTFMQMLES 435 
 
 
>ref|YP_379927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           chlorochromatii CaD3] 
 sp|Q3AQ41.1|AROA_CHLCH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB28884.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           chlorochromatii CaD3] 
          Length = 435 
 
 Score =  105 bits (262), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 119/443 (26%), Positives = 205/443 (46%), Gaps = 49/443 (11%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA------AK 74 
           LP  KS+S+R  ++AALSEGTT + N     D    LG LR  G+ V+ ++          
Sbjct: 11  LPPDKSISHRAAMIAALSEGTTEITNFSAGFDNQSTLGVLRNAGIVVQQEEVQGAHGRTM 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G +        +Q    N+G  MR ++  + A     T + D    + +RP+ 
Sbjct: 71  RRVVITSNGLWSFTPPTAPLQ--CNNSGSTMRMMSGILAAQPFQCTLIGDA--SLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             +   L+Q+GA ++  L  D   P+ ++G   L   + +L  + S+Q  S +  AA  A 
Sbjct: 127 KRVADPLRQMGATIE--LSPDGTAPIHISGTKELRSLEYRLPVA-SAQVKSLIAFAALHA 183 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G  E  II+ L S  + E+ L L E    K E      R  +  GQ+  + K  ++  D 
Sbjct: 184 EG--ETRIIEPLQSRDHTEVMLGL-ETIVKKDE------RIIVVPGQQRIAAKPFFIPAD 234 
 
Query: 254 ASSASYFLAGAAITGGT--VTVEGC------GTTSLQGDVKF---AEVLEMMGAKVTWTE 302 
            S+A + +A   +  G+  V  + C          L  + K     +   ++G ++     
Sbjct: 235 PSAACFIIALGLLARGSEIVIRDVCLNPTRAAYLDLLAEAKAGIGVDNQRVIGGEIIGDI 294 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
               + G   EP      + +   ++++P     LAV++ FA G   + + A  R KE++ 
Sbjct: 295 LIDNLNG--IEPLHISDPQLVAFIIDEIP----MLAVLSAFATGSFELHNAAELRTKESD 348 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           R+ A+   L +LG + E+ PD  ++      P  K+    I+++DDHR+AM+F++AA A  
Sbjct: 349 RIEALVVNLQRLGFACEQYPDGFVVKKRTEVPQGKVT---IESFDDHRIAMSFAIAAQAT 405 
 
Query: 418 -VPVTIRDPGCTRKTFPDYFDVL 439 
              + I D      +FP++F +L 
Sbjct: 406 GEALDISDIEVVGVSFPNFFSLL 428 
 
 
>ref|NP_782223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium tetani 
           E88] 
 sp|Q894D2.1|AROA_CLOTE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAO36160.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium tetani 
           E88] 
          Length = 439 
 
 Score =  105 bits (262), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 121/445 (27%), Positives = 201/445 (45%), Gaps = 41/445 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+  T +LPG KS+ +R LL+ AL +G   + N   S D    L  +  LG+ V   K   
Sbjct: 20  EVKKTYELPGDKSVGHRSLLIGALPKGEYKIRNFPQSRDCLTTLKIMEELGVKV---KVL 76 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           K  ++V   G    E+ K+++     GN+G   R L A + A  G  T ++ G   +  R 
Sbjct: 77  KDYILVNSPG---YENFKKKIDYIDCGNSGTTSR-LIAGILAGVGVETNLV-GDKSLSIR 131 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  +V  L  +GA+++  +  D  P+   G G L G    +  + S+Q  S +L+A  L 
Sbjct: 132 PMKRIVDPLNSMGANIE--MEKDHMPLIFKGNGELKGIDYTMEIA-SAQVKSCILLAGFL 188 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERF--GVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           + G  ++  +      P  + T R+++     +K E+ +      I+        K+ YV 
Sbjct: 189 SEGVTKVRELS-----PTRDHTERMLKYIEGNIKIENKE------IEIENSTIKSKDIYV 237 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            GD SSA+Y +A  AI G    +        +   K+ ++L+ MGA + + E +    G  
Sbjct: 238 PGDISSAAYIIA-CAILGEDCEIILENVLLNENRRKYLDLLKKMGANLKYLEKN-QCNG- 294 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             E  G        LK I +     P   D    ++++A FA+G T   +V   + KE++ 
Sbjct: 295 --EHVGNILVKSSFLKGISIGKEITPYIIDEIPIISLIASFAEGKTIFENVEELKYKESD 352 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPP-EKLNV-TAIDTYDDHRMAMAFSLAACAEVPV 420 
           R+ AI   L  LG   E   +  II     K+N    I T++DHR+A+ F  +A       
Sbjct: 353 RIKAIMVNLKSLGVKTELVENNLIIYGGLSKINKEINIRTFNDHRIALTFLCSAMRNSEK 412 
 
Query: 421 T-IRDPGCTRKTFPDYFDVLSTFVK 444 
           T I +  C   +FP+  +    F + 
Sbjct: 413 TYIDNWDCVAISFPNSLNYFKDFFR 437 
 
 
>ref|ZP_06440909.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerobaculum 
           hydrogeniformans ATCC BAA-1850] 
 gb|EFD23875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerobaculum 
           hydrogeniformans ATCC BAA-1850] 
          Length = 437 
 
 Score =  105 bits (262), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 126/455 (27%), Positives = 203/455 (44%), Gaps = 50/455 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I ++P + I G +K+PG KS+S+R  LL +LS     V+N    ED    L  LRT+G   
Sbjct: 2   IEIRPQEGIVGEIKVPGDKSISHRAALLGSLSREGIEVENFSPGEDCASTLSCLRTMGCE 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V  D  + +  V    G     D      L  GN+G   R +   ++    N   V+ G  
Sbjct: 62  VNRDAVSGKVSVKAPDGLKEPSDV-----LDAGNSGTTARLILGLISGIP-NIFAVITGD 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             ++ RP+G +   L  +GA +D     +  P+ V G   L GG   L  + S+Q  +A+ 
Sbjct: 116 ESLKRRPMGRVAKPLVVMGAKIDGREFGEKLPLAVRG-RKLTGGVHTLQVA-SAQVKTAI 173 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L A   A G   +  I+  ++  + E+   ++E  G+           + KG +    P  
Sbjct: 174 LFAGLRAQGATTV--IEPTLTRDHTEI---MLEHLGIP---------IFRKGLKVTVYPA 219 
 
Query: 247 NAY------VEGDASSASYFLAGAAITGGT------VTVEGCGTTSLQGDVKFAEVLEMM 294 
           +        + GD S+A++++  AAIT  +      V V    T  L+       VL+ M 
Sbjct: 220 STLKGASWTIPGDFSAAAFWIVAAAITEKSELQIKKVNVNPTRTGLLR-------VLQRM 272 
 
Query: 295 GAKVTWTETSVTVTGPPR------EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
           G  + +      ++G  R           K  K +   +  M D    LAV A  A+G T 
Sbjct: 273 G--LDYNIEDEILSGGERMATITVRSSSLKGTKVMPEEIPSMIDELPVLAVAATQAEGTT 330 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
            IRD    RVKE++R+ A+   L ++GA +EE  D  II    KL+   + ++ DHR+AM 
Sbjct: 331 EIRDAGELRVKESDRIHAMTEGLKRMGAQIEELQDGWIIKGKTKLSGARLKSFGDHRIAM 390 
 
Query: 409 AFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           A ++A   A+  V +    C   ++P +F+ L    
Sbjct: 391 ALTVAGLAADDSVILEGESCVHISYPSFFEDLKAL 425 
 
 
>ref|NP_711439.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           interrogans serovar Lai str. 56601] 
 sp|Q8F6P5.1|AROA_LEPIN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAN48457.1|AE011307_10 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospira 
           interrogans serovar Lai str. 56601] 
          Length = 440 
 
 Score =  105 bits (262), Expect = 1e-20,   Method: Compositional matrix adjust. 
 Identities = 121/455 (26%), Positives = 202/455 (44%), Gaps = 53/455 (11%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           S  +++PG KSLS+R +L AALS+G + V   L +ED    + A   LGL V+  K  +  
Sbjct: 10  SREIEVPGDKSLSHRSVLFAALSKGKSKVTGFLEAEDPLNTMSAFAKLGLKVQKVKPGEY 69 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA--GGNATYVLDGVPRMRERP 133 
                   K         V L  GNAG  +R L+A +     G NAT  L G   +++RP 
Sbjct: 70  EFESPGKNKL----VSPNVDLDFGNAGTGIR-LSAGLICGLPGINAT--LTGDNSLKKRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G ++  L  +GA +      +  P+++ G   L G   +    I+S  + + LM A ++ 
Sbjct: 123 MGRIIKPLSSMGASIVGLGEKETAPLKIEG-KKLKG--FRYESPIASAQVKSCLMLAAIS 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYKSPKNA 248 
             + ++E  + ++S  + E   R +   G K E       F IK      G +++ P    
Sbjct: 180 -SETDLEYSENILSRDHTENMFRFL---GNKIEQISPL-HFKIKPPYVLNGGEFRVP--- 231 
 
Query: 249 YVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV-- 305 
              GD SSA++FL  G     G + ++  G    +  +  A  L+ MGAK+      +   
Sbjct: 232 ---GDISSAAFFLVLGVLAKEGNLLIKNIGLNPARTGILTA--LQSMGAKIEIQNKRIEC 286 
 
Query: 306 --TVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
             TV      P    +LK  ++  + +P   D    L+V   FA+G   IR     R KE 
Sbjct: 287 GETVGDLKTYP---SNLKKSNIPESLIPSIIDEIPILSVAGFFAEGGFEIRHAEELRAKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPD-YCIITPPEK----------LNVTAIDTYDDHRMAMA 409 
           ++R+  + +   +LG  VEE  D Y      +K          +    I +Y DHR+AM+ 
Sbjct: 344 SDRIHTMVSNFRELGIEVEEYTDGYSFDGTSKKSSEVWTRLSTVKKIPIQSYMDHRIAMS 403 
 
Query: 410 FSL-AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           F +    + + + I +      +FP +  +L + + 
Sbjct: 404 FLIFKTLSGLDLQIDETSWIETSFPGFEKLLESCI 438 
 
 
>ref|ZP_06924309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ATCC 51811] 
 gb|EFH26350.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ATCC 51811] 
          Length = 435 
 
 Score =  105 bits (262), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 118/448 (26%), Positives = 209/448 (46%), Gaps = 42/448 (9%) 
 
Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ ++ D   ++ VV   G  +   +   +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVEIKEDD--EKLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
           VL G   + +RP+  ++  LK + A+++       P    P  + GI      +++++   
Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA-- 169 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A   +L  +E  II +L +S  + E    + + F +  E ++        
Sbjct: 170 -SAQVKSAILFA---SLFSMEPTIIKELDVSRNHTE---TMFKHFNIPIE-AEGLSINTT 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               +Y  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PEAIRYIKPADFHVPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
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             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|ZP_05388284.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J1-175] 
          Length = 358 
 
 Score =  105 bits (262), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 106/369 (28%), Positives = 189/369 (51%), Gaps = 31/369 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + +PG KS+S+R ++  A++EG TV+ + L ++D    + A + LG  V+ ++  +   
Sbjct: 12  GAITVPGDKSMSHRSIMFGAIAEGKTVIRHFLRADDCLGTIKAFKALG--VKIEETEEEI 69 
 
Query: 77  VVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +V G G     +  K+ +  L +GN+G  +R +   +  AG +   V+ G   + +RP+  
Sbjct: 70  IVHGTG----FDGLKQADGPLDIGNSGTTIRLMMGIL--AGRDFDTVILGDESIAKRPMN 123 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +++ L+Q+GA +    G++  P+ +NG   L   +  +  + S+Q  SA++ AA  A G 
Sbjct: 124 RVMLPLQQMGAKMHGKDGSEFAPITINGKQSLKRMEYHMPVA-SAQVKSAIIFAALQAEG 182 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +  I   +K       + T  ++ +FG + E      R  +KGGQ + + +   V GD S 
Sbjct: 183 ETIIHEKEK-----TRDHTEHMIRQFGGEIEMDGLTIR--VKGGQTF-TGQEMTVPGDVS 234 
 
Query: 256 SASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SA++F+    IT G+   +T  G   T         +V+E MG  +   ++S + TG    
Sbjct: 235 SAAFFIVAGLITPGSEIELTHVGLNPTR----TGIFDVVEQMGGSLVVKDSSRS-TGKLA 289 
 
Query: 313 EPFGRK--HLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVAI 367 
                K   LK  ++  + +P +   + V+AL    A+G T I+D A  +VKET R+ A+ 
Sbjct: 290 GTVVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDAV 349 
 
Query: 368 RTELTKLGA 376 
            TEL K+GA 
Sbjct: 350 ATELNKMGA 358 
 
 
>ref|ZP_07841013.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus caprae 
           C87] 
 gb|EFS17555.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus caprae 
           C87] 
          Length = 433 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 111/431 (25%), Positives = 196/431 (45%), Gaps = 30/431 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+ G T +   L  ED    +     LG+ +      + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLATGQTTIYKPLLGEDCRRTMEIFELLGVKI---TEHE 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +++   G    +  K   Q L+ GN+G   R L   ++  G  +  +L G   + +RP 
Sbjct: 70  ETIIIDSPG---YQQFKTPHQVLYTGNSGTTTRLLAGLLSGLGIES--ILSGDVSIGKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L Q+ A +    G   P +    I  + G + ++  + S+Q  SA+L A+  + 
Sbjct: 125 MDRVLKPLLQMNAHISGIEGNYTPLIIKPSI--IKGIEYQMEVA-SAQVKSAILFASIFS 181 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
                +  ID  +S  + E    + E F +  E      R      Q  K+ ++ +V GD 
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Sbjct: 182 EEATTVTEID--VSRNHTE---TMFEHFNIPIEIEGKTIRTSPHAIQHIKA-QDFHVPGD 235 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A IT G+ +T+   G    +  +   +++E+MG  +     +VT    P  
Sbjct: 236 ISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVELMGGNIELN--NVTHDAEPT 291 
 
Query: 313 EPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVA 366 
                K+   LK I +  + +P     L VVAL    A G   I+D    +VKET R+   
Sbjct: 292 ASIRVKYTPTLKPITIEGDIVPKAIDELPVVALLCTQASGTCIIKDAEELKVKETNRIDT 351 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDP 425 
               L  LG S++   D  II P E      +D+  DHR+ M  ++A+  +  P+TI    
Sbjct: 352 TADMLNMLGFSLQPTNDGLIIHPSEFKASATVDSQTDHRIGMMLAVASLLSSEPLTIEQF 411 
 
Query: 426 GCTRKTFPDYF 436 
                +FP +  
Sbjct: 412 DAVNVSFPGFL 422 
 
 
>ref|YP_002761302.1| 3-phosphoshikimate 1-carboxyvinyltransferase/cytidylate kinase 
           [Gemmatimonas aurantiaca T-27] 
 dbj|BAH38832.1| 3-phosphoshikimate 1-carboxyvinyltransferase/cytidylate kinase 
           [Gemmatimonas aurantiaca T-27] 
          Length = 672 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 127/444 (28%), Positives = 198/444 (44%), Gaps = 38/444 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            ++GT++ PG KS+S+R L+ AAL++G T V ++L S DVH    ALR +G+S+   + + 
Sbjct: 8   HVAGTIRAPGDKSISHRALIFAALADGETRVRDILASADVHATASALRAMGVSIP--ELS 65 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              VV G G       A+        N+G   R L   +    G +    +G   +  RP 
Sbjct: 66  TDFVVRGHGIAALTSPAR---AFDCANSGTTTRLLCGLLAGLPGRSAR-FEGDASLSRRP 121 
 
Query: 134 IGDLVVGLKQLGADVDC--FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           +  +   L  +GA +D     G D  P+RV+  G    G   +S   S+Q   ALL+A   
Sbjct: 122 MRRVASPLASMGAHIDFEGAPGHDGLPMRVH--GAQLRGTNYVSAHASAQVKGALLLAG- 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G VE+ + +   S  + E   R++   GV  E S+   R  +   Q+  +        
Sbjct: 179 LASG-VEVVVEEPYRSRDHSE---RMLLARGVALEVSERSVR--LPAAQQVTAADVVVPS 232 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSV----- 305 
             +S+  +    A    G + +E  C   +  G     +VL+ MG  +  +E  +      
Sbjct: 233 DPSSATFFAALAALADSGELRLENVCLNPTRTGAF---DVLQRMGVSLDVSEQRLVGGEL 289 
 
Query: 306 --TVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
             T+   P      + L    +   ++P   D    LA +A  A G T I D A  RVKE 
Sbjct: 290 IGTIVVRP------EALNGTTIEGAEIPRCIDELPMLACLASQAAGETRIADAAELRVKE 343 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS-LAACAEVP 419 
           ++R+ A+   L  LG   EE PD   I          + T+ DHR+AMAF  L A      
Sbjct: 344 SDRIRAVVDNLRTLGVDAEELPDGMRIIGSRTPLRGHVITHGDHRLAMAFGVLGAIPGNQ 403 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFV 443 
           +TI DP C   ++P ++  L+  V 
Sbjct: 404 ITIDDPACVDVSYPRFWQDLAAAV 427 
 
 
>ref|ZP_01746715.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sagittula stellata 
           E-37] 
 gb|EBA07679.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sagittula stellata 
           E-37] 
          Length = 438 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 122/435 (28%), Positives = 198/435 (45%), Gaps = 33/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           ++G   +PG KS+S+R L+L A++ G T V  LL  +DV     A+R  G  +E       
Sbjct: 9   LTGEAHVPGDKSISHRSLILGAMTVGETKVTGLLEGQDVLDTAKAMRAFGAQIEKIGETW 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG    E+  +      GN+G ++R +   +  +   AT+  D    + +RP+ 
Sbjct: 69  HVHGVGVGGFLEPENVID-----CGNSGTSVRLIMGTMATSPIVATFTGDA--SLNKRPM 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLA 193 
             +   L   GA          P   V     +P   V+ +  + S+Q  SA+L+A   A 
Sbjct: 122 ARVTDPLTLFGARAYGRSSGRLPMTIVGAKEPMP---VRYATPVPSAQVKSAVLLAGLNA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
            G  E  +I++  +  + E   R++  FG      D+ + R     G+    P++  V   
Sbjct: 179 PG--ETVVIERESTRDHTE---RMLAGFGASISTEDTKEGRVITLQGRPEFVPQDIVVPR 233 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +  A I  G+ V V   G    +  + FA  L+ MGA +T+ E      G P 
Sbjct: 234 DPSSAAFPVCAALIVEGSDVLVPNIGLNPTRAGLFFA--LQEMGANLTF-ENMREAGGEP 290 
 
Query: 312 ----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  F    +K I+V   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 291 VADLRAKFS-PDMKGIEVPAERAATMIDEYPVLSVVAAFAQGKTHMPGVKELRVKESDRI 349 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACA-EVPV 420 
            A+   L   G  V+EG D+  +      +V     ++T+ DHR+AM+F +   A   P+ 
Sbjct: 350 DAMARGLRAAGVQVDEGEDWWTVHGRGFGDVAGGATVETFLDHRIAMSFLVMGLATNAPM 409 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           ++ D      +FP + 
Sbjct: 410 SVDDGQPIATSFPIF 424 
 
 
>ref|YP_002908539.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia glumae 
           BGR1] 
 gb|ACR31304.1| 5-enolpyruvylshikimate-3-phosphate synthase [Burkholderia glumae 
           BGR1] 
          Length = 451 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 178/377 (47%), Gaps = 26/377 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV- 67 
           + P   +   + +P SK  + R ++ A+L+ G + + N L   +   M  A R LG  +  
Sbjct: 5   VNPASHLKPVMSVPASKPETQRAIVTASLATGRSRIHNDLRCLETDTMKAACRQLGARIS 64 
 
Query: 68  EADKAAKRAVVVGCGGKFP----VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           E D   +   V G GG+F     V DAK         +G+  R+L+A +T    + T +L 
Sbjct: 65  EHDGFLE---VDGVGGQFTHDTLVIDAK--------GSGLVFRTLSA-ITCMRRSPT-IL 111 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +R R +  L   L  LGA++         PV +N    +     +L G +SSQ++ 
Sbjct: 112 TGDHTLRRRVMKPLFDALGSLGANLQHLGDAGKAPV-INWGQRISRTHAELPGDVSSQFV 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +ALL+ APL+   + +   + ++S  Y+  T+  + R  +  E  + +  F ++ G+    
Sbjct: 171 TALLLLAPLSDQPITLRQREPVLSKSYIAQTVDFLRRASIDIEVDERFSHFAVRPGEYVA 230 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              ++ +  D +S SY L   A+  G   + G  + +LQG+  F +V++ +G KV   +  
Sbjct: 231 F--DSRINADYTSLSYLLFACAVFPGEYVIRGITSDTLQGEQIFIDVVQALGVKVMHDDA 288 
 
Query: 304 SVT-VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +   +           H    +V+++  P++  TL  ++LF +G   +   +  R+ ++  
Sbjct: 289 AQELLVSSVHARLSGSH----EVDVSDGPNIIPTLVALSLFVEGEFRVVGGSVTRLHKSS 344 
 
Query: 363 RMVAIRTELTKLGASVE 379 
           R+ ++ TE  KLGA ++ 
Sbjct: 345 RIESMVTEAAKLGADIK 361 
 
 
>ref|ZP_05811043.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium 
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           opportunistum WSM2075] 
 gb|EEW32753.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium 
           opportunistum WSM2075] 
          Length = 452 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 120/454 (26%), Positives = 195/454 (42%), Gaps = 56/454 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT ++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +E  K    
Sbjct: 18  LSGTARVPGDKSISHRSFMFGGLASGETRITGLLEGEDVMRTGAAMKAMGAHIE--KRGT 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+ G G    ++    E  L  GNAG   R     V       T++ D    +  RP+ 
Sbjct: 76  EWVIRGTGNGALLQ---PEGPLDFGNAGTGSRLTMGLVGTYDMETTFIGDA--SLSGRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+Q+G  V      D  P+ ++G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRVLEPLRQMGVQVLKATPGDRMPITLHG----PKHAAPITYRVPMASAQVKSAVLLAGL 186 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              G     +I+ +++  + E   ++++ FG  +  E  +   R     GQ     +    
Sbjct: 187 NTPGIT--TVIEPVMTRDHTE---KMLKGFGANLSVETDERGVRHIFIEGQGKLHGQTIA 241 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA + L  A I  G+ +T+E       +  +     L+ MG  +           
Sbjct: 242 VPGDPSSAGFPLVAALIVPGSDITIENVLMNPTRTGLLL--TLQEMGGNIEILN------ 293 
 
Query: 309 GPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             PR   G            LK + V   + P   D    LAV A FA+G T ++ +    
Sbjct: 294 --PRNAGGEDVADLRVRYSELKGVTVPPERAPSMIDEYPVLAVAASFAEGETLMQGLEEL 351 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII----------TPPEKLNVTAIDTYDDHRM 406 
           RVKE++R+ A+   L   G    EG     +            P  L+ T + T+ DHR+ 
Sbjct: 352 RVKESDRLSAVANGLKLNGVDCTEGEASLAVRGKPGGKGLGGHPNGLDTT-VQTHLDHRI 410 
 
Query: 407 AMAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVL 439 
           AM+F +   A E PVTI D      +FP++  ++ 
Sbjct: 411 AMSFLVMGLATEKPVTIDDQAMISTSFPEFMGLM 444 
 
 
>ref|ZP_01880117.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseovarius sp. 
           TM1035] 
 gb|EDM31728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseovarius sp. 
           TM1035] 
          Length = 439 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 132/443 (29%), Positives = 200/443 (45%), Gaps = 34/443 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG   +PG KS+S+R L+L ALS G TV+  LL  EDV     A+R  G  V  D A   
Sbjct: 9   LSGVADVPGDKSISHRSLILGALSVGETVITGLLEGEDVLDTAKAMRAFGAEVTRDAAGV 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V  VG GG      A+    +  GN+G  +R +  A+  +   AT+  D    + +RP 
Sbjct: 69  WHVHGVGVGGF-----AEPGHVIDCGNSGTGVRLIMGAMATSPITATFTGDA--SLNKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L   GA      G   P   V     +      +    S+Q  SA+L+A   A 
Sbjct: 122 MARVTDPLALFGAQAVGRSGGRLPMTIVGAAEPV--PVRYVVPVPSAQVKSAVLLAGLNA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G  +  +I++  +  + E   R++  FG  +  E +D   R     GQ     +   V  
Sbjct: 180 PG--QTVVIEREATRDHTE---RMLVGFGAEITTEETDE-GRVITLTGQPELRAQTIVVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V V   G    +  + FA + E MGA +++ E      G  
Sbjct: 234 RDPSSAAFPVCAALIVPGSDVLVPNIGLNPTRAGL-FATLRE-MGADLSY-ENLREEGGE 290 
 
Query: 311 P----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
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           P    R  F    LK I+V   +   M D    L+VVA +A G T +R V   RVKE++R 
Sbjct: 291 PVADLRARF-SPDLKGIEVPPERAASMIDEYPVLSVVAAYATGETVMRGVKELRVKESDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAFSLAACAEV-P 419 
           + A+   L   G  VE+GPD+ I+      +V    T   + DHR+AM+F +   A   P 
Sbjct: 350 IEAMAAGLRAGGVEVEDGPDWWIVQGRGHGHVPGGQTCASHLDHRIAMSFLVMGMASTAP 409 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTF 442 
           V + D      +FP +  +++   
Sbjct: 410 VQVDDASPIATSFPIFESLMAQL 432 
 
 
>ref|ZP_05342087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thalassiobium sp. 
           R2A62] 
 gb|EET47754.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thalassiobium sp. 
           R2A62] 
          Length = 496 
 
 Score =  105 bits (261), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 130/436 (29%), Positives = 198/436 (45%), Gaps = 34/436 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT  +PG KS+S+R L+L A+S G T +  LL  EDV     A+R  G  V      + 
Sbjct: 66  LNGTADVPGDKSISHRSLILGAMSVGETRITGLLEGEDVLDTGRAMRAFGAEVTDHGGGE 125 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ E  +  GN+G  +R +  ++  +   AT+  D    +  RP 
Sbjct: 126 WSVHGVGVGGF-----AEPENVIDCGNSGTGVRLIMGSMATSPITATFTGDA--SLNGRP 178 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G +   L   G           P   V     +      +    S+Q  SA+L+A   A 
Sbjct: 179 MGRVTDPLALFGTQAVGRKQGRLPMTLVGAADPV--PVRYVVPVPSAQVKSAVLLAGLNA 236 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G  +  +I+K  +  + E   R++  FG  +  E +D   R     GQ    P+   V  
Sbjct: 237 PG--KTVVIEKEATRDHTE---RMLAGFGAEITVEETDE-GRVITLTGQPELKPQTIIVP 290 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V   G    +  + F   L+ MGA +T+ E     +G  
Sbjct: 291 RDPSSAAFPVCAAVITPGSDVLVPNIGLNPTRAGLFF--TLQDMGADLTF-ENMREESGE 347 
 
Query: 311 P----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F    LK I+V   +   M D    L+VVA FA+G T +  V   RVKE++R 
Sbjct: 348 PVADLRARF-SPDLKGIEVPAERAASMIDEYPVLSVVASFAEGKTHMPGVKELRVKESDR 406 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFS-LAACAEVP 419 
           + A+   L   G +V+EG D+  +      NV   +T     DHR+AM+F  +   A  P 
Sbjct: 407 IDAMAKGLRLNGVTVDEGDDWWTVHGLGHGNVPGGETCASQLDHRIAMSFMVMGMAANAP 466 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           V+I D      +FP + 
Sbjct: 467 VSIDDGQPIATSFPIF 482 
 
 
>gb|EEZ80251.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured SUP05 
           cluster bacterium] 
          Length = 434 
 
 Score =  104 bits (260), Expect = 2e-20,   Method: Compositional matrix adjust. 
 Identities = 110/436 (25%), Positives = 204/436 (46%), Gaps = 35/436 (8%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +K+PG KS+S+R ++L +L+ G T V   L  ED    L   + +G+ +E +       
Sbjct: 14  GNIKVPGDKSISHRSIMLGSLANGITKVTGFLEGEDALSTLKTFQAMGVKIEREGDNVTI 73 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
             VG  G       K +  L LGN+G +MR ++  + A   +   V  G   + +RP+G  
Sbjct: 74  YGVGINGL-----KKPDKPLDLGNSGTSMRLMSGILAAQAFDCELV--GDESLSKRPMGR 126 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           ++  L  +GA +D   G   PP+++ G   L G    L  + S+Q  S +L+A   A G  
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Sbjct: 127 VINPLTAMGAVIDSNDGK--PPLKITGGQSLKGIDYDLPVA-SAQVKSCVLLAGLYAKGK 183 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
             +         P  + T R+++  G +   +D  ++  + GG +  +  +  V  D SS 
Sbjct: 184 TCVT-----EPAPTRDHTERMLKGLGYEVRVND--NQMCLTGGGEL-TATDIQVPSDISS 235 
 
Query: 257 ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           +++F+  A I     +T+ G      +  V   ++L++MGA +T +     + G   E   
Sbjct: 236 SAFFMVAACIAPQADITLTGVNINPTRTGV--IDILKLMGANLTLS-NECEIGG---ELL 289 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRDVASWRVKETERMVAI 367 
               +++ ++   ++P+  + LA        + A  A G T +      RVKE++R+  + 
Sbjct: 290 ADIRIQSSELKGIQIPEALVPLAIDEFPAVFIAASCAQGETILTGAKELRVKESDRIQVM 349 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC-AEVPVTIRDP 425 
              L+ LG   E   D   I        TA I+++ DHR++M+F++A+   + P+ I    
Sbjct: 350 ADGLSILGIENEVLEDGIKIQGGVFKKPTAMIESHHDHRISMSFAVASLRCDYPIEINGV 409 
 
Query: 426 GCTRKTFPDYFDVLST 441 
                +FP++ D+ ++ 
Sbjct: 410 DNVMTSFPNFVDLANS 425 
 
 
>ref|YP_001532365.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dinoroseobacter 
           shibae DFL 12] 
 sp|A8LSF0.1|AROA_DINSH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV92764.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dinoroseobacter 
           shibae DFL 12] 
          Length = 450 
 
 Score =  104 bits (260), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 127/449 (28%), Positives = 200/449 (44%), Gaps = 36/449 (8%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   +SGT ++PG KS+S+R L+L AL+ G T V  LL  +DV     A++  G  V   
Sbjct: 13  HPSGPLSGTAQVPGDKSISHRSLILGALAVGETKVTGLLEGQDVLDTARAMQAFGAEVIQ 72 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                 +V  VG GG    ED  +      GN+G  +R +  A+      AT+  D     
Sbjct: 73  HAPGAWSVHGVGTGGFAEPEDVID-----CGNSGTGVRLIMGAMATTPITATFTGDA--S 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALL 187 
           +R RP+G +   L   G       G   P         +P   V+ +  + S+Q  SA+L 
Sbjct: 126 LRSRPMGRITDPLAGFGTTAVGRRGGRLPMTLTGAADPVP---VRYTVPVPSAQVKSAVL 182 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G  +  +I+   +  + E   R++  FG  +  E +   +   +  GQ    P 
Sbjct: 183 LAGLNAPG--QTVVIEAEATRDHSE---RMLRGFGAEISVESAPEGNVITLT-GQPELRP 236 
 
Query: 246 KNAYVEGDASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V  D SSA++ +A G  + G  V V G G    +        L+ MGA++++ E   
Sbjct: 237 QTIVVPRDPSSAAFPVAVGLIVPGSDVLVPGIGLNPTR--AGLYTTLQEMGAELSF-ENM 293 
 
Query: 305 VTVTGPP----REPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
               G P    R  F    ++ I+V   + P   D    L+V+A +A G T +R V   R 
Sbjct: 294 REEGGEPVADLRARF-SDAMQGIEVPPERAPSMIDEYPILSVIAAYATGRTVMRGVKELR 352 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT---YDDHRMAMAF-SLA 413 
           VKE++R+ A+   L   G  VEE  D  I+       V    T   + DHR+AM+F     
Sbjct: 353 VKESDRIDAMARGLEACGVRVEEDEDTLIVHGMGPGGVPGGATCASHLDHRIAMSFLCCG 412 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             A+ PV++ D G    +FP +  +++   
Sbjct: 413 LAAQTPVSVDDGGPIATSFPIFEPLMTAL 441 
 
 
>emb|CBE68427.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [NC10 bacterium 'Dutch sediment'] 
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          Length = 434 
 
 Score =  104 bits (260), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 117/418 (27%), Positives = 201/418 (48%), Gaps = 33/418 (7%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P+  + G + +PG KS+++R ++L +L++GT+ +   L S D      A  T+G++++ 
Sbjct: 3   IDPVGPLKGELTVPGDKSITHRAIILGSLADGTSEITGALRSHDCRDTAKAFGTMGVTIQ 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                +  + +  GG + +++ ++   L +GN+G  MR L A V AA    + VL G    
Sbjct: 63  EPDNGR--LQIRGGGLYGLKEPQK--VLDVGNSGTTMR-LLAGVLAAQPFFS-VLTGDRY 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALL 187 
           +  RP+  + V L+ +GA +    G + PP+ + G        +  +  I+S Q  SA+L 
Sbjct: 117 LCARPMARVTVPLRSMGATILGREGGNLPPLAIKGTHLR---AIDYASPIASAQVKSAIL 173 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            A   A  D    + +  +S  + E   R+ E  G+   H +   R  +    K  SP   
Sbjct: 174 FAGLFA--DGRTTVTEPSLSRDHTE---RMFEAVGIPI-HRNGL-RLQVDS-IKGISPFQ 225 
 
Query: 248 AYVEGDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             + GD S+A++FL  A  I G  +T+   G    +      + L+ MGA +  +   +  
Sbjct: 226 MAIPGDFSAAAFFLVAALVIPGSELTLRQVGVNPTR--TGLLDALQSMGAAIEVSRRRI- 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
           V+G   EP    H+++  ++        + +M D     AV A  A GPT IR+ A  RV 
Sbjct: 283 VSG---EPVADLHVRSQALHGTEVTGELIPRMLDEIPIFAVAAALAAGPTTIRNAAELRV 339 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           KE +R+ A+  EL + G  +E+ PD   I     L     D++ DHRMAMA ++   A 
Sbjct: 340 KEVDRLAALVQELRRFGVKIEQHPDGLTIQGNSSLLGCDCDSWGDHRMAMALAVTGLA 397 
 
 
>ref|ZP_05071831.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacterales 
           bacterium GD 1] 
 gb|EDZ62001.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacterales 
           bacterium GD 1] 
          Length = 427 
 
 Score =  104 bits (260), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 110/425 (25%), Positives = 193/425 (45%), Gaps = 30/425 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + A L+ GT+ V N L +ED    L  ++ LG ++E D    +    G     
Sbjct: 23  KSISHRSAMFAMLASGTSEVTNFLRAEDTLNSLEIVKNLGATIEDDGVTIKISSGGIKEP 82 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
           F + D         GN+G  +R     +++A G+  +VL G   +R+RP+  +   L+++ 
Sbjct: 83  FEILDC--------GNSGTGIRLFCGLLSSANGH--FVLTGDKYLRKRPMKRVTTPLREI 132 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +D    ++  P+ + G   L       S   S+Q  S +++AA  A         D  
Sbjct: 133 GAVIDGREDSNLAPLSIRG-ASLKAFDYD-SKIASAQVKSCMILAALRA---------DG 181 
 
Query: 205 LISIPYVEMTLRLMERF--GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           + S    E++    ER   G+ A+      +  I   ++  SP    V  D SSA +F   
Sbjct: 182 ICSYTEPELSRDHTERMLQGMGADIVVDGLKTTITPMKELLSPLTIRVPADPSSAFFFAV 241 
 
Query: 263 GAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW--TETSVTVTGPPREPFGRKH 319 
            AAIT    + +EG      +  ++  + LE MGA +++  T+      G  R  +   H 
Sbjct: 242 AAAITPDSDIVLEGVTLNPTR--IEAFKALERMGANISYELTDNRYEPIGDIRVKYAPLH 299 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
              ++ N++ + D    L++    A G + +++    RVKE++R+  +   L   G  V  
Sbjct: 300 AITVEDNISWLIDELPALSIAFACATGESVVKNAEELRVKESDRISTVVEGLRACGIEVH 359 
 
Query: 380 EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           E  D   +   E L    +D+  DHR+AM+F +A      + + D  C   +FP++F++L 
Sbjct: 360 EYKDGYRVVGGE-LKRATVDSDGDHRIAMSFIIAGL-RCGMNVTDLDCINTSFPNFFELL 417 
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Query: 440 STFVK 444 
               K 
Sbjct: 418 QKITK 422 
 
 
>gb|AAM16064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Zea mays] 
          Length = 47 
 
 Score =  104 bits (259), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 47/47 (100%), Positives = 47/47 (100%) 
 
Query: 399 DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
Sbjct: 1   DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 47 
 
 
>ref|ZP_02149098.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phaeobacter 
           gallaeciensis 2.10] 
 gb|EDQ09260.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Phaeobacter 
           gallaeciensis 2.10] 
          Length = 440 
 
 Score =  104 bits (259), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 127/442 (28%), Positives = 206/442 (46%), Gaps = 32/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PG KS+S+R L+L AL+ G T +  LL  EDV     A++ +G  V        
Sbjct: 9   LTGIAEVPGDKSISHRSLILGALAVGETKISGLLEGEDVLDTAKAMQAMGAEVINHGGGN 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G  +R +   +  +    T+  D    + +RP 
Sbjct: 69  WSVHGVGVGGL-----AEPDQVIDCGNSGTGVRLIMGVMATSPITVTFTGDA--SLNKRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   V      P   V+ +  + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGTQSVGRSGGRLPMTIVGAAEPTP---VRYTVPVPSAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+K  +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 179 APG--QTVVIEKEATRDHSE---RMLAGFGAEITVEDTDEGRVITLTGQPELKPQVIAVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V G G    +  + +   L+ MGA +T+ E      G  
Sbjct: 234 RDPSSAAFPVCAALITPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTF-ENMREEGGE 290 
 
Query: 311 PREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P      ++   +K IDV   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 291 PVADLRARYSPDMKGIDVPPERAASMIDEYPVLSVVASFAAGKTMMTGVKELRVKESDRI 350 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIIT--PPEKL-NVTAIDTYDDHRMAMAFS-LAACAEVPV 420 
            A+   L   G  VEEG D+  +T   PE +      +++ DHR+AM+F  +   A+ PV 
Sbjct: 351 DAMARGLRANGVMVEEGDDWWAVTGLGPEGVPGGGTCESFLDHRIAMSFMVMGMGAQKPV 410 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
           T+ D      +FP +  +++T  
Sbjct: 411 TVDDGTPIATSFPIFTPLMTTL 432 
 
 
>ref|ZP_00998531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanicola batsensis 
           HTCC2597] 
 gb|EAQ04467.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oceanicola batsensis 
           HTCC2597] 
          Length = 451 
 
 Score =  104 bits (259), Expect = 3e-20,   Method: Compositional matrix adjust. 
 Identities = 128/451 (28%), Positives = 198/451 (43%), Gaps = 34/451 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++ +P   ++GT  +PG KS+S+R L+L ALS G T +  LL  +DV     A+R  G   
Sbjct: 10  MMAEPAGPLTGTADVPGDKSISHRSLILGALSVGETRISGLLEGQDVLDTAKAMRAFGAE 69 
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Query: 67  V-EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
           + +      R   VG GG      A+ E  +  GN+G  +R +  A+  +   AT+  D  
Sbjct: 70  ITDLGGGEWRVHGVGVGGF-----AEPETVIDCGNSGTGVRLIMGAMATSPVTATFSGDA 124 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLS 184 
              +  RP+  +   L   GA      G   P   +     +P   V+    + S+Q  S 
Sbjct: 125 --SLNRRPMARVTDPLALFGAQAVGREGGRLPMTIIGARDPVP---VRYEVPVPSAQVKS 179 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKY 242 
           A+L+A   A G     +I++    P  + T R++  FG  +  E +D   R     GQ   
Sbjct: 180 AVLLAGLNAPG--RTVVIERE---PTRDHTERMLAGFGAEITTEVTDE-GRIITLTGQPE 233 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
              +   V  D SSA++ +  A I  G+ V V   G    +      E L  MGA +++  
Sbjct: 234 LEGQTITVPRDPSSAAFPVCAALIVPGSDVLVPNIGLNPTR--AGLFETLREMGADLSY- 290 
 
Query: 302 ETSVTVTGPP------REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
           E      G P      R   G K +         M D    L+VVA FA+G T +R V   
Sbjct: 291 ENPREEGGEPVADLRARYSPGMKGIAVPPERAASMIDEYPVLSVVAAFAEGRTEMRGVRE 350 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAF-S 411 
            RVKE++R+ A+   L   G  VEEG D+ I+             + T+ DHR+AM+F   
Sbjct: 351 LRVKESDRIDAMAVGLRANGIEVEEGEDWWIVTGCGAGGVAGGATVATHLDHRIAMSFLC 410 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           L   A+ PV + D      +FP +  +++   
Sbjct: 411 LGMAAQSPVHLDDGQPIATSFPVFEPLMTAL 441 
 
 
>ref|NP_907485.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Wolinella 
           succinogenes DSM 1740] 
 sp|Q7M8Y7.1|AROA_WOLSU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE10385.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE [Wolinella 
           succinogenes] 
          Length = 437 
 
 Score =  103 bits (258), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 126/448 (28%), Positives = 203/448 (45%), Gaps = 41/448 (9%) 
 
Query: 11  PIKEISGTVKLPG---SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           P+KE    +++P     KS+S+R  + + LS     +   L  ED  + L   + LGL V 
Sbjct: 8   PLKE-GFEIEIPNIASDKSISHRSAIFSLLSSSPARIHRYLQGEDTLHTLQIAQQLGLEV 66 
 
Query: 68  EADKAAKRAVVVGCGGKF--PVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +         G G  F  P    KE   +   GNAG A+R     + A+ G   +VL+ 
Sbjct: 67  TKE---------GEGMVFTPPPSGIKEPFDVLDCGNAGTAIRLYVGLLAASKG--YFVLN 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYL 183 
           G   +R RP+  +V  L+ +GA +    G D   +    I G P         I+S Q   
Sbjct: 116 GDAYLRRRPMNRVVKPLQSVGAQI---FGRDEGNLAPLTILGRPLAAFDYQSPIASAQVK 172 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+++AA    G+      +   S  + E  LR M    +  +       F + G  K   
Sbjct: 173 SAMILAA--LQGEEASFFSEPERSRDHTERMLRGMGA-RIDEDQEGRLTLFPLLG--KRL 227 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            P    +  D SSA +F   AAI  G  V ++       +  ++  +VLE MGA++ ++  
Sbjct: 228 DPLEMTIPADPSSAFFFAVAAAIIPGARVKLQNVLLNPTR--IEAFKVLESMGARLHYSI 285 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
           TS T             L+ I V+      ++++P +A+ +A+    A G + +++     
Sbjct: 286 TSETYETIGDIEVSHHTLQGITVSERISWLIDELPALAIAMAL----AQGKSRVQNAKEL 341 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           RVKE++R+  +   L  LG  VEE  D   IT         ID++ DHR+AM+F+LA    
Sbjct: 342 RVKESDRISVVVNNLRLLGVEVEEFEDGYEITGGTLQGGVTIDSHGDHRIAMSFALAGLV 401 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            VP+TI D  C   +FP++ ++LS+  K 
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Sbjct: 402 -VPLTINDSACIDVSFPNFLEILSSIAK 428 
 
 
>ref|YP_001794172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoproteus 
           neutrophilus V24Sta] 
 gb|ACB39726.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoproteus 
           neutrophilus V24Sta] 
          Length = 399 
 
 Score =  103 bits (258), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 121/429 (28%), Positives = 193/429 (44%), Gaps = 45/429 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG-LSVEADKA 72 
            + G    P SK  S R+LL +AL+EG TV+  +  S+D   M  A++ L  L  E     
Sbjct: 8   RLEGRFAAPPSKPYSQRLLLASALAEGETVIRGVEWSDDFTAMFRAVQPLARLYCEGG-- 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G+ P  D      +    +G  +R+  A      G  +    G   +R R 
Sbjct: 66  -----VVKASGREP--DFYRSFNVM--ESGFTLRTAVAVYAGVPGVTSVYYGGT--LRGR 114 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +LV  L++L   V+   G     V    +G L    V++   +SSQY+S L+  A   
Sbjct: 115 PIDELVEALRRL-TTVEKTAGAIV--VEGRRLGEL---DVEIRADVSSQYISGLMYLAA- 167 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
            +G   +  + +  S  +VE T  ++ +FG + E  ++ +   ++G    +SP    V   
Sbjct: 168 HVGRGVVRPVGERKSWSFVEATAEVLRKFGARVELGEAIE---VEG--PLRSPGAVDVPS 222 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A++ +     TGG V + G   T  + D    +V   MGA VT     V  +G    
Sbjct: 223 DFSLAAFLVVAGVATGGRVELLG---TLAEVDRWAIDVFRQMGADVTVDNGVVKASG--- 276 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                   K +DV++ + PD+ M +A+ A   +  + IR V   R KE++R+  +   L  
Sbjct: 277 -----AFTKGVDVDLGRNPDLVMPVALAAATVEAESVIRGVEHLRYKESDRVATVLDVLR 331 
 
Query: 373 KLG--ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           +LG  A  ++G  Y I  PP +  V A  T+ DHR+ +  +LAA   V   + D     K 
Sbjct: 332 RLGVEARYDKGAIY-IRGPPTRREV-AFQTHGDHRIGL-MALAAAKIVGGCVDDLTPVAK 388 
 
Query: 431 TFPD---YF 436 
           ++P    YF 
Sbjct: 389 SWPSAVLYF 397 
 
 
>ref|ZP_07129404.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus TCH70] 
 ref|ZP_07363611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ATCC BAA-39] 
 gb|EFK81409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus TCH70] 
 gb|EFM06473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ATCC BAA-39] 
 gb|EFW34512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MRSA177] 
          Length = 435 
 
 Score =  103 bits (258), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 118/448 (26%), Positives = 208/448 (46%), Gaps = 42/448 (9%) 
 
Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ ++ D   ++ VV   G  +   +   +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVEIKEDD--EKLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
           VL G   + +RP+  ++  LK + A+++       P    P  + GI      +++++   
Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA-- 169 
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Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A   +L   E  II +L +S  + E    + + F +  E ++        
Sbjct: 170 -SAQVKSAILFA---SLFSKEPTIIKELDVSRNHTE---TMFKHFNIPIE-AEGLSINTT 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               +Y  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PEAIRYIKPADFHVPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|YP_003497302.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deferribacter 
           desulfuricans SSM1] 
 dbj|BAI81546.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Deferribacter 
           desulfuricans SSM1] 
          Length = 424 
 
 Score =  103 bits (258), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 119/447 (26%), Positives = 199/447 (44%), Gaps = 44/447 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I  + I+ ++G + +P  KS+++R  +  A+++G TVV + L S D      AL   G+  
Sbjct: 2   ISFEKIRGLNGEITVPSDKSMTHRAFIFGAMAKGKTVVKSPLLSRDTIATKDALVACGVD 61 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            E        +++   G     +    +     N+G   R LT     A  +  + + G  
Sbjct: 62  YELKDGD---MIINSKGYDSFLEPDNVINC--ENSGTTARLLTGLF--APQSKYFFMTGD 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
             +R+RP+  ++  L  LGA +     FL     P  + G  G+   KVK     S+Q   
Sbjct: 115 NSLRKRPMKRVIDPLSNLGAVIHSRRGFLPLMIQPSSMKG--GIIEAKVK-----SAQVK 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           SA+++A  L + D  +  I+K  +  + E  L+    FGV  + ++      I+  +KY+ 
Sbjct: 168 SAVILAG-LQI-DEPVTYIEKDQTRDHTEQMLKY---FGVNLDINNGV----IEVNKKYQ 218 
 
Query: 244 SPKNAY-VEGDASSASYFLAGAAI-TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                + V GD SSA++F+  A +     V ++  G    +      ++L  MGAK+    
Sbjct: 219 LKSTEFTVPGDFSSAAFFIGAALMFENSEVVIKNVGLNKTR--TGLLKILNEMGAKI--- 273 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDV 353 
              V VT    EP G   +K   +N        +  + D    L  + LFA  P  IRD  
Sbjct: 274 --DVLVTKEGDEPIGDISIKFSSLNGGVIRGEIIPNIIDEIPLLGALGLFAKSPIEIRDA 331 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSL 412 
              RVKE++R+ +I   L  +GA VEE  D   + P +K+N   +  ++DDHR+AM   L 
Sbjct: 332 EELRVKESDRIKSIVYNLRVVGAEVEEYEDGFKVYPMKKVNDKGVLKSFDDHRIAMINIL 391 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            +       I        +FPD+ + L 
Sbjct: 392 LSKRFGNFDIDSIESIDVSFPDFLERL 418 
 
 
>gb|EFW32220.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MRSA131] 
          Length = 435 
 
 Score =  103 bits (258), Expect = 4e-20,   Method: Compositional matrix adjust. 
 Identities = 118/448 (26%), Positives = 208/448 (46%), Gaps = 42/448 (9%) 
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Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ ++ D   ++ VV   G  +   +   +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVEIKEDD--EKLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
           VL G   + +RP+  ++  LK + A+++       P    P  + GI      +++++   
Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA-- 169 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A   +L   E  II +L +S  + E    + + F +  E ++        
Sbjct: 170 -SAQVKSAILFA---SLFSKEPTIIKELDVSRNHTET---MFKHFNIPIE-AEGLSINTT 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               +Y  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PEAIRYIKPADFHVPGDISSAAFFIVAALITPGSDVTIRNVGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|YP_003267971.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haliangium ochraceum 
           DSM 14365] 
 gb|ACY16078.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haliangium ochraceum 
           DSM 14365] 
          Length = 459 
 
 Score =  103 bits (258), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 136/483 (28%), Positives = 201/483 (41%), Gaps = 83/483 (17%) 
 
Query: 7   IVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVV-------DNLLNSEDVHYMLG 58 
            +++P +  + G   +PG KS+S+R LLL AL  G  VV       DNL  +  VH M   
Sbjct: 4   FIVEPARSPLIGHATVPGDKSISHRALLLGALCRGKVVVRGLGSGEDNLCTAHAVHAMGA 63 
 
Query: 59  ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            +  L     A    +   V G G +     A +   +  GNAG AMR L   +  A  + 
Sbjct: 64  QVSGLDALAAAPSPDREIAVSGVGLRGLRAPAGD---IDCGNAGTAMRLLCGLL--APQS 118 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV--KLSG 176 
              VL G   +  RP+  ++  L ++GA             R+ G  G   G++   L   
Sbjct: 119 FASVLVGDASLHARPMRRVIDPLSEMGA-------------RITGAEGKKPGEIYPPLRI 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS------ 230 
           + +S  ++AL  A P+A   V+  +   L+   Y +   R+ E  G   +HS+        
Sbjct: 166 AAASGPMTALDYAMPVASAQVKSAV---LLCGLYADGVTRVSEP-GAARDHSERMLAHMG 221 
 
Query: 231 ----WDRFYI----KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG--CGTTS 280 
               W    I    KG       +   V  D S A++ LA A I G      G  C   + 
Sbjct: 222 APIRWGGGEITLDTKGWDGALDAELIEVPADPSQAAFVLAAALIVGVERVTVGRVCINDT 281 
 
Query: 281 LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR------------------EPFGRKHLKA 322 
             G   F +VL  M  ++   E      G P                   E  G   ++A 
Sbjct: 282 RTG---FLDVLAAMNGRI---EREAMQRGGPEPVADLSVSRGAGDALQGTEIAGELVVRA 335 
 
Query: 323 IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 382 
           +D    ++P     LAVVA  A+G T +RD    RVKE++R+      L  LG  VEE P 
Sbjct: 336 VD----ELP----ILAVVAARANGVTHVRDAGELRVKESDRIATTCAMLRALGCEVEERP 387 
 
Query: 383 D-YCIITPPEK-LNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVL 439 
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           D + ++  P +      ID   DHR+AMA ++A  CAE PV + D  C   +FP + +VL 
Sbjct: 388 DGFSVVGMPGRPFQSARIDAAGDHRIAMAGAVAGLCAEGPVRVDDVACVDTSFPGFAEVL 447 
 
Query: 440 STF 442 
               
Sbjct: 448 GKL 450 
 
 
>ref|YP_002956854.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micrococcus luteus 
           NCTC 2665] 
 ref|ZP_06245967.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micrococcus luteus 
           NCTC 2665] 
 gb|ACS30300.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micrococcus luteus 
           NCTC 2665] 
          Length = 476 
 
 Score =  103 bits (257), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 142/460 (30%), Positives = 205/460 (44%), Gaps = 55/460 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V+LPGSKSL+NR L+LAAL++G  V+  +L S D   M  AL  LG   E       
Sbjct: 31  VRGDVRLPGSKSLTNRHLVLAALADGPCVLHGVLESRDTALMRTALTALGARFEP----- 85 
 
Query: 75  RAVVVGCGG----KFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
               +  GG      PV E    +V +  G AG  MR +        G   +  DG     
Sbjct: 86  ----LSDGGLRVHPMPVGEPLAGDVAVDCGLAGTVMRFVPFVAALRPGRVRF--DGDAGA 139 
 
Query: 130 RERPIGDLVVGLKQLGADV-----------DCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           R RP+  ++  L+QLG  V                 D  PV  +  G +P  +V +  S  
Sbjct: 140 RLRPMAPVLDALRQLGVAVVEEGEPGRLPFTMTTRADAAPVAPD--GDVP--EVAVDASG 195 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           SSQ+LSA L+AA      + +    + +  P +V MT+ ++    V    +     + +  
Sbjct: 196 SSQFLSAALLAAAGMPRGLRLRHTGEAVPSPEHVAMTVGVLRALEVDVTETGP-GAWTVA 254 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G+       A VE D S+A  FLA A  TGG+VTV    T + Q   ++  +L   GA  
Sbjct: 255 PGRVPA--HEAAVEPDLSNAGPFLAAAVATGGSVTVPDWPTRTTQIGDRWRRILPQFGAS 312 
 
Query: 298 VTWT-------ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           V  T          +TVTG   +    +   A ++       +A T A +AL A GPT + 
Sbjct: 313 VALTVDRTDRSRGRLTVTGAVHDDGTPRITGAGEIADTAE--LAPTAAALALLASGPTRL 370 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEG------PDYCIITPPEKLNVTAIDTYDDH 404 
             +   R  ET+R+ A+  E  +LG +V+EG      P      P   L+  A++TY DH 
Sbjct: 371 TGIGHLRGHETDRLAALTAEAARLGITVDEGETALGFPGTDASGP---LSPAALETYHDH 427 
 
Query: 405 RMAMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLSTFV 443 
           RMA  F+      VP T I D   T KT PD+  + +  V 
Sbjct: 428 RMAT-FAAVVGLRVPGTGIVDVATTAKTMPDFPALWTALV 466 
 
 
>ref|ZP_01002590.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Loktanella 
           vestfoldensis SKA53] 
 gb|EAQ06966.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Loktanella 
           vestfoldensis SKA53] 
          Length = 473 
 
 Score =  103 bits (257), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 126/435 (28%), Positives = 193/435 (44%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +PG KS+S+R L+L A+  G T +  LL  +DV     A+R  G  V  D     
Sbjct: 41  LQGQAHVPGDKSISHRSLILGAMCIGETRITGLLEGDDVLDTAKAMRAFGAEV-TDHGGG 99 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +  V G G G F    A+ +  +  GN+G  +R +  A+       T+  D    +  RP 
Sbjct: 100 QWSVRGVGVGGF----AEPDHVIDCGNSGTGVRLIMGAMATTPITVTFTGDA--SLNGRP 153 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G +   L   G       G   P   V   G +      +    S+Q  SA+L+A   A 
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Sbjct: 154 MGRVTDPLALFGTRAVGRAGGRLPMTLVGAAGPV--PVRYVVPVPSAQVKSAVLLAGLNA 211 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
            G  +  +I+K  +  + E   R+++ FG      D+ + R     GQ    P++  V   
Sbjct: 212 PG--QTVVIEKEATRDHTE---RMLQGFGATLTVEDTDEGRVITLTGQPELQPQDIVVPR 266 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +  A I  G+ V V   G    +        L+ MGA +T+ E   +  G P 
Sbjct: 267 DPSSAAFPVCAALIVPGSDVLVPNIGLNPTR--AGLFTTLQEMGADLTF-ENLRSEGGEP 323 
 
Query: 312 ----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  F    L+ I V  ++   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 324 VADLRARF-SPDLRGITVPADRAASMIDEYPVLSVVAAFAQGVTDMPGVKELRVKESDRI 382 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAF-SLAACAEVPV 420 
            A+   L   G +V+EGPD+  +T     +V    T     DHR+AMAF  +   A+ PV 
Sbjct: 383 DAMAQGLRAAGVTVDEGPDWWRVTGVGHGHVPGGVTVQSRLDHRIAMAFLVMGMAAQNPV 442 
 
Query: 421 TIRDPGCTRKTFPDY 435 
            + D      +FP + 
Sbjct: 443 IVDDAAPITTSFPIF 457 
 
 
>ref|ZP_03613284.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           capitis SK14] 
 gb|EEE49546.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           capitis SK14] 
          Length = 433 
 
 Score =  103 bits (257), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 114/432 (26%), Positives = 198/432 (45%), Gaps = 32/432 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+ G T +   L  ED    +     LG+ +      + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLATGQTTIYKPLLGEDCRRTMEIFELLGVKI---TEHE 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +++   G    +  K   Q L+ GN+G   R L   ++  G  +  VL G   + +RP 
Sbjct: 70  ETIIIDSPG---YQQFKTPHQVLYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L Q+ A +    G   P +    I  + G + ++  + S+Q  SA+L A+  + 
Sbjct: 125 MDRVLKPLLQMNAHISGIEGNYTPLIIKPSI--IKGIEYQMEVA-SAQVKSAILFASIFS 181 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
                +  ID  +S  + E    + E F +  E      R      Q  K+ ++ +V GD 
Sbjct: 182 EEATTVTEID--VSRNHTET---MFEHFNIPIEIEGKTIRTSPHAIQHIKA-QDFHVPGD 235 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A IT G+ +T+   G    +  +   +++E+MG  +     +VT    P  
Sbjct: 236 ISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVELMGGNIELN--NVTHDAEPT 291 
 
Query: 313 EPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETERMVA 366 
                K+   LK I +  + +P     L VVAL    A     I+D    +VKET R+   
Sbjct: 292 ASIRVKYTPTLKPITIEGDIVPKAIDELPVVALLCTQASSTCIIKDAEELKVKETNRIDT 351 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPE-KLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRD 424 
               L  LG S++   D  II P E K N T +D+  DHR+ M  ++A+  +  P+TI   
Sbjct: 352 TADMLNMLGFSLQPTNDGLIIHPSEFKANAT-VDSQTDHRIGMMLAVASLLSSEPLTIEQ 410 
 
Query: 425 PGCTRKTFPDYF 436 
                 +FP +  
Sbjct: 411 FDAVNVSFPGFL 422 
 
 
>ref|ZP_01863096.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erythrobacter sp. 
           SD-21] 
 gb|EDL50531.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erythrobacter sp. 
           SD-21] 
          Length = 450 
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 Score =  103 bits (257), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 124/441 (28%), Positives = 207/441 (46%), Gaps = 38/441 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G +++PG KS+S+R L+  AL+ G + +  LL  EDV     ALR +G  +E D     
Sbjct: 26  LTGRIRVPGDKSISHRALMFGALAVGRSRITGLLEGEDVLATAAALRAMGAVIEKDGEDW 85 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG G     E A     L +GN+G + R L   V + G  A +  D    +  RP+ 
Sbjct: 86  VVDGVGVGTLLQPEQA-----LDMGNSGTSTRLLMGLVASHGITAAFTGDA--SLSRRPM 138 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLA 193 
           G ++  L  +GA      G   P V + G+   P   ++    + S+Q  SA+L+A     
Sbjct: 139 GRVIDPLSTMGASFTPSPGGTLPLV-LEGM--QPAVPIRYRLPVASAQVKSAVLLAGLNT 195 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-WDRFYIKGGQKYKSPKNAYVEG 252 
            G   +     +  +P  + T R++  FGV+ +  ++  +R     G    +P +  V G 
Sbjct: 196 PGTTTV-----IEPVPTRDHTERMLRGFGVEVQVEEADGERVISLTGTCDLTPCDITVPG 250 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++F   A++  G+ + +E  G    +  +    VLE MGA++ + +    V G P 
Sbjct: 251 DPSSAAFFAVAASVVPGSDLVIENVGLNPTRNGIY--RVLEQMGARIGYLDQR-EVGGEP 307 
 
Query: 312 REPFGRKH--LKAIDVNMNKMPDVAMT-------LAVVALFADGPTAIRDVASWRVKETE 362 
                 ++  LK I+V+    PD+A +       L V A  A+G T    +   RVKE++ 
Sbjct: 308 VADLRVRYAQLKGIEVD----PDIASSMIDEFPVLFVAAALAEGTTVTSGLEELRVKESD 363 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAACA-EV 418 
           R+ A+   L   G +VEE  D  +I       +     I T+ DHR+AM+ ++A  A E  
Sbjct: 364 RLSAMAAALQLAGGTVEERDDGLVIHGSGGKPLAGGGPITTHLDHRIAMSMAVAGLASEN 423 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
            V++        +FP++  +L 
Sbjct: 424 GVSVDSAEPIATSFPNFIALL 444 
 
 
>ref|ZP_01015875.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Maritimibacter 
           alkaliphilus HTCC2654] 
 gb|EAQ10494.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium HTCC2654] 
          Length = 441 
 
 Score =  103 bits (257), Expect = 5e-20,   Method: Compositional matrix adjust. 
 Identities = 132/441 (29%), Positives = 196/441 (44%), Gaps = 33/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAA 73 
           + G   +PG KS+S+R LLL A++ G T V  LL  EDV     A+R  G  VE       
Sbjct: 9   LKGVADVPGDKSISHRSLLLGAMAVGETRVTGLLEGEDVLATAAAMRAFGADVERLGDGE 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG    ED      +  GNAG  +R +   +  +   AT+  D    +R RP 
Sbjct: 69  WRVNGVGVGGFAEPEDV-----IDCGNAGTGVRLIMGCMATSPITATFTGDA--SLRSRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   +   GA      G   P   V     +P   V+    + S+Q  SA+L+A    
Sbjct: 122 MGRVTDPIALFGAQSYGRTGGRLPMTVVGAKNPIP---VRYRTPMASAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  E  +I+   +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 179 APG--ETVVIEAEATRDHTE---RMLAGFGAEISVEDTDEGRVITLVGQPELKPQTIAVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V V   G    +  + F  ++E MGA +T+ E      G  
Sbjct: 234 RDPSSAAFPVCAALIVPGSDVLVPNIGLNPTRAGL-FTTLIE-MGADLTY-ENEREEGGE 290 
 
Query: 311 P----REPFG--RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P    R  F    K ++  +     M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 291 PVADLRARFSPDMKGIRVPEERAASMIDEYPVLSVVAAFATGKTEMVGVHELRVKESDRI 350 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFSLAACA-EVPV 420 
            A+   L   G ++EEG D+  +       V    T     DHR+AM+F +   A + PV 
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Sbjct: 351 DAMARGLEANGVTIEEGRDFMTVHGLGPDGVPGGGTAAARLDHRIAMSFMVMGMASQSPV 410 
 
Query: 421 TIRDPGCTRKTFPDYFDVLST 441 
           ++ D      +FP  F+ L T 
Sbjct: 411 SVDDGQPIATSFP-IFEPLMT 430 
 
 
>ref|ZP_05699157.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A5948] 
 gb|EEV83990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A5948] 
          Length = 432 
 
 Score =  103 bits (256), Expect = 6e-20,   Method: Compositional matrix adjust. 
 Identities = 112/435 (25%), Positives = 201/435 (46%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      +++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E    + + F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKEPTIIKELDVSRNHTET---MFKHFNIPIE-AEGLSINTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQSTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|YP_809810.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oenococcus oeni 
           PSU-1] 
 sp|Q04HC7.1|AROA_OENOB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ56145.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oenococcus oeni 
           PSU-1] 
          Length = 437 
 
 Score =  103 bits (256), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 114/441 (25%), Positives = 202/441 (45%), Gaps = 30/441 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G++ LPG KS+S+R +++A++S G + + N  NS D    L A   LG  VE  K  + 
Sbjct: 12  LNGSLLLPGDKSISHRSIMVASISRGISRIKNFSNSTDCLSTLNAFLDLG--VEIKKYGR 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +V G G     +D K+ +   +GN+G   R L   +     N   V D    + +RP+ 
Sbjct: 70  DLIVYGSGLD-AFKDPKKPLN--MGNSGTTTRLLLGLLAGQSFNTCLVGDA--SLSKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   + ++G +     G    P+ V G   L      L  + S+Q  SAL+ +A  A  
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Sbjct: 125 YRVTNPITEVGGEFS-LTGNGTLPITVIGHPSLKAFDYHLPIA-SAQVKSALIFSALQA- 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEGD 253 
            D    I +K  +  ++E+   ++  FG   +     +   I    + K S +   + GD 
Sbjct: 182 -DEPSIIFEKEATRNHLEI---MLNDFGADIK----TNGLCITVMPRPKLSGRTISIPGD 233 
 
Query: 254 ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A++     + ++  G    +  +    VL+ M A +   +TS         
Sbjct: 234 ISSAAFFMVAASLLPNSCICLKKVGLNPTR--IGIISVLKRMNANIEVKKTSNEAEAYGD 291 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKETERMVAIRT 369 
                 +L A+++   ++P+V   L ++ L    A G T I      RVKET R+  +   
Sbjct: 292 IIVHSSNLHAVEITSKEIPNVIDELPILTLAASLAKGRTIISGAGELRVKETYRISVVAA 351 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAAC---AEVPVTIRD 424 
           EL KLGA ++E  D  +I    KL +    + T+ DHR+ M  ++AA        +T+ + 
Sbjct: 352 ELKKLGARIQEKSDGMVIDGCPKLQIPENNLATHGDHRIGMMLAVAALLVDTSKTITLNN 411 
 
Query: 425 PGCTRKTFPDYFDVLSTFVKN 445 
           P   + ++P++F  L   + N 
Sbjct: 412 PEAIKISYPNFFRDLDYLLNN 432 
 
 
>ref|YP_001202319.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bradyrhizobium sp. 
           ORS278] 
 sp|A4YJJ3.1|AROA_BRASO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAL74069.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Bradyrhizobium sp. ORS278] 
          Length = 445 
 
 Score =  103 bits (256), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 132/439 (30%), Positives = 196/439 (44%), Gaps = 33/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           +SGT+++PG KS+S+R L+L ALS G T +  LL  EDV     ++RTLG  VE   + A 
Sbjct: 18  LSGTIRVPGDKSISHRALILGALSVGGTRISGLLEGEDVLNTAKSMRTLGAKVERTGEFA 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG GG      A+    L  GN+G   R +  AV  AG   + V DG   +R RP 
Sbjct: 78  WTVNGVGVGGF-----AQPAATLDFGNSGTGCRLVMGAV--AGCPISAVFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L  +GA V         P+ + G    P      +   S+Q  SA+L+A   A 
Sbjct: 131 MRRILDPLALMGAKVTASAEGGKLPLTLQGASN-PVPIEYRTPVASAQIKSAVLLAGLAA 189 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G     +I++  S  + E+ L+    FG +       S  R     GQ         V  
Sbjct: 190 PG--VTTVIEQEASRDHTELMLK---HFGAEIVTTPEGSHGRRIALTGQPELRGAPVIVP 244 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ L  A I  G+ + +    T  L+        L  MGA +   +    V G  
Sbjct: 245 ADPSSAAFPLVAALIVDGSDLVLSDVMTNPLR--TGLFTTLREMGASIEEDD----VRGD 298 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP  R       LK ++V   + P   D  + LAV A +A+G T +R +   RVKE++ 
Sbjct: 299 AGEPMARLRVRASKLKGVEVPPERAPSMIDEYLVLAVAAAYAEGTTIMRGLHELRVKESD 358 
 
Query: 363 RMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAEVPV 420 
           R+ A    L   G  VE  G D  +           + T+ DHR+AM A  +   ++ PV 
Sbjct: 359 RLEATAAMLRVNGVKVEITGDDLIVEGRGHVPGGGLVATHMDHRIAMSALVMGLASDKPV 418 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
           T+ D      +FPD+  ++ 
Sbjct: 419 TVDDTAFIATSFPDFIPLM 437 
 
 
>ref|YP_004158380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella 
           clarridgeiae 73] 
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 emb|CBI75784.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella 
           clarridgeiae 73] 
          Length = 442 
 
 Score =  103 bits (256), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 107/449 (23%), Positives = 199/449 (44%), Gaps = 51/449 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SGT+K+PG KS+S+R ++L  L+ G + +  LL S+DV   +  ++ +G   +  K   
Sbjct: 14  NLSGTIKIPGDKSISHRAVILGGLAHGESHIYGLLESDDVLRTVTIMQAMG--AQCYKKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    ++       L  GN+G + R +   V +     T++ D    +  RP 
Sbjct: 72  NLWIIRGTGNGCLLQ---ARTPLNFGNSGTSARLIMGLVGSYHMKTTFLGDA--SLSRRP 126 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP----------PVRVNGIGGLPGGKVKLSGSISSQYL 183 
           +  ++  L+ +G +++  LG   P          P+R          +V ++   S+Q   
Sbjct: 127 MEHILNPLRLMGVEIEPTLGNHLPLTLYGPKMANPIRY---------RVPMA---SAQVK 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQK 241 
           SA+L+A     G     +I+  ++  + E   ++++ FG +   E      RF    GQ  
Sbjct: 175 SAVLLAGLNTAGTT--TVIEPTLTRDHTE---KMLKAFGAELDIETDKEGARFISLKGQP 229 
 
Query: 242 YKSPKNAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVK--FAEVLEMMGAKV 298 
           + + +   V GD SSA++  +A   +    +T+E      L  D +  F + L  MGAK+ 
Sbjct: 230 HLTGQIINVPGDPSSAAFPIIAALLVEDSDITLENV----LINDSRMGFIQTLWEMGAKI 285 
 
Query: 299 T-WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
               +  + +            LK + +   + P   D    LA+ A FA+G T +  +  
Sbjct: 286 ELLNQREIGIENVADIRVRSSELKGVTIPKERAPSMIDEYPALAITAAFANGTTVMSGIK 345 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFS 411 
             R+KE+ R+ A+           E+G D+ I+     +       + T+ DHR+AM F  
Sbjct: 346 ELRIKESNRLSALAEGFKINHVHCEKGNDFLIVHGKNSIKGLGGGYVTTHLDHRIAMCFL 405 
 
Query: 412 L-AACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +    +E PV I D      +FP++  ++ 
Sbjct: 406 IFGLVSEKPVIIDDKRMIATSFPEFIPLM 434 
 
 
>gb|AAA71897.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Staphylococcus 
           aureus] 
          Length = 430 
 
 Score =  103 bits (256), Expect = 7e-20,   Method: Compositional matrix adjust. 
 Identities = 113/435 (25%), Positives = 199/435 (45%), Gaps = 40/435 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRHLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G +    +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPGYQV---NTPHQV-LYTGNSGTTTRLLAGLLSGLGNES--VLSGDVSIGKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      +++++   S+Q  SA+L A  
Sbjct: 125 DRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA---SAQVKSAILFA- 176 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E    + + F +  E ++           +Y  P + + 
Sbjct: 177 --SLFSKEPTIIKELDVSRNHTET---MFKHFNIPIE-AEGLSINTTPEAIRYIKPADFH 230 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 231 VPGDISSAAFFIVAALITPGSDVTIHNVGINQTRSGI--IDIVEKMGGNIQLFNQ--TTG 286 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 287 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 346 
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Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
           R+      L  LG  ++   D  II P E     A D   DHR+ M  ++A   +  PV  
Sbjct: 347 RIDTTADMLNLLGFELQPTNDGLIIHPSE-FKTNATDILTDHRIGMMLAVACVLSSEPVK 405 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 406 IKQFDAVNVSFPGFL 420 
 
 
>ref|YP_264469.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Psychrobacter arcticus 273-4] 
 gb|AAZ19035.1| 3-phosphoshikimate 1-carboxyvinyltransferase / prephenate 
           dehydrogenase [Psychrobacter arcticus 273-4] 
          Length = 778 
 
 Score =  103 bits (256), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 117/460 (25%), Positives = 209/460 (45%), Gaps = 54/460 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   +SGT+ +PG KS+S+R ++L +L+ G T V   L  ED    L A R +G+ +E 
Sbjct: 330 ITPSNTVSGTITIPGDKSISHRSIMLGSLATGVTHVTGFLEGEDALATLQAFRDMGVIIE 389 
 
Query: 69  ADKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                   +  VG  G  P      +  L++GN+G +MR L   + A   ++  VL G   
Sbjct: 390 GPDNGNLTIHGVGMNGLKP-----SKTPLYMGNSGTSMRLLAGILAAQAFDS--VLTGDT 442 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG--GLPGGKVKLSGSI-SSQYLS 184 
            + +RP+  +   L+Q+GA +         P+ + G    G P   ++    + S+Q  S 
Sbjct: 443 SLNKRPMERIAAPLRQMGAVIQSTGQKGTAPLSITGRDSVGTPLQGIEYDMPVASAQIKS 502 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            LL+A   A G          ++ P V  + T R++  FG     +   +R  ++GG    
Sbjct: 503 CLLLAGLWAEGTTT-------VTQPEVSRDHTERMLSAFGYPV--TVDGNRISVEGGGTL 553 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
           K    A V  D SSA++F+  AAI+  + +T++  G    +  +   ++L++M A ++ + 
Sbjct: 554 KGGDIA-VPADISSAAFFMVAAAISQDSELTLKQVGINPTRTGI--IDILKLMQADISLS 610 
 
Query: 302 -ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA--------VVALFADGPTAIRD 352 
            ET V       EP     ++  ++   ++P+  + LA        + A  A G T +   
Sbjct: 611 NETHVG-----GEPVADITIRGSNLVGIEIPEYLVPLAIDEFPVLFIAASCAQGRTILTG 665 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTA---------ID 399 
               RVKE++R+  +   L  LG       D  II    T  +  ++           I  
Sbjct: 666 AKELRVKESDRIAVMAEGLQTLGVDCTVTEDGLIIEGKGTQSQNSDINNSQPVFGGGDIV 725 
 
Query: 400 TYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDV 438 
           ++ DHR+AM+F++A+  A   ++I        +FP + ++ 
Sbjct: 726 SHHDHRIAMSFAVASLRASQQISIEGIETINTSFPGFAEL 765 
 
 
>ref|ZP_01544542.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oenococcus oeni ATCC 
           BAA-1163] 
 gb|EAV39129.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oenococcus oeni ATCC 
           BAA-1163] 
          Length = 438 
 
 Score =  102 bits (255), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 116/446 (26%), Positives = 206/446 (46%), Gaps = 40/446 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G++ LPG KS+S+R +++A++S G + + N  NS D    L A   LG  VE  K  + 
Sbjct: 13  LNGSLLLPGDKSISHRSIMVASISWGISRIKNFSNSTDCLSTLNAFLDLG--VEIKKYGR 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +V G G     +D K+ + +  GN+G   R L   +     N   V D    + +RP+ 
Sbjct: 71  DLIVYGSGLD-AFKDPKKPLNM--GNSGTTTRLLLGLLAGQSFNTCLVGDA--SLSKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   + ++G +     G    P+ V G   L      L  + S+Q  SAL+ +A  A  
Sbjct: 126 YRVTNPITEVGGEFS-LTGNGTLPITVIGHPSLKAFDYHLPIA-SAQVKSALIFSALQA- 182 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEGD 253 
            D    I +K  +  ++E+   ++  FG   +     +   I    + K S +   + GD 
Sbjct: 183 -DEPSIIFEKEATRNHLEI---MLNDFGADIK----TNGLCITVMPRPKLSGRTISIPGD 234 
 
Query: 254 ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A++     + ++  G    +  +    VL+ M A +   +TS         
Sbjct: 235 ISSAAFFMVAASLLPNSCICLKKVGLNPTR--IGIISVLKRMNANIEVKKTSNEA----- 287 
 
Query: 313 EPFG-----RKHLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKETERM 364 
           E +G       +L A+++   ++P+V   L ++ L    A G T I      RVKET+R+ 
Sbjct: 288 EAYGDIIVRSSNLHAVEITAKEIPNVIDELPILTLAASLAKGRTIISGAGELRVKETDRI 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAAC---AEVP 419 
             +  EL KLGA ++E  D  +I    KL +    + T+ DHR+ M  ++AA         
Sbjct: 348 SVVAAELKKLGARIQEKSDGMVIDGCPKLQIPENNLATHGDHRIGMMLAVAALLVDTSKT 407 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           +T+ +P   + ++P++F  L   + N 
Sbjct: 408 ITLNNPEAIKISYPNFFRDLDYLLNN 433 
 
 
>ref|NP_646171.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MW2] 
 ref|YP_043525.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MSSA476] 
 ref|YP_494052.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_FPR3757] 
 ref|YP_499999.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus NCTC 8325] 
 ref|YP_001332409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus str. Newman] 
 ref|YP_001575291.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_TCH1516] 
 ref|ZP_03565461.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus str. JKD6009] 
 ref|ZP_06021867.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           D30] 
 ref|ZP_06023855.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           930918-3] 
 ref|ZP_06329427.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9765] 
 ref|ZP_06378861.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus 132] 
 ref|ZP_06789174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9754] 
 sp|Q8NWN5.1|AROA_STAAW RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q6G998.1|AROA_STAAS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q05615.2|AROA_STAA8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|Q2FGX6.1|AROA_STAA3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A6QH15.1|AROA_STAAE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A8Z444.1|AROA_STAAT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAB95219.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE [Staphylococcus aureus 
           subsp. aureus MW2] 
 emb|CAG43183.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MSSA476] 
 gb|ABD20414.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_FPR3757] 
 gb|ABD30566.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
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           subsp. aureus NCTC 8325] 
 dbj|BAF67647.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus str. Newman] 
 gb|ABX29412.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus USA300_TCH1516] 
 gb|EEW45500.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           930918-3] 
 gb|EEW47483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           D30] 
 emb|CBI49341.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus TW20] 
 gb|EFB98961.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9765] 
 gb|EFG40877.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9754] 
 gb|ADL65472.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus str. JKD6008] 
 gb|EFU28124.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus CGS01] 
          Length = 432 
 
 Score =  102 bits (255), Expect = 8e-20,   Method: Compositional matrix adjust. 
 Identities = 112/435 (25%), Positives = 201/435 (46%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      +++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E    + + F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKEPTIIKELDVSRNHTET---MFKHFNIPIE-AEGLSINTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|ZP_06502760.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micrococcus luteus 
           SK58] 
 gb|EFD50230.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Micrococcus luteus 
           SK58] 
          Length = 476 
 
 Score =  102 bits (255), Expect = 9e-20,   Method: Compositional matrix adjust. 
 Identities = 144/459 (31%), Positives = 205/459 (44%), Gaps = 53/459 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V+LPGSKSL+NR L+LAAL++G  ++  +L S D   M  AL  LG   E       
Sbjct: 31  VRGDVRLPGSKSLTNRHLVLAALADGPCILHGVLESRDTALMRTALTALGARFEP----- 85 
 
Query: 75  RAVVVGCGG----KFPV-EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
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               +  GG      PV E    +V +  G AG  MR +        G   +  DG     
Sbjct: 86  ----LSDGGLRVHPMPVGEPLAGDVAVDCGLAGTVMRFVPFVAALRPGRVRF--DGDAGA 139 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPP----VRVNGIGGLPGG---KVKLSGSISSQY 182 
           R RP+  ++  L+QLG  V    G    P     R +     P G   +V +  S SSQ+ 
Sbjct: 140 RLRPMAPVLDALRQLGVAVVEEGGPGRLPFTMTTRADAATVAPDGDVPEVAVDASGSSQF 199 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIP-YVEMT---LRLMERFGVKAEHSDSWDRFYIKG 238 
           LSA L+AA      + +    + +  P +V MT   LR +E   V      +W    +   
Sbjct: 200 LSAALLAAAGMPRGLRLRHTGETVPSPEHVAMTAGVLRALE-VDVAETGPGAW---TVAP 255 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           G+       A VE D S+A  FLA A  TGG+VTV    T + Q   ++  +L   GA V 
Sbjct: 256 GRIPG--HEAAVEPDLSNAGPFLAAAVATGGSVTVPDWPTRTTQIGDRWRRILPQFGASV 313 
 
Query: 299 TWT-------ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
             T          +TVTG   +    +   A ++       +A T A +AL A GPT +  
Sbjct: 314 ALTVDRTDRSRGRLTVTGAVHDDGAPRITGAGEIADTAE--LAPTAAALALLASGPTRLT 371 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEG------PDYCIITPPEKLNVTAIDTYDDHR 405 
            +   R  ET+R+ A+  E  +LG +V+EG      P      P   L+  A++TY DHR 
Sbjct: 372 GIGHLRGHETDRLAALTAEAARLGITVDEGETSLGFPGTDASGP---LSPAALETYHDHR 428 
 
Query: 406 MAMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLSTFV 443 
           MA  F+      VP T + D   T KT PD+  + +  V 
Sbjct: 429 MAT-FAAVVGLRVPGTGVVDVATTAKTMPDFPALWTALV 466 
 
 
>ref|YP_004139533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium ciceri 
           biovar biserrulae WSM1271] 
 gb|ADV09483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium ciceri 
           biovar biserrulae WSM1271] 
          Length = 452 
 
 Score =  102 bits (255), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 118/456 (25%), Positives = 194/456 (42%), Gaps = 54/456 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG  ++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +E  K    
Sbjct: 18  LSGIARVPGDKSISHRSFMFGGLASGETRITGLLEGEDVMRTGAAMKAMGAHIE--KNGD 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+ G G    ++    E  L  GNAG   R     V       T++ D    +  RP+ 
Sbjct: 76  EWVIRGTGNGALLQ---PEGPLDFGNAGTGSRLTMGLVGTYDMETTFIGDA--SLSGRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+Q+G  V      D  P+ ++G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRVLEPLRQMGVQVLKATPGDRMPITLHG----PKHAAPITYRVPMASAQVKSAVLLAGL 186 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              G     +I+ +++  + E   ++++ FG  +  E  +   R     GQ   + +    
Sbjct: 187 NTPGIT--TVIEPVMTRDHTE---KMLKGFGANLSVETDERGVRHIFIEGQGKLTGQTIA 241 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA + L  A I  G+ +T+E       +  +     L+ MG  +           
Sbjct: 242 VPGDPSSAGFPLVAALIVPGSDITIENVLMNPTRTGLLL--TLQEMGGNIDILN------ 293 
 
Query: 309 GPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             PR   G            LK + V   + P   D    LAV A FA+G T ++ +    
Sbjct: 294 --PRNAGGEDVADLRVRYSELKGVIVPPERAPSMIDEYPVLAVAASFAEGETLMQGLEEL 351 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV---------TAIDTYDDHRMA 407 
           RVKE++R+ A+   LT  G    EG     +                 T + T+ DHR+A 
Sbjct: 352 RVKESDRLSAVANGLTLNGVDCTEGEASLAVRGKPGGKGLGGHPNGKDTTVQTHLDHRIA 411 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           M+F +   A E PVTI D      +FP++  +++   
Sbjct: 412 MSFLVMGLATEKPVTIDDAAMIATSFPEFMGLMTAL 447 
 
 
>ref|YP_186348.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
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           subsp. aureus COL] 
 sp|Q5HFV9.1|AROA_STAAC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW36699.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus COL] 
          Length = 432 
 
 Score =  102 bits (255), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 112/435 (25%), Positives = 201/435 (46%), Gaps = 38/435 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EG + +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFRLLGVEIKEDD--E 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           + VV   G  +   +   +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 71  KLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      +++++   S+Q  SA+L A  
Sbjct: 126 DRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA---SAQVKSAILFA- 177 
 
Query: 191 PLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             +L   E  II +L +S  + E    + + F +  E ++           +Y  P + + 
Sbjct: 178 --SLFSKEPTIIKELDVSRNHTET---MFKHFNIPIE-AEGLSINTTPEAIRYIKPADFH 231 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG  +       T   
Sbjct: 232 VPGDISSAAFFIVAALITPGSDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--TTG 287 
 
Query: 309 GPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETE 362 
             P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKET  
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKETN 347 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  PV  
Sbjct: 348 RIDTTADMLNLLGFELQPTNDGLIIYPSEFKTNATVDSLTDHRIGMMLAVASLLSSEPVK 407 
 
Query: 422 IRDPGCTRKTFPDYF 436 
           I+       +FP +  
Sbjct: 408 IKQFDAVNVSFPGFL 422 
 
 
>ref|ZP_05101922.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           GAI101] 
 gb|EEB86224.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           GAI101] 
          Length = 450 
 
 Score =  102 bits (254), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 128/435 (29%), Positives = 191/435 (43%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG  ++PG KS+S+R L+L A+  G T +  LL  +DV     A+R  G  V  D     
Sbjct: 18  LSGVAQVPGDKSISHRSLILGAMCVGKTTISGLLEGDDVLDTARAMRAFGAEV-TDLGDG 76 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              V G G G F    A+ +  +  GN+G  +R +  A+  +   AT+  D    +  RP 
Sbjct: 77  NWSVHGVGVGGF----AEPDGVIDCGNSGTGVRLIMGAMATSPITATFTGDA--SLNGRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L   G       G   P   V     +      +    S+Q  SA+L+A   A 
Sbjct: 131 MARVTDPLALFGTQSVGRKGGRLPMTIVGAADPV--PVRYVVPVPSAQVKSAVLLAGLNA 188 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVEG 252 
            G  +  +I+   +  + E   R++  FG K    D+ + R     GQ     ++  V   
Sbjct: 189 PG--QTVVIEAEATRDHTE---RMLAGFGAKITVKDTDEGRIITLTGQPELQAQHVDVPR 243 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++ +  A I  G+ V V G G    +        L  MGA +T+ E   T  G P 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1438



 

 

Sbjct: 244 DPSSAAFPVCAALIVPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY-ENERTEGGEP 300 
 
Query: 312 ----REPFGRKHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  F    +K I+V       M D    L+VVA FA G T +R V   RVKE++R+ 
Sbjct: 301 VADLRARF-SPDMKGIEVPPARAASMIDEYPVLSVVASFAQGQTMMRGVKELRVKESDRI 359 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFS-LAACAEVPV 420 
            A+   L   G  V+EGPD+  +T     NV    T     DHR+AM+F  +   A  PV 
Sbjct: 360 DAMAKGLRANGVEVDEGPDWWAVTGLGHGNVPGGATCASQLDHRIAMSFMIMGMAANAPV 419 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           ++ D      +FP + 
Sbjct: 420 SVDDGAPITTSFPIF 434 
 
 
>ref|YP_001170040.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17025] 
 gb|ABP72735.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17025] 
          Length = 445 
 
 Score =  102 bits (254), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 123/440 (27%), Positives = 199/440 (45%), Gaps = 31/440 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G  ++PG KS+S+R L+L A++ G T +  LL  +DV     A+R  G  +        
Sbjct: 18  LRGRAEIPGDKSISHRALILGAMAVGETRITGLLEGQDVLDTAKAMRAFGAELIQHGPGD 77 
 
Query: 75  RAVV-VGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +V  VG GG   P E       +  GN+G  +R +  ++  +   AT+  D    +R+R 
Sbjct: 78  WSVHGVGVGGFTEPAE------VIDCGNSGTGVRLIMGSMATSPITATFTGDA--SLRKR 129 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAP 191 
           P+G +   L   GA      G   P   V     +P   V  +  + S+Q  SA+L+A   
Sbjct: 130 PMGRVTDPLALFGARAYGRKGGRLPMTLVGAAEPVP---VHYTVPVPSAQVKSAVLLAGL 186 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSWDRFYIKGGQKYKSPKNAYV 250 
            A G  +  ++++  +  + E   R++  FG +    +    +     GQ    P+   V 
Sbjct: 187 NAPG--QTVVVEREATRDHSE---RMLRGFGAELTVEAAPEGQIITLTGQPELRPQTVAV 241 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A I  G+ + V G      + D  +  +LEM GA + + E      G 
Sbjct: 242 PRDPSSAAFPVCAALIVEGSEILVPGVSRNPTR-DGLYVTLLEM-GADIAF-ENEREEGG 298 
 
Query: 310 PPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P      +   LK ++V   + P   D    L+VVA FADG T +R V   RVKE++R+ 
Sbjct: 299 EPVADLRVRASELKGVEVPPERAPSMIDEYPILSVVAAFADGTTIMRGVKELRVKESDRI 358 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAF-SLAACAEVPVTI 422 
            A+   L   G  +EE  D  ++     +   A   T+ DHR+AM+F  L   AE PV + 
Sbjct: 359 DAMARGLEACGVRIEEDEDTLVVHGRGSVPGGATCATHLDHRIAMSFLVLGMAAEAPVAV 418 
 
Query: 423 RDPGCTRKTFPDYFDVLSTF 442 
            D      +FP +  ++ T  
Sbjct: 419 DDGSPIETSFPIFMGLMRTL 438 
 
 
>ref|ZP_00953711.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfitobacter sp. 
           EE-36] 
 gb|EAP84944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfitobacter sp. 
           EE-36] 
          Length = 450 
 
 Score =  102 bits (254), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 128/436 (29%), Positives = 195/436 (44%), Gaps = 34/436 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG  ++PG KS+S+R L+L A+  G T +  LL  +DV     A++  G  V        
Sbjct: 18  LSGVAEVPGDKSISHRSLILGAMCIGETTISGLLEGDDVLDTAKAMQAFGAEVTNMGGGN 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
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            +V  VG GG      A+ +  +  GN+G  +R +  ++  +   AT+  D    +  RP 
Sbjct: 78  WSVRGVGVGGF-----AEPDGVIDCGNSGTGVRLIMGSMATSPITATFTGDA--SLNGRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   V     +P   V+ +  + S+Q  SA+L+A    
Sbjct: 131 MARVTDPLALFGTQSVGRKGGRLPMTIVGAADPVP---VRYTVPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+   +  + E   R++  FG +    D+ + R     GQ     ++  V  
Sbjct: 188 APG--KTVVIEAEATRDHTE---RMLAGFGAEISVEDTDEGRVITLTGQPELQAQHVDVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V V G G    +        L  MGA +T+ E   T  G  
Sbjct: 243 RDPSSAAFPVCAALIVPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY-ENERTEGGE 299 
 
Query: 311 P----REPFGRKHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F    LK I+V       M D    L+VVA FA G T +R V   RVKE++R 
Sbjct: 300 PVADLRAKF-SPDLKGIEVPPARAASMIDEYPVLSVVAAFAQGQTMMRGVKELRVKESDR 358 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFS-LAACAEVP 419 
           + A+   L   G  V+EGPD+  +T     NV    T     DHR+AM+F  L   A  P 
Sbjct: 359 IDAMAKGLRANGIEVDEGPDWWAVTGRGHGNVPGGATCASQLDHRIAMSFMILGMAATSP 418 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           V++ D      +FP + 
Sbjct: 419 VSVDDGSPITTSFPIF 434 
 
 
>ref|YP_765712.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. viciae 3841] 
 sp|Q1MN56.1|AROA_RHIL3 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAK05596.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) [Rhizobium leguminosarum bv. viciae 3841] 
          Length = 452 
 
 Score =  102 bits (254), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 122/447 (27%), Positives = 207/447 (46%), Gaps = 44/447 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G+V++PG KS+S+R  ++  L+ G T +  LL  EDV     A++ +G  +   K    
Sbjct: 18  LTGSVRIPGDKSISHRSFMIGGLASGETRITGLLEGEDVINTGRAMQAMGARIR--KEGA 75 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           + V+ G G G     DA     L  GNAG  +R     V     ++T++ D    + +RP 
Sbjct: 76  QWVIEGTGNGALLAPDAP----LDFGNAGTGVRLTMGLVGTYDFHSTFIGDA--SLSKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+++G  V    G D  PV + G    PG    +   +   S+Q  SA+L+A  
Sbjct: 130 MGRVLNPLREMGVQVSASEG-DRLPVTLRG----PGTPSPIRYRVPMASAQVKSAVLLAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G     +I+ +++  + E   ++++ FG  +  E      R     G+   + +   
Sbjct: 185 LNTPG--VTTVIEPVMTRDHTE---KMLQGFGAALSVETDGDGVRTIRLEGRGKLAGQVI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEM--MGAKVTWTETSV 305 
            V GD SS ++ L  A I  G+ +T+       L    +   +L +  MGA +      + 
Sbjct: 240 DVPGDPSSTAFPLVAALIVPGSDITI----VNVLMNPTRTGLILTLQEMGADIEVVNARL 295 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
              G        +H  LK + V  ++ P   D    LAV A FA+G T ++ +   RVKE 
Sbjct: 296 -AGGEDVADLRVRHSELKGVTVPEDRAPSMIDEYPILAVAACFAEGATVMKGLEELRVKE 354 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAID----TYDDHRMAMAF-SLA 413 
           ++R+ A+   L   G   +EG D+ I+   P  K    A D    T+ DHR+AM+F  L  
Sbjct: 355 SDRLSAVADGLKLNGVDCDEGEDFLIVRGRPDGKGLGNAADGRVSTHLDHRIAMSFLVLG 414 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             +E  VTI D      +FP++  +++ 
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Sbjct: 415 LASEHAVTIDDAAMIATSFPEFMQLMT 441 
 
 
>ref|ZP_07904321.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium saburreum 
           DSM 3986] 
 gb|EFU76799.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium saburreum 
           DSM 3986] 
          Length = 416 
 
 Score =  102 bits (254), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 113/432 (26%), Positives = 203/432 (46%), Gaps = 27/432 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G +++PG KS+S+R ++  ++++GTT +   L   D    +   + +G+++E +  +  
Sbjct: 2   IKGRLRVPGDKSISHRAVMFGSIAKGTTYIKGFLTGADCISTVSIFKKMGINIELNDTS- 60 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V V   G + ++  KE   L  GN+G   R ++  ++A     T VL G   +++RP+ 
Sbjct: 61  --VKVYGNGLYGLKKPKE--ILDCGNSGTTTRLVSGILSAQ--EFTSVLTGDNSIQKRPM 114 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L  +GA++    G    P+ + G   L G + K S   S+Q  SA+L+A   A  
Sbjct: 115 SRIITPLSMMGANITSNNG--FAPLTITG-SKLHGIEYK-SPVASAQVKSAILLAGLYAQ 170 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
               +    K  S  + E+ L+   +FG  A  + S +   +    +  +   A     + 
Sbjct: 171 SPTTVTEPAK--SRDHTELMLK---KFG--ASLTSSKNSVTVNPCNELFASDIAVPSDIS 223 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           S+A +  A   + G  + +E  G    +  +    +L+ MGA +     +           
Sbjct: 224 SAAFFMAAAILVPGSELVLENVGINPTRDGI--IRILKKMGANIEIINHTDAFEPVAGIS 281 
 
Query: 315 FGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                L +  V  + +P   D    LA +A  A+G T I+D    +VKE+ R+  +  EL 
Sbjct: 282 VSYSKLHSTTVEGDIIPTLIDELPILAAIACLAEGTTVIKDAGELKVKESNRIHVMCNEL 341 
 
Query: 372 TKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFS-LAACAEVPVTIRDPGCT 428 
           +KLG  V E  D   IT   KL  NVT I T+DDHR+AM F+ L   ++  + + +  C  
Sbjct: 342 SKLGVDVVETEDGMEITGTNKLCGNVT-IATHDDHRIAMTFAVLNLVSDGEIRLDNKNCV 400 
 
Query: 429 RKTFPDYFDVLS 440 
             ++P++F+ L+ 
Sbjct: 401 EISYPEFFNDLN 412 
 
 
>ref|YP_001236311.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bradyrhizobium sp. 
           BTAi1] 
 sp|A5E8B1.1|AROA_BRASB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ32405.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bradyrhizobium sp. 
           BTAi1] 
          Length = 445 
 
 Score =  102 bits (253), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 135/443 (30%), Positives = 201/443 (45%), Gaps = 41/443 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT+++PG KS+S+R L+L ALS G T +  LL  EDV     A+R LG  VE       
Sbjct: 18  LSGTLRVPGDKSISHRALILGALSVGETRISGLLEGEDVLNTAQAMRALGAKVERHGDFA 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V  VG GG      A+    L  GN+G   R +  AV  AG   T V DG   +R RP 
Sbjct: 78  WTVHGVGVGGF-----AQPAATLDFGNSGTGCRLVMGAV--AGCPITAVFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ +GA V         P+ + G    P   V  +   S+Q  SA+L+A   A 
Sbjct: 131 MRRILDPLELIGAKVTASAEGGKLPLTLQGASN-PVPVVYRTPVASAQIKSAVLLAGLAA 189 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G     +I++  S  + E+ L+    FG +       +  R     GQ         V  
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Sbjct: 190 PG--VTTVIEQEASRDHTELMLK---HFGAEIVTTLEGTHGRRIALTGQPELHGAPVIVP 244 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ L  A I  G+ + +    T  L+  + FA + E MGA +   +    V G  
Sbjct: 245 ADPSSAAFPLVAALIVDGSDLVLSDVMTNPLRTGL-FATLRE-MGASIEEDD----VRGD 298 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP  R       L+ ++V   + P   D  + LAV A +A+G T +R +   RVKE++ 
Sbjct: 299 AGEPMVRLRVRASKLRGVEVPPERAPSMIDEYLVLAVAAAYAEGTTIMRGLHELRVKESD 358 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAM-AFSLAACA 416 
           R+ A    L   G  VE   D  I+      P   L    + T+ DHR+AM A  +   + 
Sbjct: 359 RLEATAAMLRVNGVKVEISDDDLIVEGRGHVPGGGL----VATHMDHRIAMSALVMGLAS 414 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVL 439 
           + PV + D      +FPD+  ++ 
Sbjct: 415 DKPVKVDDTAFIATSFPDFVPLM 437 
 
 
>ref|YP_931265.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrobaculum 
           islandicum DSM 4184] 
 gb|ABL88922.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pyrobaculum 
           islandicum DSM 4184] 
          Length = 399 
 
 Score =  102 bits (253), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 121/433 (27%), Positives = 196/433 (45%), Gaps = 53/433 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + G    P SK  S R+LL +AL+EG TV+  +  S+D   M  A++ L           
Sbjct: 8   RLEGKFAAPPSKPYSQRLLLASALAEGETVIRGVEWSDDFTAMFRAVQPLAR-------- 59 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLF----LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                + C G   V+ ++ E   +    +  +G  +R+  A      G       G   + 
Sbjct: 60  -----LYCEGGV-VKASRREPDFYRSFNVMESGFTLRTAVAVYAGVPGITAVYYGGT--L 111 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-M 188 
           + RPI +LV  L++L A V+   G     + V G   L    V++   ISSQY+S L+ + 
Sbjct: 112 KGRPIDELVEALRRLTA-VEKTAGA----IVVEG-RRLEEFDVEIRADISSQYISGLMYL 165 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA +  G V    + +  S  +VE T  ++++FG   E  ++     I+     +SP+   
Sbjct: 166 AAHVGRGIVRP--VGERKSWSFVEATAEVLKKFGAHVELGET-----IEVEGPLRSPRAV 218 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V  D S A++ +     TGG V + G   T  + D    +V   MGA +T     + V  
Sbjct: 219 DVPSDFSLAAFLVVAGVATGGHVELLG---TLAEVDKWAIDVFRQMGADITIDNGIMRVG 275 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           G           + +DV++ + PD+ M +A+ A   +  +AIR V   R KE++R+  +  
Sbjct: 276 G--------VFTRGVDVDLGRNPDLVMPVALAAAMVEEESAIRGVDHLRYKESDRVATVL 327 
 
Query: 369 TELTKLGASV--EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             L +LG  V  ++G  Y I  PP K  V A  T+ DHR+ +  +LAA   V   + D   
Sbjct: 328 DVLRRLGVEVRYDKGAIY-IRGPPTKREV-AFQTHGDHRIGL-MALAAAKIVGGCVDDLT 384 
 
Query: 427 CTRKTFPD---YF 436 
              K++P    YF 
Sbjct: 385 PVAKSWPSSILYF 397 
 
 
>ref|ZP_04867454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus TCH130] 
 gb|EES97558.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus TCH130] 
          Length = 435 
 
 Score =  102 bits (253), Expect = 1e-19,   Method: Compositional matrix adjust. 
 Identities = 117/448 (26%), Positives = 208/448 (46%), Gaps = 42/448 (9%) 
 
Query: 6   EIVLQPIKEISGTVK----LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 61 
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           E+V + I +ISG +K    +PG KS+++R ++LA+L+EG + +   L  ED    +   R 
Sbjct: 3   EMVNEQIIDISGPLKGEIEVPGDKSMTHRAIMLASLAEGVSTIYKPLLGEDCRRTMDIFR 62 
 
Query: 62  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            LG+ ++ D   ++ VV   G  +   +   +V L+ GN+G   R L   ++  G  +   
Sbjct: 63  LLGVEIKEDD--EKLVVTSPG--YQSFNTPHQV-LYTGNSGTTTRLLAGLLSGLGIES-- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGS 177 
           VL G   + +RP+  ++  LK + A+++       P    P  + GI      +++++   
Sbjct: 116 VLSGDVSIGKRPMDRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA-- 169 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKL-ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S+Q  SA+L A   +L   E  II +L +S  + E    + + F +  E ++        
Sbjct: 170 -SAQVKSAILFA---SLFSKEPTIIKELDVSRNHTE---TMFKHFNIPIE-AEGLSITTT 221 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
               ++  P + +V GD SSA++F+  A IT G+ VT+   G    +  +   +++E MG 
Sbjct: 222 PDAIQHIKPADFHVPGDISSAAFFIVAALITPGSDVTIHNIGINPTRSGI--IDIVEKMG 279 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +       T    P      ++   L+ I +    +P     L V+AL    A G +  
Sbjct: 280 GNIQLFNQ--TTGAEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTST 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I+D    +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  
Sbjct: 338 IKDAEELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  PV I+       +FP +  
Sbjct: 398 LAVASLLSSEPVKIKQFDAVNVSFPGFL 425 
 
 
>ref|YP_004073619.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter felis 
           ATCC 49179] 
 emb|CBY83029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter felis 
           ATCC 49179] 
          Length = 440 
 
 Score =  102 bits (253), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 117/440 (26%), Positives = 203/440 (46%), Gaps = 52/440 (11%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           LP  KSLS+R ++ A L      V N L  +D    L   +TLGL V+  ++    + +  
Sbjct: 17  LPADKSLSHRAVIFALLCARPCYVQNFLRGQDCLSTLHMAKTLGLRVQ--QSTPNTLKLT 74 
 
Query: 81  CGGKFPV--EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVLDGVPRMRERPIGDL 137 
              KF    E +K    L   N+G  MR  +  + ++      Y+L G   + +RP+G + 
Sbjct: 75  PPKKFLCFKEPSKP---LNCRNSGTTMRLFSGLLASSQFQKNHYILVGDSSLSKRPMGRV 131 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGD 196 
           +  L+ +GA +         P+    I   P   +K +  I S+Q  SALL+A        
Sbjct: 132 ITPLQVMGAQIRARANHTLAPL---SILSTPLQGMKYTSPIASAQVKSALLLAT------ 182 
 
Query: 197 VEIEIIDKLI-SIPYV--EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---V 250 
             ++  D LI S P +  + T R+++  G K +  D   R      +    P +++   + 
Sbjct: 183 --LQAKDPLIFSEPSLSRDHTERMLKALGAKIQIQDRSVRL-----EPLNQPLDSFEWSI 235 
 
Query: 251 EGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA YF LA A +    V ++       +  ++  +VLE MG  V +   S  +   
Sbjct: 236 PADPSSAFYFALAVALVPQSAVLLKNVLLNPTR--IEAFKVLEKMGLHVEFHPHSTQI-- 291 
 
Query: 310 PPREPFGR---KH--LKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
              EP G    KH  LKA+++  N+  + D    LAV    A G + +++    RVKE++ 
Sbjct: 292 ---EPVGDIYVKHRPLKALEIKENIPFLIDELPALAVAMSVAKGVSRVQNAQELRVKESD 348 
 
Query: 363 RMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLA--ACAEVP 419 
           R+    + L K+G + +   D + I     K     ++++ DHR+A++F++A  AC     
Sbjct: 349 RIATTLSNLAKMGITCQAYADGFSIQGSSLKRPQEPLESFGDHRIALSFAVALLACGG-- 406 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
            ++R+  C   +FP++ ++L 
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Sbjct: 407 -SLRNSACMGVSFPNFIEIL 425 
 
 
>ref|ZP_01125908.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrococcus mobilis 
           Nb-231] 
 gb|EAR23391.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrococcus mobilis 
           Nb-231] 
          Length = 411 
 
 Score =  101 bits (252), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 117/418 (27%), Positives = 194/418 (46%), Gaps = 30/418 (7%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +LAAL+EGTT +  LL  EDV   L A R LG+     +  +  +V+   G   ++ + E 
Sbjct: 1   MLAALAEGTTEIHGLLEGEDVLATLAAFRALGIVTNGPERGR--LVIEGRGLQGLQASPE 58 
 
Query: 93  EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 152 
               +LGN+G AMR L   +  AG     +L G   + +RP+  +   L ++GA V     
Sbjct: 59  P--FYLGNSGTAMRLLCGLL--AGQRFDSILTGDVSLSQRPMRRVTEPLLRMGARVAAG- 113 
 
Query: 153 GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 212 
            T   P+ + G   L G   ++  + S+Q  S LL+A   A G+  +     + S+P  + 
Sbjct: 114 ATGTAPLHIKGGQALHGIHYEMPMA-SAQVKSCLLLAGLYAKGETCV-----IESVPSRD 167 
 
Query: 213 MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-V 271 
            T R++  FG + +      R  + GG +  +     +  D SSA++FL GA+I  G+ + 
Sbjct: 168 HTERMLTAFGYEVDCRAG--RVCLHGGGRLHAMPLLAIPADISSAAFFLVGASIAPGSDL 225 
 
Query: 272 TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNK 329 
            +   G    +  V    +L+ MGA +   +    + G P      +H  L  I +     
Sbjct: 226 CLMEVGLNPTRTGV--IAILKRMGADIEVLDKR-WMGGEPVADLRVRHAALHGIHITPEM 282 
 
Query: 330 MP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 386 
           +P   D    L V A  A+G T ++     RVKE++R+ A+   L  LG + E   D    
Sbjct: 283 VPAAIDEFPALFVAAACAEGETLLQGAEELRVKESDRIAAMAAGLQALGITAEPQVDGIR 342 
 
Query: 387 ITP--PEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLST 441 
           I    P+   + A     DHR+AMAF++ A  A+  + I D      +FP + ++ ++ 
Sbjct: 343 IIGGVPQGGRLHA---RGDHRIAMAFTMMALRADAEIIIDDCRNVATSFPGFVELAAS 397 
 
 
>ref|YP_002978141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. trifolii WSM1325] 
 gb|ACS58602.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhizobium 
           leguminosarum bv. trifolii WSM1325] 
          Length = 452 
 
 Score =  101 bits (252), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 122/447 (27%), Positives = 205/447 (45%), Gaps = 44/447 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G+V++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +   K  + 
Sbjct: 18  LTGSVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGARIR--KEGE 75 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           + V+ G G G     DA     L  GNAG  +R     V      +T+  D    + +RP 
Sbjct: 76  QWVIDGTGNGALLAPDAP----LDFGNAGTGVRLTMGLVGTYDFRSTFTGDA--SLSKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+++G  V    G D  PV + G    PG    +   +   S+Q  SA+L+A  
Sbjct: 130 MGRVLNPLREMGVQVSASEG-DRLPVTLRG----PGTPSPIRYRVPMASAQVKSAVLLAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G   +  I+ +++  + E   ++++ FG  +  E      R     G+   + +   
Sbjct: 185 LNTPGITTV--IEPVMTRDHTE---KMLQGFGAALSVETDSEGVRTIRLEGRGKLAGQVI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEM--MGAKVTWTETSV 305 
            V GD SS ++ L  A +  G+ +T+       L    +   +L +  MGA +      + 
Sbjct: 240 DVPGDPSSTAFPLVAALLVPGSDITI----VNVLMNPTRTGLILTLQEMGADIEVANARL 295 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
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              G        +H  LK + V   + P   D    LAV A FA+G T ++ +   RVKE 
Sbjct: 296 -AGGEDVADLRVRHSELKGVTVPEERAPSMIDEYPILAVAACFAEGATIMKGLEELRVKE 354 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAID----TYDDHRMAMAFSLAA 414 
           ++R+ A+   L   G   +EG D+ I+   P  K    A D    T+ DHR+AM+F +   
Sbjct: 355 SDRLSAVADGLKLNGVDCDEGEDFLIVRGRPDGKGLGNAADGRVSTHLDHRIAMSFLVMG 414 
 
Query: 415 CA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
            A E PVTI D      +FP++  +++ 
Sbjct: 415 LASEHPVTIDDAAMIATSFPEFMQLMT 441 
 
 
>ref|YP_001526847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Azorhizobium 
           caulinodans ORS 571] 
 dbj|BAF89929.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Azorhizobium 
           caulinodans ORS 571] 
          Length = 471 
 
 Score =  101 bits (252), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 126/445 (28%), Positives = 198/445 (44%), Gaps = 35/445 (7%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   +SG V++PG KS+S+R L+  AL+ G T V  LL  EDV     A   LG +VE   
Sbjct: 40  PSPGLSGKVRVPGDKSVSHRALIFGALARGETRVTGLLEGEDVLNTAKACAALGATVERT 99 
 
Query: 71  KAAK-RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              + R   VG G  K P         L  GN+G  +R +  AV  AG       DG    
Sbjct: 100 GPGQWRVEGVGVGNFKAPA------APLDFGNSGTGVRLMMGAV--AGNPIQATFDGDAS 151 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R+RP+  ++  L  +G  +         P+R+ G+  L     + +   S+Q  SA+L+ 
Sbjct: 152 LRKRPMKRVLDPLAAMGVKLVEEAEGGRLPMRLEGVTDLKAFTYE-TPVPSAQVKSAVLL 210 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSP 245 
           A   A G  E  ++++  +  + E   R++  FG       H     R  +KG  + K+  
Sbjct: 211 AGLAASG--ETVVVEREATRDHTE---RMLAHFGADVSVEPHGAHGRRITLKGRPELKA- 264 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV----TW 300 
               V  D SSA++ L  A I  G+ + +       L+        L+ MGA +       
Sbjct: 265 APVDVPSDPSSAAFPLVAAVIVPGSDIVITDVMMNPLR--TGLITTLKEMGASIETLAER 322 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
           TE   TV    R  + +  LK + V   + P   D    LAV A FA+G T ++ +A  R 
Sbjct: 323 TEGGETVAD-LRVRYSK--LKGVAVPPERAPAMIDEYPILAVAAAFAEGETRMQGLAELR 379 
 
Query: 358 VKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAF-SLAAC 415 
           VKE++R+ A+   L   G +   EG D  +    +      + T+ DHR+AM+F  L    
Sbjct: 380 VKESDRLAAVADGLAACGVTHRIEGDDLIVTGAADVEGGGPVATHMDHRIAMSFLVLGLA 439 
 
Query: 416 AEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +   V + D      +FP +  +++ 
Sbjct: 440 SRAGVKVDDVSFIATSFPTFMPMIA 464 
 
 
>ref|ZP_03658338.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter cinaedi 
           CCUG 18818] 
 ref|ZP_07806023.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter cinaedi 
           CCUG 18818] 
 gb|EFR46478.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter cinaedi 
           CCUG 18818] 
          Length = 437 
 
 Score =  101 bits (252), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 113/428 (26%), Positives = 188/428 (43%), Gaps = 35/428 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + A L+     +   L  ED  + L   + LGL VE     KR  ++      
Sbjct: 23  KSISHRGAMFALLANAPCEIKGFLEGEDTLHTLEIAKNLGLVVE-----KRGDILHLT-- 75 
 
Query: 85  FPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 142 
            P +   +E +  L  GNAG  MR     ++   G+  +VL G   +  RP+G ++  L  
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Sbjct: 76  -PPKGGLQEPKQVLDCGNAGTGMRLYVGLLSGVKGH--FVLSGDEYLNARPMGRVIEPLS 132 
 
Query: 143 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 202 
            +GAD+         P+ + G   L     + S   S+Q  SA+++A     G  +     
Sbjct: 133 AIGADIRGREQNKYAPLSIQG-ARLKSFNYQ-SKIASAQVKSAMILAGLRTEG--KCRFY 188 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHS---------DSWDRFYIKGGQKYKSPKNAYVEGD 253 
           + L+S  + E  L+ M   GVK +           D ++  +    +K +S K   V  D 
Sbjct: 189 EPLLSRNHTENMLKGM---GVKIQGREIQSGTNAVDGYEVEFEGSCKKLESFK-LEVPAD 244 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV--TGPP 311 
            SSA +F   A +    V ++       +  ++  ++LE MGAKV++   S      G   
Sbjct: 245 PSSAFFFAVAACVLESKVLLKNVLLNKTR--IEAFKILESMGAKVSYNVRSSLYEEIGDI 302 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
               GR     +D N+  + D    L V    A G + +R+    RVKE++R++A  T L 
Sbjct: 303 EVQGGRLQAVQVDKNIAWLIDELPALGVCFALAKGRSEVRNAKELRVKESDRILATITNL 362 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
             +G   EE  D   +   E L    + ++ DHR+AM+F++A        I D  C   + 
Sbjct: 363 RAMGIECEEFEDGFSVNGGE-LKRARVSSFGDHRIAMSFAIAQLV-CGGEIEDSACIDVS 420 
 
Query: 432 FPDYFDVL 439 
           FP++ ++L 
Sbjct: 421 FPNFLELL 428 
 
 
>gb|AAX21587.1| AroA [Francisella novicida] 
 gb|AAX21588.1| AroA [Francisella tularensis subsp. tularensis] 
 gb|AAX21589.1| AroA [Francisella tularensis subsp. tularensis] 
 gb|AAX21590.1| AroA [Francisella tularensis subsp. mediasiatica FSC147] 
 gb|AAX21591.1| AroA [Francisella tularensis subsp. mediasiatica] 
 gb|AAX21594.1| AroA [Francisella tularensis subsp. tularensis] 
 gb|AAX21596.1| AroA [Francisella tularensis subsp. tularensis] 
 gb|AAX21597.1| AroA [Francisella tularensis subsp. tularensis] 
 gb|ACJ54496.1| AroA [Francisella novicida] 
 gb|ACJ54499.1| AroA [Francisella novicida] 
          Length = 172 
 
 Score =  101 bits (252), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 60/143 (41%), Positives = 79/143 (55%), Gaps = 4/143 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y SP N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTANKSQYISPSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTG 309 
           F EVLE +G +V +    + VTG 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVTG 164 
 
 
>gb|ACJ54494.1| AroA [Francisella sp. FSC156] 
 gb|ACJ54497.1| AroA [Francisella novicida] 
 gb|ACJ54498.1| AroA [Francisella novicida] 
          Length = 172 
 
 Score =  101 bits (251), Expect = 2e-19,   Method: Compositional matrix adjust. 
 Identities = 60/143 (41%), Positives = 79/143 (55%), Gaps = 4/143 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y SP N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTANKSQYISPSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1446



 

 

Query: 287 FAEVLEMMGAKVTWTETSVTVTG 309 
           F EVLE +G +V +    + VTG 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVTG 164 
 
 
>ref|ZP_04808519.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pullorum 
           MIT 98-5489] 
 gb|EEQ63801.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pullorum 
           MIT 98-5489] 
          Length = 431 
 
 Score =  101 bits (251), Expect = 3e-19,   Method: Compositional matrix adjust. 
 Identities = 116/434 (26%), Positives = 197/434 (45%), Gaps = 40/434 (9%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           K+   KS+S+R  + + LS+  + + N L  ED    L   + LGL V   K   + +V  
Sbjct: 15  KIASDKSISHRCAIFSLLSDKPSYIQNYLKGEDTLDTLKIAKRLGLEV---KEESKGMVF 71 
 
Query: 80  GCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
                 P +  KE  ++   GNAG A+R     ++A  G   +VL G   +  RP+  +V 
Sbjct: 72  -----LPPKSIKEPSEILDCGNAGTAIRLYLGLLSAQKG--MFVLSGDCYLNNRPMKRVV 124 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L+ +GA +      +  P+ V G  GL   +  +S   S+Q  SAL+++   A GD   
Sbjct: 125 EPLRSIGATIFGRDNGNFAPLVVIGNQGLKSFEY-VSKIPSAQVKSALILSGLFANGDS- 182 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
            +  +  +S  + E  LR M   G + E   H        I   ++   P    +  D S 
Sbjct: 183 -KYFEPELSRDHTERMLRGM---GAEIESKIHQGGDVEVSISPLKQALKPLEMNIPADPS 238 
 
Query: 256 SASYFLAGAAI---TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           SA +F    AI   + G +       T ++      ++LE MG K+ + E S T       
Sbjct: 239 SAFFFAVAVAIMPESYGLLKNVLLNPTRIEA----FKMLEKMGVKIAYKENSNTYESIGD 294 
 
Query: 313 -EPFGRKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            E    K L++I+VN      ++++P +A+ +A     A+G + + +    RVKET+R+  
Sbjct: 295 IEIVSPKKLQSIEVNEKISWLIDEIPALAIAMAC----ANGVSKVTNAKELRVKETDRIK 350 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
           A+   L   G   +E  D  +IT  E +    + +Y DHR+AM+F++A      + I    
Sbjct: 351 AVVENLKLCGIEAKELDDGFVITGGE-IQKAEVSSYGDHRIAMSFAIAGLKN-GMRITQA 408 
 
Query: 426 GCTRKTFPDYFDVL 439 
                +FP++ ++L 
Sbjct: 409 EYINISFPNFLEIL 422 
 
 
>ref|YP_003143352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Slackia 
           heliotrinireducens DSM 20476] 
 gb|ACV22003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Slackia 
           heliotrinireducens DSM 20476] 
          Length = 439 
 
 Score =  100 bits (250), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 125/458 (27%), Positives = 209/458 (45%), Gaps = 37/458 (8%) 
 
Query: 4   AEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           +E  V+ P+ + + G++ +PG KS+S+R +L +A++EGT+ +  +L+S+DV   +  ++  
Sbjct: 2   SEITVINPLNRPLVGSIAVPGDKSISHRSVLFSAMAEGTSRISGVLDSDDVRSSIRVVQQ 61 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           LG  V  +K    ++  G  G       + +  +  GN+G   R +   +  A  +     
Sbjct: 62  LGAQVNLEKMPDGSLSGGITGWGAAGPKQPDEPVDCGNSGTTARLIMGIL--APWDIQVE 119 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           + G   +R RP+  +   L ++GA    FL  GT   P+ V G   L     + +   S+ 
Sbjct: 120 ITGDASLRSRPMQRVATPLARMGAR---FLPEGTYTLPMTVCGTSKLKAITYE-TPVASA 175 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           Q  +A+L+A   A G  E  +++   S  + E+   ++  +G +   + +  R     G  
Sbjct: 176 QVKTAVLLAGLSAEG--ETRVVEPAPSRNHTEL---MLPEYGAE---TIAATRLAGVTGP 227 
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Query: 241 KYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
                    V GD SSA++ L  AAI  G  V +EG      +  + F   LE MG  V  
Sbjct: 228 VTLKAAEITVPGDPSSAAFLLCAAAIIPGSAVQIEGVSLNPAR--IGFLRTLEHMG--VD 283 
 
Query: 300 WTETSVTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
            +  SVT  G  +E  G        HL+  +V   K+    D    LA+VA  A G T   
Sbjct: 284 ASRRSVTEGG--KEIVGLLNAEYCPHLRGCEVPTEKIASLVDEVPILALVAAHAHGITVF 341 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASV-EEGPD-YCIITPPEKLNVTA-IDTYDDHRMA 407 
           R +   RVKET+R+ A+   L  LG     EG D Y    P  K+   A  + ++DHR+A 
Sbjct: 342 RGIDELRVKETDRVAAVIEGLGVLGVDAWTEGSDLYVEGNPGLKVPKGARFNAHNDHRLA 401 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           M +++A  A   PV I        ++P +   +    + 
Sbjct: 402 MTWAVAGLAGNEPVQIEGYDSIAISYPTFMQDIDRLAR 439 
 
 
>ref|ZP_08089003.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium symbiosum 
           WAL-14163] 
 gb|EGA95360.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium symbiosum 
           WAL-14163] 
          Length = 426 
 
 Score =  100 bits (249), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 120/448 (26%), Positives = 196/448 (43%), Gaps = 45/448 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +SG + +PG KS+S+R ++  +++EG T V   L   D    +     +G+ +E     
Sbjct: 7   RRLSGELTIPGDKSISHRSIMFGSIAEGLTEVRGFLQGADCLSTISCFTKMGIPIEN--- 63 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K   V+  G       A +E+ L  GN+G   R +   + A   + T  L G   +R R 
Sbjct: 64  -KGETVLIHGRGLRGLTAPKEI-LDCGNSGTTTRLICGILAAQDFDVT--LTGDESIRRR 119 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNG--IGGLPGGKVKLSGSISSQYLSALLMAA 190 
           P+  ++  L  +GA +      DC P+ + G  I G+       S   S+Q  SA+L+A  
Sbjct: 120 PMKRIMEPLSMMGAKIRSIHCNDCAPLAITGCRIHGIH----YQSPVASAQVKSAVLLAG 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G  E  + +  IS  + E+   ++  FG  ++ E++ +  R           P NA 
Sbjct: 176 LYAEG--ETRVTESYISRNHSEL---MLSAFGADIRTENTTAVLR-----------PGNA 219 
 
Query: 249 Y------VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                  V GD SSA++F+A A I     V +   G    +  +    V   M   ++   
Sbjct: 220 LKGLCITVPGDISSAAFFIAAALIVPNSEVLIRNVGINPTRDGI--LHVCRQMNGNISIL 277 
 
Query: 302 ETSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                   P  +   R   L+   +  + +P   D    LA +A +A G T IRD A  + 
Sbjct: 278 NRKNESGEPTADLLVRSSALQGTVIEGSIIPTLIDELPMLAAMACYAKGTTVIRDAAELK 337 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           VKE+ R+  +   L  +GA V E  D  II     L+   ID+  DHR+AM F++ A  A 
Sbjct: 338 VKESNRITVMAENLRAMGADVTETEDGMIIHGGRPLHGAVIDSKKDHRIAMTFAVTALAA 397 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           E    I D  C   ++P ++  L+   + 
Sbjct: 398 EGETEILDADCVNISYPGFYSDLARLKR 425 
 
 
>ref|ZP_06890569.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylosinus 
           trichosporium OB3b] 
 gb|EFH00945.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylosinus 
           trichosporium OB3b] 
          Length = 448 
 
 Score =  100 bits (249), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 124/443 (27%), Positives = 192/443 (43%), Gaps = 44/443 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +SG  + PG KS+S+R L+L  L+ G T ++ LL  EDV     A R LG  +  D+  
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Sbjct: 18  RALSGRCRPPGDKSVSHRSLILGTLAVGETAIEGLLEGEDVLRTAEACRALGARI--DRL 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              +  V   G   + + +E   L  GNAG   R +   V  AG   T   DG   +R+R 
Sbjct: 76  GPGSWSVRGPGLGSLLEPRE--TLDFGNAGTGSRLMMGVV--AGHPITARFDGDASLRKR 131 
 
Query: 133 PIGDLVVGLKQLGADV-DCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAA 190 
           P+  ++  L Q GA V +   G  CP +       LP   V+    + S+Q  SA+L+   
Sbjct: 132 PMRRILDPLTQQGARVLEEAEGGRCPILLRGAAEPLP---VEYKTPVASAQIKSAVLLCG 188 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNA 248 
             + G     +I+   S  + E   +++  FG +  +E      R     G+    P    
Sbjct: 189 LNSPG--RTVVIESEASRDHTE---KMLAHFGARIASEPFGPHGRKITLEGRPELRPAPV 243 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE----- 302 
            V  D SSA++ L  A I  G+ + +EG     L+        L+ MGA++++        
Sbjct: 244 RVPADPSSAAFPLVAALIVPGSEIVIEGVMINPLRNG--LLTTLQEMGARISFENRRAEG 301 
 
Query: 303 ----TSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                 + V            L  +DV   + P   D    LAV A FA G T +R ++  
Sbjct: 302 GEEVADIRVAA--------STLAGVDVPAERAPSMIDEYPILAVAAAFAGGETRMRGLSE 353 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAF-SL 412 
            RVKE++R+ AI   L       E   D  I+            ++T+ DHR+AM+F  + 
Sbjct: 354 LRVKESDRLEAIAAGLRANAVECEISGDDLIVRGGTGRVSGGGVVETHLDHRIAMSFLVM 413 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDY 435 
              AE  VT+ D      +FPD+ 
Sbjct: 414 GLAAEQDVTVDDDRMIATSFPDF 436 
 
 
>ref|YP_004172823.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerolinea 
           thermophila UNI-1] 
 dbj|BAJ62223.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Anaerolinea 
           thermophila UNI-1] 
          Length = 441 
 
 Score =  100 bits (249), Expect = 4e-19,   Method: Compositional matrix adjust. 
 Identities = 131/465 (28%), Positives = 208/465 (44%), Gaps = 63/465 (13%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +++ P   + G V++PG KS+S+R  L AAL+EG ++++N L+S     ML AL  LG++ 
Sbjct: 3   LIVSPGAPLRGEVRIPGDKSISHRAALFAALAEGESLIENFLDSGVTRAMLNALTALGVT 62 
 
Query: 67  VEADKAAKRAVVVGC-GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
              +         G    K P E       LF GN+   +R L  A+ AAG  A  VLDG 
Sbjct: 63  WRLEDECLEVRSPGWRRWKIPAEP------LFCGNSATTLRLLAGALAAAGIPA--VLDG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
            P +R RP+  +V  L+ +G  +    G           GG P   + L    +   L   
Sbjct: 115 TPGLRRRPMERIVDPLRAMGVPITAAEG-----------GGAP---LTLQARPAESPLRG 160 
 
Query: 186 LLMAAPLALGDVE-------------IEIIDKLISIPYVEMTLRLMERFGVKAEHSD--- 229 
           +     +A   V+             +E+++  +S  + E   R+++  GV  E +     
Sbjct: 161 MSHTLAVASAQVKTCLLLAGLAADAPVEVVEPTLSRDHTE---RMLKGMGVALEDARLPG 217 
 
Query: 230 --SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVK 286 
             +W R +    Q+   P    + GD S+A++ LA A+I  G+ V + G G    +     
Sbjct: 218 GAAWVRLHPP--QQPLPPLRGSIPGDFSAAAFLLAAASIVPGSDVLIRGVGLNPTR--TG 273 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--------MPDVAMTLA 338 
             E L  MGA++  T     V G   EP G   ++A  +   +        M D     A 
Sbjct: 274 LLETLREMGARIEITHRR-EVFG---EPVGDVRVQASALRAGRVQGERVVAMIDEFPAFA 329 
 
Query: 339 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 398 
             AL A+G + +RD    R KE++R+ A+  E+ +LG   EE PD   ++    L  T + 
Sbjct: 330 AAALHAEGISTVRDAQELRYKESDRIAALVQEVRRLGGIAEEHPDGFDLSGGAALGGT-V 388 
 
Query: 399 DTYDDHRMAMAFSLAACAEV-PVTIRDPGCTRKTFPDYFDVLSTF 442 
             + DHR+AMA ++A  A V  V I       ++FPD+   L    
Sbjct: 389 HPHGDHRLAMALAVAGLAGVKSVIIEQAEIMAESFPDFVATLQAL 433 
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>ref|ZP_05089300.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruegeria sp. R11] 
 gb|EEB70992.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ruegeria sp. R11] 
          Length = 449 
 
 Score =  100 bits (249), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 126/441 (28%), Positives = 204/441 (46%), Gaps = 34/441 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAA 73 
           + G  ++PG KS+S+R ++L AL+ G T +  LL  EDV     A+R +G  V + D  + 
Sbjct: 18  LKGIAEVPGDKSISHRSIILGALAVGETKITGLLEGEDVLDTAKAMRAMGAEVTKHDDGS 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG GG      A+ +  +  GN+G  +R +   +  +   AT+  D    + +RP 
Sbjct: 78  WSVHGVGVGGL-----AEPDQVIDCGNSGTGVRLIMGVMATSAITATFTGDA--SLNKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   V      P   V+ +  + S+Q  SA+L+A    
Sbjct: 131 MARVTDPLALFGTKSVGRSGGRLPMTIVGAAEPTP---VRYTVPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+K  +  + E   R++  FG +    D+ + R     GQ     +   V  
Sbjct: 188 APG--KTVVIEKEATRDHSE---RMLAGFGAEITVEDTDEGRVITLTGQPELQAQVIAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V G G    +  + +   L+ MGA +T+ E      G  
Sbjct: 243 RDPSSAAFPVCAALITPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTF-ENMREEGGE 299 
 
Query: 311 P----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F   ++K I+V   +   M D    L+VVA FA G T +  V   RVKE++R 
Sbjct: 300 PVADLRAKF-SPNMKGIEVPPERAASMIDEYPVLSVVASFASGKTMMAGVKELRVKESDR 358 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAFS-LAACAEVP 419 
           + A+   L   G  VEEG D+  +T      V      +++ DHR+AM+F  +   A+ P 
Sbjct: 359 IDAMARGLRANGVMVEEGDDWWAVTGMGADGVPGGGTCESFLDHRIAMSFMVMGMGAQNP 418 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLS 440 
           VT+ D      +FP +  +++ 
Sbjct: 419 VTVDDSTPIATSFPIFTPLMT 439 
 
 
>ref|ZP_00948256.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfitobacter sp. 
           NAS-14.1] 
 gb|EAP81736.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfitobacter sp. 
           NAS-14.1] 
          Length = 441 
 
 Score =  100 bits (248), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 127/436 (29%), Positives = 194/436 (44%), Gaps = 34/436 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG  ++PG KS+S+R L+L A+  G T +  LL  +DV     A++  G  V        
Sbjct: 9   LSGVAEVPGDKSISHRSLILGAMCIGETTISGLLEGDDVLDTAKAMQAFGAEVTNMGGGN 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G  +R +  ++  +   AT+  D    +  RP 
Sbjct: 69  WSVRGVGVGGF-----AEPDGVIDCGNSGTGVRLIMGSMATSPITATFTGDA--SLNGRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   V     +P   V+ +  + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGTQSVGRKGGRLPMTIVGAADPVP---VRYTVPVPSAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+   +  + E   R++  FG +    D+ + R     GQ     ++  V  
Sbjct: 179 APG--KTVVIEAEATRDHTE---RMLAGFGAEISVEDTDEGRVITLTGQPELQAQHVDVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V V G G    +        L  MGA +T+ E      G  
Sbjct: 234 RDPSSAAFPVCAALIVPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY-ENERIEGGE 290 
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Query: 311 P----REPFGRKHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F    LK I+V       M D    L+VVA FA G T +R V   RVKE++R 
Sbjct: 291 PVADLRAKF-SPDLKGIEVPPARAASMIDEYPVLSVVAAFAQGQTMMRGVKELRVKESDR 349 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFS-LAACAEVP 419 
           + A+   L   G  V+EGPD+  +T     NV    T     DHR+AM+F  L   A  P 
Sbjct: 350 IDAMAKGLRANGIEVDEGPDWWAVTGRGHGNVPGGATCASQLDHRIAMSFMILGMAATSP 409 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
           V++ D      +FP + 
Sbjct: 410 VSVDDGSPITTSFPIF 425 
 
 
>ref|ZP_01304551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingomonas sp. 
           SKA58] 
 gb|EAT07607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sphingomonas sp. 
           SKA58] 
          Length = 438 
 
 Score =  100 bits (248), Expect = 5e-19,   Method: Compositional matrix adjust. 
 Identities = 122/445 (27%), Positives = 194/445 (43%), Gaps = 38/445 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V +PG KS+S+R L+L+AL+ G + V+ LL  EDV     A+R +G  +E D     
Sbjct: 11  LSGSVTVPGDKSISHRSLMLSALAVGESRVEGLLEGEDVLATAAAMRAMGARIERDDDGV 70 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +  VG GG       +    L +GN+G + R L   + +    AT++ D    + +RP 
Sbjct: 71  WHIHGVGVGGLL-----QPGTALDMGNSGTSTRLLMGLLASHDLTATFIGDA--SLSKRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA      G   P         +P   V      S+Q  SA+L+A     
Sbjct: 124 MARVTEPLAQMGASFTTSPGDRLPLTMRGACPAVPLDYVLPVA--SAQVKSAILLAG--- 178 
 
Query: 194 LGDVEIEIIDKLIS-IPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
              +    I +++  IP  + + R+++ FG  ++ E      R     G+    P+   V 
Sbjct: 179 ---LNTPGITRVVEPIPTRDHSERMLQGFGADLRVEQQADGARVITLIGEAELKPQQIMV 235 
 
Query: 251 EGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++  +A   + G  VT+   G  + +      ++L  MG  +        V G 
Sbjct: 236 PGDPSSAAFPMVAALVVPGSKVTIANVGLNATRA--GLIDLLREMGGSIEVVNAR-DVGG 292 
 
Query: 310 PPREPFG-----RKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
              EP G        L  ++ +  + P   D      V A  A G +  R +   RVKE+ 
Sbjct: 293 ---EPVGDLVVTASVLTGVEPDPARAPSMIDEYPVAFVAAALAQGRSVFRGLEELRVKES 349 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           +R+  +   L  +GA VEE  D  II             I T  DHR+AM+F++A  A   
Sbjct: 350 DRIATMVEGLRAIGARVEEMEDGLIIEGTGGQLLPGGGPIATKLDHRIAMSFAIAGLASR 409 
 
Query: 419 P-VTIRDPGCTRKTFPDYFDVLSTF 442 
             VTI D      +FP +  +L    
Sbjct: 410 EGVTIDDMRPVATSFPTFIPLLRVL 434 
 
 
>ref|YP_002634191.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           carnosus subsp. carnosus TM300] 
 sp|B9DNV0.1|AROA_STACT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAL28006.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           carnosus subsp. carnosus TM300] 
          Length = 432 
 
 Score =  100 bits (248), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 120/471 (25%), Positives = 211/471 (44%), Gaps = 74/471 (15%) 
 
Query: 1   MAGAEEIVLQ-PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   E I L+ P+K   G  ++PG KS+++R ++L++L++G +V+   L +ED    +   
Sbjct: 1   MTKTETINLRGPLK---GEFEVPGDKSMTHRAIMLSSLAQGQSVITKPLLAEDCLRTMKI 57 
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Query: 60  LRTLGLS--VEADKAAKRAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAG 116 
              LG++  ++ DK     V V   G    ++ K   Q L+ GN+G   R +   ++  G 
Sbjct: 58  FELLGVNFDIKDDK-----VFVDSPG---YQNFKTPHQSLYTGNSGTTTRIMAGLLSGIG 109 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
             +  VL G   + +RP+  ++  LK++GA +   +  +  P+ +N    + G   K+   
Sbjct: 110 IQS--VLSGDESIGKRPMNRVIDPLKEMGASITG-IENNYTPLVINP-SDIQGIDYKMPV 165 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY- 235 
           + S+Q  SA+L A+  +                    T   +   G+   H+++    Y  
Sbjct: 166 A-SAQVKSAILFASLFS-------------------KTASTITEIGITRNHTETMFEHYN 205 
 
Query: 236 ----IKGGQKYKSP--------KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQ 282 
               I G      P        K+  V GD SSA++F+  A IT G+ +T+   G  S + 
Sbjct: 206 IPLKINGNVIQTIPDAITSIKVKDFTVPGDISSAAFFIVAALITPGSDITIHNVGMNSTR 265 
 
Query: 283 GDVKFAEVLEMMG--AKVTWTETS---------VTVTGPPREPFGRKHLKAIDVNMNKMP 331 
             +    V EM G    +  T TS          T    P E  G    +AID    ++P 
Sbjct: 266 SGI-IDIVKEMKGNIEIINQTNTSEPTASIRIQYTPDLQPAELSGELITRAID----EIP 320 
 
Query: 332 DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 391 
            VA+    +   A+G + I+D    + KET R+     EL  LG  V    D  II P + 
Sbjct: 321 IVAL----LCTQANGSSVIKDAEELKFKETNRIETTSDELGLLGFEVHPTDDGFIIHPSK 376 
 
Query: 392 KLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLST 441 
             +  ++ +Y DHR+ M  ++A+  ++  + IR+      +FP++  +L + 
Sbjct: 377 FEHAASVSSYTDHRIGMTLAIASLLSDETLAIRNFDSVNTSFPEFLPLLKS 427 
 
 
>ref|YP_316829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrobacter 
           winogradskyi Nb-255] 
 sp|Q3SW64.1|AROA_NITWN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABA03477.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrobacter 
           winogradskyi Nb-255] 
          Length = 449 
 
 Score =  100 bits (248), Expect = 6e-19,   Method: Compositional matrix adjust. 
 Identities = 132/447 (29%), Positives = 203/447 (45%), Gaps = 29/447 (6%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--- 69 
           + ++G V++PG KS+S+R L+L AL+ G T +  LL  EDV     A++ LG  VE     
Sbjct: 16  QSLTGRVRVPGDKSISHRALILGALAVGETRISGLLEGEDVLNTAKAMQALGAKVERRTD 75 
 
Query: 70  DKAAKRAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           D       V G G G F    A  E  L  GN+G   R +  AV  AG       DG    
Sbjct: 76  DNGGIAWSVRGVGTGGF----ATPEAPLDFGNSGTGCRLVMGAV--AGCPIRAAFDGDGS 129 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+  ++  L+ +GA V         P+ + G    P   V  +   S+Q  SA+L+ 
Sbjct: 130 LRSRPMRRILDPLELMGARVISQSDGGRLPLTLEGARD-PLPIVYRTPVASAQIKSAVLL 188 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G     +I++  S  + E+ L+    FG  + +    +  R     GQ       
Sbjct: 189 AGLSAPG--VTTVIEREASRDHTELMLK---HFGADIVSVAEGAHGRKISLTGQPELHGA 243 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++ +  A IT G+ + ++   T  L+        L  MGA +  +ET + 
Sbjct: 244 GVTVPADPSSAAFPIVAALITEGSDIVLDDVMTNPLR--TGLFVTLREMGASIEESETRL 301 
 
Query: 306 TVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
              G P      K   L+ I+V   + P   D  + LAV A FA+G T +R +   RVKE 
Sbjct: 302 D-AGEPMAQLRVKASRLRGIEVPAERAPSMIDEYLVLAVAAAFAEGTTVMRGLRELRVKE 360 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACA-EV 418 
           ++R+ A    L   G +VE   D  I+    ++     + T+ DHR+AM+  +  CA +  
Sbjct: 361 SDRLEAAAAMLRAGGVAVEIAGDDLIVEGRGRVPGGGLVTTHMDHRIAMSALVMGCASDA 420 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           PV + D      +FPD+  ++     N 
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Sbjct: 421 PVKVDDIAFIATSFPDFVPMMQRLGAN 447 
 
 
>ref|ZP_07685443.1| hypothetical protein OSCT_1394 [Oscillochloris trichoides DG6] 
 gb|EFO80701.1| hypothetical protein OSCT_1394 [Oscillochloris trichoides DG6] 
          Length = 435 
 
 Score =  100 bits (248), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 124/448 (27%), Positives = 195/448 (43%), Gaps = 41/448 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V +PG KS+S+R ++  A++ G+  + N L   D    +  +R LG+ V  D+   
Sbjct: 11  QLRGIVDVPGDKSISHRAVIFNAVASGSARITNFLTGADCLSTIACIRALGVDVTQDEDE 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG  G     D      L  GN+G  +R L   +         VL G   +R RP 
Sbjct: 71  VHVYGVGLQGLREPSDV-----LDCGNSGTTLRLLAGLLAGM--PIFTVLTGDASLRSRP 123 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY-----LSALLM 188 
              +V  L+ LGA +D     D  P+ V G   + GG   L  + S+Q      L+ L   
Sbjct: 124 QRRIVEPLRSLGAQIDGRQAGDRAPLAVRGT-AIRGGSYHLPVA-SAQVKSALLLAGLGG 181 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           + PL L             I   + T R++   G++ E +      +         P +  
Sbjct: 182 SGPLTLTG----------RIDSRDHTERMLTAMGLELEITPEQITLHPPTHPVLPYPLSL 231 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            V GD SSA+++   AAI     +T  G C   +  G +   +VL  MGA++  T      
Sbjct: 232 RVPGDPSSAAFWWVAAAIHPNAELTTPGVCLNPTRTGAL---DVLRAMGAQIEITNQRSE 288 
 
Query: 307 VTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            + P  +   R   L+  ++  + +P   D    LAV A  A+G T +RD    R KET+ 
Sbjct: 289 GSEPVGDVTVRSSVLRGTEIAGDLIPRLIDEIPILAVAAACAEGETVVRDAQELRAKETD 348 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           R+  +   L  LG  VE   D   I     P   L    + ++ DHR+AMA+++AA  A  
Sbjct: 349 RIATVAEGLRALGGHVEPTSDGMKIVGLGGP--ALRGAQVQSHHDHRLAMAWAVAALIAT 406 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
              TI DP     ++P +++ L T V++ 
Sbjct: 407 GETTIADPDSAAVSYPGFWETL-TMVQH 433 
 
 
>ref|YP_003303682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurospirillum 
           deleyianum DSM 6946] 
 gb|ACZ11647.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sulfurospirillum 
           deleyianum DSM 6946] 
          Length = 428 
 
 Score =  100 bits (248), Expect = 7e-19,   Method: Compositional matrix adjust. 
 Identities = 110/432 (25%), Positives = 191/432 (44%), Gaps = 33/432 (7%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
            T K+   KS+S+R  + + LS+  +++ N L +ED    L  +  LG++++  +      
Sbjct: 15  ATDKIASDKSISHRCAIFSLLSDQPSLIQNYLLAEDTLCTLKIVEALGVTIQTHEEKGVF 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
            +       P++  +  + L  GN+G AMR L   +    G   +VL G   +  RP+   
Sbjct: 75  TITP-----PIKVGEPPLILDCGNSGTAMRLLMGFLATCEG--FFVLHGDKYLASRPMRR 127 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALG 195 
           +   L+ +GA +D     +  P+   GI G           I S+Q  SAL++AA  A G 
Sbjct: 128 VADPLRSIGAHIDGRNDGNFAPL---GIRGEKLNAFHYESKIASAQVKSALILAALQANG 184 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
                  +  +S  + E  LR     G+ A+         I   +K   P N  V  D S 
Sbjct: 185 IS--TFCEPELSRDHSERMLR-----GMGAKVISEGLHVSIYPQEKPLQPLNIRVPSDPS 237 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQ-----GDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           S  +F   AAI       EGC  T          ++  +VL  MGA+V++ E         
Sbjct: 238 SGFFFAVAAAIH------EGCMVTLHNMLLNPTRIEAYKVLARMGAEVSFIEKESQYESV 291 
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Query: 311 PREPFGRKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
                  K L+ ++V  N++ + D    L++    A G + +++    RVKE++R+ ++  
Sbjct: 292 GDIVIKGKSLQGVEVSENISWLIDELPALSIAFACAKGKSVVKNAEELRVKESDRISSVV 351 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
             L      V+E  D   +     L    I+++ DHR+AM+F++A   +  + I D  C  
Sbjct: 352 KNLRLCHIEVQEFADGYEVEGG-MLQSATINSFGDHRIAMSFAIAG-TKTAMCIEDIECI 409 
 
Query: 429 RKTFPDYFDVLS 440 
             +FP++ ++LS 
Sbjct: 410 NTSFPNFIELLS 421 
 
 
>ref|ZP_01995870.1| hypothetical protein DORLON_01865 [Dorea longicatena DSM 13814] 
 gb|EDM62840.1| hypothetical protein DORLON_01865 [Dorea longicatena DSM 13814] 
          Length = 309 
 
 Score = 99.8 bits (247), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 89/308 (28%), Positives = 146/308 (47%), Gaps = 15/308 (4%) 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L  +GA +       C P+ +   G L G   + S   S+Q  SA+L+A   A  D     
Sbjct: 8   LNTMGAHIRSLNDNGCAPLHIRP-GALHGIHYQ-SPVASAQVKSAVLLAGLYA--DSPTS 63 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
           + +  +S  + E+ L+    +     H+D     +++  ++    +   V GD SSA+YF 
Sbjct: 64  VTEPALSRNHTELMLQGFGAYVATDLHTDGTATAHVEPCKELYG-QQICVPGDISSAAYF 122 
 
Query: 261 LAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF--GR 317 
           +A A +  G+ + V+  GT   +    F +V + MGA +     ++   G  R        
Sbjct: 123 IAAALLVPGSELLVKNVGTNFTRA--GFLKVCKAMGADIETVSQTIE-GGESRADLLVRY 179 
 
Query: 318 KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
            HLK   +  + +P   D    +A++A FADG T IRD A  +VKET R+  +   L  + 
Sbjct: 180 SHLKGTVIEGDIIPTLIDEIPMIAIMAAFADGQTVIRDAAELKVKETNRIDTVTAGLKAM 239 
 
Query: 375 GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
           GA +    D  II     LN  +I +Y DHR+AMAFS+A  A +    I D  C   ++P 
Sbjct: 240 GAVITPTDDGMIIEGTGHLNGASIQSYLDHRIAMAFSVAGLASDGETQIVDSQCVDVSYP 299 
 
Query: 434 DYFDVLST 441 
           +++  L++ 
Sbjct: 300 EFYATLNS 307 
 
 
>ref|YP_002607312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nautilia profundicola 
           AmH] 
 gb|ACM92625.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nautilia profundicola 
           AmH] 
          Length = 431 
 
 Score = 99.8 bits (247), Expect = 8e-19,   Method: Compositional matrix adjust. 
 Identities = 119/437 (27%), Positives = 198/437 (45%), Gaps = 60/437 (13%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + L+ G   + N L +ED    L   + LG  VE D      + +    + 
Sbjct: 21  KSISHRCAIFSLLTNGKNTIKNYLRAEDTMNSLEIAKALGAKVEDD---GETITI----Q 73 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
            P    + E  L+ GN+G  +R     +  AG +  +VL G   +R RP+  +   L+ + 
Sbjct: 74  APKTLQEAEDVLYCGNSGTTIRIYMGLL--AGIDGFFVLTGDQYLRRRPMKRVAEPLRSI 131 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSALLMAAPLALGDVEIE 200 
           GA +D     D  P+ V       GGK+K    +S   S+Q  SA+++AA  A      E 
Sbjct: 132 GAKIDGRKNGDLAPLAVR------GGKLKSFNYVSKIASAQVKSAMILAALNADKPSYYE 185 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
             + ++S  + E   R+++  G K E    +  W +  I   +K   P N  V  D SSA 
Sbjct: 186 --EPMLSRDHTE---RMLKGMGAKLECIMENGKW-KVKIYPLEKKLEPLNIEVPNDPSSA 239 
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Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
            +F   AAIT  T  ++       +  ++  + LE MGA + +      +     EP G  
Sbjct: 240 FFFAVAAAITDSTAIIKNVTLNPTR--IEAYKALERMGADIEY-----VLKEDKYEPIGD 292 
 
Query: 318 -----KHLKAIDVNMN------KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                  L AI+V+ N      ++P +AM +AV    A+G + +++    RVKE++R+   
Sbjct: 293 IIVKGAKLSAIEVSDNIPWLIDELPALAMAMAV----AEGKSVVKNAKELRVKESDRIST 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTI 422 
           +   L   G   +E  D   IT   P+K     ID++ DHR+AM+F++    C    + I 
Sbjct: 349 VINGLKACGIEAKEFEDGYEITGGIPKK---AKIDSHGDHRIAMSFAVLGLLCG---MEI 402 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
                   +FP++F +  
Sbjct: 403 EKAESINTSFPNFFKLF 419 
 
 
>gb|ACJ54495.1| AroA [Francisella sp. FSC159] 
          Length = 172 
 
 Score = 99.8 bits (247), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 59/143 (41%), Positives = 78/143 (54%), Gaps = 4/143 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y SP N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTANKSQYISPSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTG 309 
           F EVLE +G +V +    + V G 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVAG 164 
 
 
>ref|YP_002287477.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oligotropha 
           carboxidovorans OM5] 
 sp|B6JCN2.1|AROA_OLICO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACI91612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Oligotropha 
           carboxidovorans OM5] 
          Length = 443 
 
 Score = 99.4 bits (246), Expect = 9e-19,   Method: Compositional matrix adjust. 
 Identities = 131/436 (30%), Positives = 199/436 (45%), Gaps = 29/436 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           ++G V++PG KS+S+R L+L AL+ G T +  LL  EDV     A+  LG  VE   + A 
Sbjct: 18  LTGRVRVPGDKSISHRALILGALAVGETKITGLLEGEDVLNTAKAMAALGAKVERVGEGA 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG F   DA     L  GN+G   R    AV  +   AT+  DG   +R RP 
Sbjct: 78  WRVHGVGVGG-FRAPDAP----LDFGNSGTGCRLAMGAVAGSPIAATF--DGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ +GA V    G   P         +P   V  +   S+Q  SA+L+A   A 
Sbjct: 131 MRRILDPLELMGAKVSGGDGARLPLTLEGARDPIP--MVYRTPVASAQIKSAVLLAGLSA 188 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G  E  +I+   S  + E   R++ +FG  +  E   +  R     GQ      +  V  
Sbjct: 189 PG--ETTVIEAEASRDHTE---RMLAQFGADIVTEPEGTHGRRITLTGQPELHGADVVVP 243 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ +T+    T  L+        L  MGA +   E+ V   G  
Sbjct: 244 ADPSSAAFPIVAALIVPGSDLTLTDVMTNPLR--TGLFTTLREMGASI--EESDVRDAGE 299 
 
Query: 311 PREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P      +   L+ + V   + P   D  + LAV A FA+G T +  +   RVKE++R+  
Sbjct: 300 PMANLRVRASKLRGVTVPPERAPAMIDEYLVLAVAAAFAEGTTRMLGLKELRVKESDRLE 359 
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Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAMAFSLAACA-EVPVTIR 423 
           A    L   G  VE   D  I+    ++     + T+ DHR+AM+  +  CA + PV +  
Sbjct: 360 ATADMLRVNGVKVEIVGDDLIVHGEGRVPGGGTVATHMDHRIAMSALVMGCASDTPVKVD 419 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           D      +FPD+  ++ 
Sbjct: 420 DTAFIATSFPDFIPMM 435 
 
 
>ref|NP_371988.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Mu50] 
 ref|NP_374578.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus N315] 
 ref|YP_001442042.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Mu3] 
 ref|ZP_04839185.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus str. CF-Marseille] 
 ref|ZP_05144852.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Mu50-omega] 
 ref|ZP_05681565.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9763] 
 ref|ZP_05688020.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9299] 
 ref|ZP_05693127.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8115] 
 ref|ZP_05695512.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A6300] 
 ref|ZP_05697848.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A6224] 
 ref|ZP_05702548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A5937] 
 ref|YP_003282358.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ED98] 
 ref|ZP_06301195.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8117] 
 ref|ZP_06335600.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A10102] 
 ref|ZP_06857845.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus MR1] 
 sp|P63585.1|AROA_STAAN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|P63584.1|AROA_STAAM RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A7X2G5.1|AROA_STAA1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAB42557.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus N315] 
 dbj|BAB57626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Mu50] 
 dbj|BAF78335.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus Mu3] 
 gb|EEV64321.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9763] 
 gb|EEV73919.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9299] 
 gb|EEV74244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8115] 
 gb|EEV76518.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A6300] 
 gb|EEV79895.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A6224] 
 gb|EEV85731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A5937] 
 gb|ACY11352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ED98] 
 gb|EFB95368.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A10102] 
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 gb|EFC05082.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8117] 
 gb|ADC37631.1| 5-Enolpyruvylshikimate-3-phosphate synthase; AroF [Staphylococcus 
           aureus 04-02981] 
 emb|CBX34698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus ECT-R 2] 
          Length = 432 
 
 Score = 99.4 bits (246), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 111/437 (25%), Positives = 199/437 (45%), Gaps = 42/437 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EGT+ +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGTSNIYKPLLGEDCRRTMDIFRLLGVDIKED---E 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +VV   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 70  DKLVVNSPG-YKAFKTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      +++++   S+Q  SA+L A+ 
Sbjct: 126 DRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA---SAQVKSAILFAS 178 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK---GGQKYKSPKN 247 
             +     I+ +D  +S  + E   R    F +  E     +R  I       ++  P + 
Sbjct: 179 LFSNDTTVIKELD--VSRNHTETMFR---HFNIPIE----AERLSITTTPDAIQHIKPAD 229 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            +V GD SSA++F+  A IT  + VT+   G    +  +   +++E MG  +       T 
Sbjct: 230 FHVPGDISSAAFFIVAALITPESDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQ--T 285 
 
Query: 307 VTGPPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKE 360 
               P      ++   L+ I +    +P     L V+AL    A G + I+D    +VKE 
Sbjct: 286 TGAEPTASIRIQYTPMLQPITIEGELVPKAIDELPVIALLCTQAVGTSTIKDAEELKVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           T R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  P 
Sbjct: 346 TNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVASLLSSEP 405 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           V I+       +FP +  
Sbjct: 406 VKIKQFDAVNVSFPGFL 422 
 
 
>ref|YP_003589561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus tusciae DSM 
           2912] 
 gb|ADG06417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus tusciae DSM 
           2912] 
          Length = 433 
 
 Score = 99.4 bits (246), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 117/440 (26%), Positives = 189/440 (42%), Gaps = 25/440 (5%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +++++    + G V++PG KS+S+R ++  +L++G + V+  L   D    +  +R LG+ 
Sbjct: 2   KLIVEMAGALKGQVRVPGDKSISHRAVMFTSLADGVSRVEGFLFGADCLSTVACMRALGV 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V+ +        VG  G    +D      L +GN+G  +R L   ++  G      L G 
Sbjct: 62  PVDIEDGTVIVHGVGMHGLQEPDDV-----LDVGNSGTTIRLLLGLLS--GQTFHSCLTG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +R RP+G +   L  +GA +D     D  P+ V G   L   K ++  + S+Q  SA 
Sbjct: 115 DASIRRRPMGRVAKPLLSMGARIDGRRDGDLAPLSVRG-ADLHSIKYQMPVA-SAQVKSA 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +L+A   A G   +         P  + T R+++  G        +      G        
Sbjct: 173 ILLAGLFASGVTGVREPS-----PSRDHTERMLKALGAPISKRSGYTEI---GRPARLRA 224 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +  + GD SSA++ L    I  G+ + +E  G    +      +VL  MGA+    E   
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Sbjct: 225 MDMRIPGDLSSAAFLLVATLIVPGSELILEDVGVNPTR--TGILDVLGAMGAQFEIEEGE 282 
 
Query: 305 VTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                P      R   L    V  + +P   D    LAV A  A+G T IRD    RVKE 
Sbjct: 283 PQAGEPTARLAARSGPLVGATVGGSLIPRLIDEIPILAVAAAAAEGTTEIRDARELRVKE 342 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           T+R+  +  EL K G  V E  D  +I     L      ++ DHR+AMA ++A   AE   
Sbjct: 343 TDRIRTVAEELRKFGVQVAELEDGLMIEGGRVLKGAHCRSHGDHRIAMAMAVAGLVAEGE 402 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
             +        +FP + D+L 
Sbjct: 403 TVVEGWEAADVSFPGFVDLL 422 
 
 
>ref|ZP_01228876.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aurantimonas 
           manganoxydans SI85-9A1] 
 gb|EAS48526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Aurantimonas 
           manganoxydans SI85-9A1] 
          Length = 482 
 
 Score = 99.4 bits (246), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 126/440 (28%), Positives = 201/440 (45%), Gaps = 38/440 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV +PG KS+S+R  L   ++ GTT V  LL  EDV     A+R +G  +  D   + 
Sbjct: 47  LTGTVTVPGDKSISHRAFLFGGIAAGTTRVTGLLEGEDVIATGNAMRAMGAQIRKD--GE 104 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV G G    +E    E  +  GNAG  +R     V +    AT+V D    + +RP+ 
Sbjct: 105 TWVVEGVGNGCLLE---PEGIIDFGNAGTGVRLTMGLVGSYDFGATFVGDA--SLSKRPM 159 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNG--IGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           G ++  L+ +G  V    G D  P+ ++G  +      +V ++   S+Q  SA+L+A    
Sbjct: 160 GRVLDPLRLMGTQVVARSG-DRLPLSLHGPRVAAPIEYRVPMA---SAQVKSAVLLAGLN 215 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE---HSDSWDRFYIKGGQKYKSPKNAY 249 
           A G     +I+ +++  + E   ++++ FG   E    ++      ++G    +   +   
Sbjct: 216 APGIT--TVIEPVMTRDHTE---KMLQGFGAALEVETDAEGVRHIRLQGQGDLRGVADFT 270 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD SSA + +  A I  G+ VTVE       +      E L  MG  +      V    
Sbjct: 271 VPGDPSSAGFPVVAALIVPGSDVTVENVLMNPTRS--GLVETLIEMGGSIEILNRRV-AG 327 
 
Query: 309 GPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G        +H  L AI+V   + P   D    LA+ A FA G T +R +   RVKE++R 
Sbjct: 328 GEDVADLRVRHSELTAIEVPAERAPSMIDEYPVLAMAAAFARGTTVMRGLDELRVKESDR 387 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT-PPEKLNVTA------IDTYDDHRMAMAF-SLAAC 415 
           + A+   L   G   EEG D+  +T  P+   +        + T+ DHR+AM+F  L    
Sbjct: 388 LAAVAAGLAANGIVHEEGADWLTVTGNPDGRGLDGAYGGGTVATHLDHRIAMSFLVLGMA 447 
 
Query: 416 AEVPVTIRDPGCTRKTFPDY 435 
            E  VT+ D      +FP + 
Sbjct: 448 CERAVTVDDGRMIATSFPAF 467 
 
 
>ref|ZP_04819347.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis M23864:W1] 
 gb|EES40112.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis M23864:W1] 
          Length = 436 
 
 Score = 99.0 bits (245), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 108/434 (24%), Positives = 197/434 (45%), Gaps = 36/434 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+ G T +   L  ED    +   + LG+S+  ++    
Sbjct: 16  LKGEIEVPGDKSMTHRAIMLASLATGQTTIFKPLLGEDCRRTMEIFKLLGVSITENE--- 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
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             +V+G  G        +   L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 73  DTIVIGSPGYQHFHTPHQ--VLYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 128 
 
Query: 135 GDLVVGLKQLGADV----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  L ++ A +    D +      P  + GI      +++++   S+Q  SA+L A+ 
Sbjct: 129 DRVLKPLLKMNARISGVEDNYTPLIIKPSTIKGIDY----QMEVA---SAQVKSAILFAS 181 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             +     +  ID  +S  + E    + E F +  +      +      Q  K+ K+ +V 
Sbjct: 182 IFSKEATTVTEID--VSRNHTET---MFEHFNIPIKVDGKTIQTSPNAIQHIKA-KDFHV 235 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++F+  A IT G+ +T+   G    +  +   +++E MG  +  +   VT    
Sbjct: 236 PGDISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVEQMGGNIELSH--VTEEA 291 
 
Query: 310 PPREPFGRKH---LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETER 363 
            P      K+   LK + +  + +P     L V+AL    A G   I+D    +VKET R 
Sbjct: 292 EPTASIRVKYTPNLKPLTIEGDIVPRAIDELPVIALLCTQASGTCIIKDAEELKVKETNR 351 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           +      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+  +  P+TI 
Sbjct: 352 IDTTADMLGMLGFRLQPTSDGLIIHPSEFKASATVDSQTDHRIGMMLAVASLLSSEPLTI 411 
 
Query: 423 RDPGCTRKTFPDYF 436 
                   +FP +  
Sbjct: 412 EQFDAVNVSFPGFL 425 
 
 
>ref|YP_003447473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Azospirillum sp. 
           B510] 
 dbj|BAI70929.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Azospirillum sp. 
           B510] 
          Length = 452 
 
 Score = 99.0 bits (245), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 127/449 (28%), Positives = 200/449 (44%), Gaps = 43/449 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G++++PG KS+S+R L+L A++ G TV+  LL  EDV +   A+R LG   E +   + 
Sbjct: 15  IRGSIRVPGDKSISHRSLMLGAIAVGETVIHGLLEGEDVLHTAAAMRLLGAEAEREDNGQ 74 
 
Query: 75  -----RAVVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                R   VG G        +E  Q+  +GN+G A R L   V  AG   T V  G    
Sbjct: 75  GPGVWRVRGVGLGA------LREPAQVLDMGNSGTAARLLMGLV--AGHPITCVFTGDAS 126 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
           + +RP+  +   L+++GA    F+G      P+ V G G L     +L    S+Q  SA+ 
Sbjct: 127 LNKRPMARVTKPLEEMGAR---FVGRSGGRLPLTVVGSGDLVPITYRLP-VASAQVKSAI 182 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKS 244 
           L+A     G     +I+   +  + E+ LR    FG  V  E            GQ   + 
Sbjct: 183 LLAGLNTAG--ATTVIEAEPTRDHTELMLR---HFGASVTTERLADGALAVTVIGQPELT 237 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            +  +V  D SSA++ +  A +  G+ + +   G    +      + L  MGA + + E  
Sbjct: 238 GRTIHVPADPSSAAFPVVAALLRPGSELLLNDVGMNPRR--TGLYDTLVEMGADIAF-EN 294 
 
Query: 304 SVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
                G P      +H  LK + V  ++ P   D    LA  A  A+G T +  +   RV 
Sbjct: 295 RRDQAGEPVADLRVRHGALKGVVVPADRAPSMIDEYPVLAAAAACAEGTTVMLGLKELRV 354 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII------TPPEKLNVTAIDTYDDHRMAMAF-S 411 
           KE++R+  +   LT+ G SVE G D  +       T         + T  DHR+AM+F   
Sbjct: 355 KESDRLAMVAEGLTRCGVSVEVGADDSLTVHGTGGTGKAPKGGATVLTAMDHRIAMSFLV 414 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           L    E PV++ D      +FP +  +++ 
Sbjct: 415 LGMATEQPVSVDDGAFIDTSFPGFVGLMN 443 
 
 
>ref|ZP_01452683.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
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           dehydrogenase [Mariprofundus ferrooxydans PV-1] 
 gb|EAU54473.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [Mariprofundus ferrooxydans PV-1] 
          Length = 449 
 
 Score = 99.0 bits (245), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 120/451 (26%), Positives = 204/451 (45%), Gaps = 46/451 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE---ADK 71 
           + G + +PG KS+S+R ++LAAL++G T +   L  ED          +G+ +E    +K 
Sbjct: 16  LKGELTVPGDKSMSHRSVMLAALADGVTEIHGFLPGEDNIATARMFIDMGVRIEWLNDEK 75 
 
Query: 72  AAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + R   VG  G K P      +  L  GNAG  +R +   +  AG + +  + G   +  
Sbjct: 76  TSLRVHGVGLHGLKQP------QGMLDAGNAGTCVRLMAGIL--AGQHFSSTVTGDASLC 127 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSAL 186 
           +RP+  +V  ++++GA V+     +  P+ ++G      GK+K    +S   S+Q  S + 
Sbjct: 128 KRPMKRVVDPVRRMGAKVEGGDDGNLLPITISG------GKLKAIDHVSEVASAQVKSCV 181 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG----VKAEHSDSWDRFYIKGGQKY 242 
           L+A   A G   +         P  + T R++  FG    V A+ + S D        +  
Sbjct: 182 LLAGLYADGVTSVSE-----PKPTRDHTERMLPLFGQPVTVAADGTISLDP-----KDRL 231 
 
Query: 243 KSPKNAY-VEGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            +P     +  D SSA +F +A + + G  VT++  G    +    +  V+  MGA ++  
Sbjct: 232 TAPVGVVDIPADPSSACFFAVAASLVEGSDVTLKSIGINPRRD--GWRRVMNGMGAALSL 289 
 
Query: 301 TETSVTVTGPPREPFGRKH-LKAIDVNMNKMPDVAMTLAVV---ALFADGPTAIRDVASW 356 
                    P  +   R   L  + V  N +PD      V+   A  ADG   + D     
Sbjct: 290 ENEQRVGEEPVADVRIRSGGLHGMHVVPNDVPDAIDEFPVLFAAATLADGEFVLTDAEEL 349 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC 415 
           RVKE++R+ A+ T L   GA ++E PD  +I     L     +D + DHR+AMA ++AA  
Sbjct: 350 RVKESDRIAAMATALRSAGADIDEQPDGAVIRGITNLRGDVDVDAHGDHRIAMAMAVAAQ 409 
 
Query: 416 -AEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
            A+  V I +      +FP++  +  +   N 
Sbjct: 410 RADGEVRIHNAAAIATSFPNFVQLAQSVGMN 440 
 
 
>ref|YP_001924782.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           populi BJ001] 
 sp|B1ZLG6.1|AROA_METPB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACB80247.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           populi BJ001] 
          Length = 453 
 
 Score = 99.0 bits (245), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 195/456 (42%), Gaps = 52/456 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + +   P   ++G +K PG KS+S+R ++   LS G T V+ LL  +DV     A++ LG 
Sbjct: 8   QPVTAHPAGPLTGALKPPGDKSISHRAMIFGLLSVGETRVEGLLEGDDVLRTAAAVKALG 67 
 
Query: 65  LSVEADKAAK-RAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V  +   + R V VG GG + PV        L  GNAG   R +   V   G   T   
Sbjct: 68  AQVTREGEGRWRIVGVGIGGMQDPVG------VLDFGNAGTGSRLMMGVV--GGQPVTAT 119 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---S 179 
            DG   +R+RP+  ++  + ++GA+V         P+ + G    P   + +   +   S 
Sbjct: 120 FDGDASLRKRPMRRILDPILKMGAEVVSEAEGGRVPLTLRG----PREAIPIRYELPVAS 175 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFY 235 
           +Q  SA+L+A   A G     +I+K  S  + E  LRL   FG     + S +    R   
Sbjct: 176 AQIKSAVLLAGLNAPGTT--TVIEKAASRDHTERMLRL---FGADVSVTPSGEGGHGRTV 230 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMM 294 
              GQ      +  V  D SSA++ L  A I  G+ V + G     L+        L  M 
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Sbjct: 231 TLTGQPTLRGTDVIVPADPSSAAFPLVAALIVPGSEVILRGVMMNPLR--TGLITTLIEM 288 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVAL 342 
           GA +   +         RE  G            L+ +DV   + P   D    LAV A  
Sbjct: 289 GADIERFDE--------REEGGETVADLRVRASRLRGVDVPAERAPSMIDEYPILAVAAA 340 
 
Query: 343 FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDT 400 
           FA+G T +  +   RVKE++R+ A+   L   G   +   D  I+T           + T 
Sbjct: 341 FAEGTTRMNGLHELRVKESDRLAAVAAGLAANGVGHDIEGDDLIVTGNGGPPAGGGTVAT 400 
 
Query: 401 YDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFPDY 435 
           + DHR+AMAF +   A   PVT+ D      +FP + 
Sbjct: 401 HLDHRIAMAFLVMGLATRKPVTVDDGAMIATSFPSF 436 
 
 
>ref|ZP_01743483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium HTCC2150] 
 gb|EBA02168.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium HTCC2150] 
          Length = 448 
 
 Score = 99.0 bits (245), Expect = 1e-18,   Method: Compositional matrix adjust. 
 Identities = 126/454 (27%), Positives = 206/454 (45%), Gaps = 50/454 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT  +PG KS+S+R L+L A+S G T V  LL  +DV     A++  G  V      + 
Sbjct: 18  LKGTANVPGDKSISHRSLILGAMSIGETKVTGLLEGQDVLDTGRAMQAFGAEVINHGDGQ 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G  +R +  A+  +   +T+  D    +  RP 
Sbjct: 78  WSVHGVGVGGF-----AEPDQVIDCGNSGTGVRLIMGAMATSPIASTFTGDA--SLNSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +G +   L   GA      G     + +  IG      V     + S+Q  SA+L+A    
Sbjct: 131 MGRITDPLALFGAQS---FGRSEGRLPLTIIGAAEPVPVHYKTPVPSAQVKSAVLLAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G  +  +I++  +  + E   R++  FG  +  E +D  +   + G  + K+ +N  V 
Sbjct: 188 APG--QTVVIEREATRDHSE---RMLRGFGADLSVEKTDEGNVITLMGQPELKA-QNIVV 241 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A I  G+ V V   G    +  + +   L+ MGA +T+          
Sbjct: 242 PRDPSSAAFPVCAALIVEGSDVLVPNIGLNPTRAGLFY--TLQEMGADLTFEN------- 292 
 
Query: 310 PPREPFGR----------KHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASW 356 
            PRE  G            ++K I V   +   M D    L++VA FA+G T +  V    
Sbjct: 293 -PREEGGEPVADLRAKFSPNMKGIVVPAERAASMIDEYPILSIVASFAEGVTEMPGVKEL 351 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAF-S 411 
           RVKE++R+ A+   L   G +V EG D+  +T       K  +TA     DHR+AM++   
Sbjct: 352 RVKESDRIDAMAKGLRASGVNVAEGDDWWSVTGLGAGGVKGGITAASEL-DHRIAMSYMC 410 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           L    + P+TI D G    +FP +  +++    N 
Sbjct: 411 LGMATQQPITIDDGGPIATSFPIFLTLMAELGAN 444 
 
 
>ref|YP_001038211.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum ATCC 27405] 
 ref|ZP_05428471.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum DSM 2360] 
 ref|ZP_06249375.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum JW20] 
 gb|ABN53018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum ATCC 27405] 
 gb|EEU02597.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum DSM 2360] 
 gb|EFB40015.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum JW20] 
 gb|ADU75483.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium 
           thermocellum DSM 1313] 
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          Length = 423 
 
 Score = 98.6 bits (244), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 111/454 (24%), Positives = 195/454 (42%), Gaps = 65/454 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+S+R +L  +L++GTT ++ L+  ED    +   R + +S+E       
Sbjct: 9   LRGEINIPGDKSISHRAILFGSLAKGTTEIEGLMMGEDCLSTIDCFRKMHVSIEILPNKV 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +    G  G  P         L  G +G A+R L   ++  G   + VL     +  +P+ 
Sbjct: 69  KIHGNGLYGLKP-----PSAPLNAGRSGTALRLLLGVLS--GQPFSSVLTRNEAVLRKPV 121 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-----SISSQYLSALLMA 189 
           G +V  L+Q+GA++      +  P+ +           KL+G     SI   Y+ + L+  
Sbjct: 122 GKVVAPLRQMGANITGRENGNICPLSIQ--------PAKLTGKTHHVSILDTYIKSPLLI 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE------HSDSWDRFYIKGGQKYK 243 
           A L   D E  +I+++ S  + E+   ++  FG   +       S   +  Y +  Q    
Sbjct: 174 AGL-YADGETTVIEEVKSRDHSEL---MLNYFGADIKVNGLEVTSRRVENLYAQHIQ--- 226 
 
Query: 244 SPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
                 V GD S A+YF+ AG  +    + ++  G    +  +   +V + MGAK+     
Sbjct: 227 ------VPGDISIAAYFITAGLIVPNSDIVIKNVGINPTRAGI--LDVYKSMGAKIEILN 278 
 
Query: 303 TSVT----------VTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
             V           V+ P         L    +  + +P   D    + V A  A G T  
Sbjct: 279 ERVVSNEKVADIRVVSSP---------LNGTTIERSMIPRLIDEIPIITVAASVAKGTTT 329 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I  +  ++ KE+ ++  +  EL+KLGA++ E  D  II   E L  T ++ ++D  +AM+ 
Sbjct: 330 ITGLKGFKTKESGKLSRMIAELSKLGATLHETEDGVIIEGKEHLKGTVVEGHNDAAIAMS 389 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             +A   AE    IR        +PD+  VL+   
Sbjct: 390 LCVAGLVAENETNIRKTQVLDIAYPDFITVLNKL 423 
 
 
>ref|YP_003654661.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcobacter 
           nitrofigilis DSM 7299] 
 gb|ADG92155.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcobacter 
           nitrofigilis DSM 7299] 
          Length = 426 
 
 Score = 98.6 bits (244), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 114/426 (26%), Positives = 194/426 (45%), Gaps = 33/426 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + LS  T+ + N L +ED    L  +  LG  ++ D +    V +   G  
Sbjct: 24  KSISHRCAMFSLLSNETSHIKNFLTAEDTLNTLSIVEQLGAEIKRDGS---TVTITPKGT 80 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
                 +    L  GN+G AMR     + +  G   + L G   +  RP+  +   L+ + 
Sbjct: 81  L----TEPSNVLDCGNSGTAMRLFCGFLASIDG--AFTLVGDKYLHSRPMKRVANPLRSI 134 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +D     +  P+ + G+  L       S   S+Q  SA+++AA  A G  + +  +  
Sbjct: 135 GAKIDGREDGNKAPLFIRGVKELKAFTYH-SPVDSAQVKSAMILAALRANGVSKYK--EN 191 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            ++  + E   R+++  G K E+ DS    +I    K   P N  V  D SSA +F   A 
Sbjct: 192 ELTRDHTE---RMLKGMGAKLEN-DSEGFIHIYPLTKPLKPLNITVPTDPSSAFFFALAA 247 
 
Query: 265 AIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR-----K 318 
           AIT    VT++       + +     VL+ MGA V + E          EP G        
Sbjct: 248 AITPNAKVTIKNVTLNPTRTEAYV--VLKRMGANVEFIEKENVY-----EPMGDIVVSAN 300 
 
Query: 319 HLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
            L  +DV  N++ + D    L++    A+G + + +    RVKE++R+ ++   L   G  
Sbjct: 301 ELNGVDVSENISWLIDELPALSIAMSLANGKSKVSNAKELRVKESDRISSVVNNLKLCGV 360 
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Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           + +E  D   IT   KL    I+++ DHR+AM+F++A      + I+D  C   +FP++  
Sbjct: 361 TYKEFEDGYEITGG-KLKKATINSHGDHRIAMSFAIAGLNS-GMQIQDVDCILTSFPNFK 418 
 
Query: 437 DVLSTF 442 
           ++L T  
Sbjct: 419 EILDTL 424 
 
 
>ref|YP_003577287.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           capsulatus SB 1003] 
 gb|ADE84880.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacter 
           capsulatus SB 1003] 
          Length = 447 
 
 Score = 98.2 bits (243), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 121/438 (27%), Positives = 194/438 (44%), Gaps = 31/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG   +PG KS+S+R L+L ALS GTT +  LL  +DV     A++  G +V        
Sbjct: 18  LSGVAAVPGDKSISHRALILGALSVGTTRITGLLEGQDVLDTARAMQAFGATVTRTGPGA 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V  VG GG      A+    +  GN+G  +R +   +  +  +AT+  D    +R+RP 
Sbjct: 78  WTVEGVGVGGF-----AEPAEVIDCGNSGTGVRLIMGCMATSPISATFTGDA--SLRKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +G +   L   GA      G   P   V     +P      +   S+Q  SA+L+A   A 
Sbjct: 131 MGRVTDPLALFGARSYGRAGGRLPMTLVGAAEPVP--VTYTTPMASAQVKSAVLLAGLNA 188 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G  +  +I+K    P  + T R++  FG  V  E +   +R  + G  + ++ +   V  
Sbjct: 189 PG--QTVVIEK---TPTRDHTERMLRGFGAEVTVEATPEGNRITLTGQPELRA-QEVAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A +  G+ + V G      +  +     L  MGA + +        G  
Sbjct: 243 RDPSSAAFPVCAALLVPGSDILVPGVSQNPTRNGLFL--TLREMGADIEFLNER-EEGGE 299 
 
Query: 311 PREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P      +H  L  I V   +     D    LA +A  A G T +R V   RVKE++R+  
Sbjct: 300 PVADLRVRHSALTGIAVPPERAAAQIDEYPVLAALAACASGTTVMRGVHELRVKESDRIA 359 
 
Query: 366 AIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVT 421 
           A+   L   G  VEE  D  I+    P        + T+ DHR+AM+F  L   ++ P++ 
Sbjct: 360 AMARGLEACGVRVEEDEDTLIVHGLGPDGVPGGATVATHIDHRIAMSFLVLGLVSQQPIS 419 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           + D      +FP + D++ 
Sbjct: 420 VDDGSPIATSFPVFEDLM 437 
 
 
>ref|ZP_01054605.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           MED193] 
 gb|EAQ47096.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           MED193] 
          Length = 439 
 
 Score = 98.2 bits (243), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 123/449 (27%), Positives = 205/449 (45%), Gaps = 46/449 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PG KS+S+R L+L A++ G T +  LL  +DV     A++  G  V        
Sbjct: 9   LTGVAEVPGDKSISHRSLILGAMAIGETKISGLLEGDDVLDTAKAMQAFGAEVVNHGGGN 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+    +  GN+G  +R +   +  +    T+  D    +  RP 
Sbjct: 69  WSVYGVGVGGF-----AEPGQVIDCGNSGTGVRLIMGCMATSPITVTFTGDA--SLNGRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V      P   V+    + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGAKAVGRKGGRLPMTIVGAAEPTP---VRYVVPVPSAQVKSAVLLAGLN 178 
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Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+K  +  + E   R++  FG +    DS + R     G+    P+   V  
Sbjct: 179 APG--KTVVIEKEATRDHSE---RMLAGFGAEITVEDSEEGRVITLTGRPELKPQEIAVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V G G    +  + +   L+ MGA +T+           
Sbjct: 234 RDPSSAAFPVCAALITPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTFEN-------- 283 
 
Query: 311 PREPFGR----------KHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWR 357 
           PRE  G            ++K I+V  ++   M D    L+VVA FA G T +  V   R 
Sbjct: 284 PREEGGEPVADLRAKYSPNMKGIEVPPDRAASMIDEYPVLSVVASFATGKTMMAGVKELR 343 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAI-DTYDDHRMAMAFS-LA 413 
           VKE++R+ A+   L   G +V+EG D+  +    P+ +    I +++ DHR+AM+F  +  
Sbjct: 344 VKESDRIDAMAGGLRANGVTVDEGEDWWSVEGLGPDGVPGGGICESFLDHRIAMSFMVMG 403 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             A+ PVT+ D      +FP +  ++++  
Sbjct: 404 MGAQRPVTVDDGNPITTSFPIFEPLMTSL 432 
 
 
>ref|YP_484265.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris HaA2] 
 sp|Q2J2F6.1|AROA_RHOP2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABD05354.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris HaA2] 
          Length = 445 
 
 Score = 98.2 bits (243), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 133/444 (29%), Positives = 194/444 (43%), Gaps = 37/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGT ++PG KS+S+R L+L AL+ G T +  LL  EDV     A+R LG  VE       
Sbjct: 18  LSGTARVPGDKSISHRALILGALAVGETRISGLLEGEDVLNTARAMRALGAQVERTGDCA 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG  G  P         L  GN+G   R    AV  AG       DG   +R RP 
Sbjct: 78  WSVHGVGVAGFAP-----PAAPLDFGNSGTGCRLAMGAV--AGSPIIATFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+Q+GA V         P+ + G    P      +   S+Q  SA+L+A   A 
Sbjct: 131 MRRIVDPLEQMGARVTQSADGGRLPLTLQGARD-PLPITYRTPVPSAQIKSAVLLAGLSA 189 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G     +I+   S  + E+   +++ FG  V  E      R     GQ         V  
Sbjct: 190 PG--VTTVIEAEASRDHTEL---MLQHFGATVVTEPEGPHGRKISLTGQPELRGAPVVVP 244 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A I  G+ V +    T  L+        L  MG  +  +ET     G  
Sbjct: 245 ADPSSAAFPMVAALIVPGSDVVLTEVMTNPLR--TGLITTLREMGGLIEESETR----GD 298 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP  R       L+ ++V   + P   D  + LAV A FA+G T +R +   RVKE++ 
Sbjct: 299 AGEPMARFRIRGSQLRGVEVPPERAPSMIDEYLVLAVAAAFAEGTTIMRGLHELRVKESD 358 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAM-AFSLAACAEV 418 
           R+ A    L   G +VE   D  I+    K +V     + T+ DHR+AM A  +   A+  
Sbjct: 359 RLEATAAMLRVNGVTVEISGDDLIVE--GKGHVPGGGLVATHMDHRIAMSALVMGLAADK 416 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           PV + D      +FPD+  ++    
Sbjct: 417 PVRVDDTAFIATSFPDFVPMMQRL 440 
 
 
>gb|AAN87376.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Heliobacillus 
           mobilis] 
          Length = 256 
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 Score = 98.2 bits (243), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 81/261 (31%), Positives = 122/261 (46%), Gaps = 24/261 (9%) 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD-----SWDRFYIKGGQKYKSPKNA 248 
             D +  + + L+S  + E   R++  FG K    D       + F    GQ+ + P    
Sbjct: 6   FADGKTRVTEPLLSRDHTE---RMLSSFGAKLNRLDRGLTAEIESFPSLHGQEIEVP--- 59 
 
Query: 249 YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
              GD SSA++ L  A+I  G  VT+   G    +  +   +VL  MGA +   E    V 
Sbjct: 60  ---GDISSAAFLLVAASIVPGSEVTLRNIGINPTRDGI--LDVLREMGANL-HVENERLV 113 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G P      +   LK   +    +P   D    +AV ALFA+G T I+D A  RVKET+ 
Sbjct: 114 AGEPVADITVQSASLKGTTIEGAIIPRLIDELPIIAVAALFAEGTTIIKDAAELRVKETD 173 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
           R+  +  EL KLG +VEE PD  II   +++    +D++ DHR+AM+ ++A   A      
Sbjct: 174 RIAVLAEELRKLGVTVEETPDGMIIPGNQQVKGGTVDSHGDHRIAMSLAIAGLLAADETV 233 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           IRD      +FP +   L +  
Sbjct: 234 IRDAASIDVSFPGFAATLQSL 254 
 
 
>gb|AAX21584.1| AroA [Francisella tularensis subsp. holarctica] 
 gb|AAX21585.1| AroA [Francisella tularensis subsp. holarctica] 
          Length = 172 
 
 Score = 98.2 bits (243), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 59/146 (40%), Positives = 79/146 (54%), Gaps = 4/146 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHRGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y S  N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTANKSQYISTSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPR 312 
           F EVLE +G +V +    + VTG  + 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVTGNNQ 167 
 
 
>ref|NP_859670.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           hepaticus ATCC 51449] 
 sp|Q7VJV4.1|AROA_HELHP RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAP76736.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           hepaticus ATCC 51449] 
          Length = 438 
 
 Score = 98.2 bits (243), Expect = 2e-18,   Method: Compositional matrix adjust. 
 Identities = 117/437 (26%), Positives = 187/437 (42%), Gaps = 41/437 (9%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + A LS     V+  L  ED  + L   R LGL +E   +  R +        
Sbjct: 23  KSISHRAAIFALLSSAPCEVEGYLMGEDTLHTLHIARELGLGIEQKGSVLRLI------- 75 
 
Query: 85  FPVEDAKEEVQLFL--GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 142 
            P  +   E    L  GNAG  MR     ++   G+  +VL G   +  RP+  +   L  
Sbjct: 76  -PPRNGICEPHKVLDCGNAGTGMRLFAGLLSGVKGH--FVLTGDEYLNARPMKRITEPLS 132 
 
Query: 143 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 202 
            +GA ++        P+ + G   L     K S   S+Q  SA+++A     G  +     
Sbjct: 133 AIGACINGRENNAYAPLSIVG-AQLQTFDYK-STIASAQVKSAMILAGLQTAG--QSRFY 188 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY------IKGGQKYKSPKNAYVEGDASS 256 
           + L+S  + E  LR M   GV  +  +  D  Y      +K   K        V  D SS 
Sbjct: 189 EPLLSRNHTENMLRGM---GVHIQERECEDGGYEVVFEGLKETNKQLEAFKFQVPADPSS 245 
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Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           A YF   A + G  V ++       +  ++  ++LE MGAKV +   S             
Sbjct: 246 AFYFAVAACVLGAKVKLKNVLLNKTR--IEAFKILESMGAKVAYHHLSSLYEEVGDIEVQ 303 
 
Query: 317 RKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
              LKA+ V+      ++++P +++  A+    A G + + +    RVKE++R+ A  T  
Sbjct: 304 GGSLKAVRVDSRIAWLIDEIPALSICFAL----AKGKSEVYNAKELRVKESDRIRATITN 359 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L  +G   EE  D   +   E L    + ++ DHR+AM+F++A  A     I D  C    
Sbjct: 360 LRVMGIRCEEFDDGFSVYGGE-LKRARVSSFGDHRIAMSFAIAQLA-CGGEIEDSECIDV 417 
 
Query: 431 TFPDYFDVLS--TFVKN 445 
           +FP +  +LS  T V+N 
Sbjct: 418 SFPHFLTLLSQITAVEN 434 
 
 
>ref|ZP_05785141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Silicibacter 
           lacuscaerulensis ITI-1157] 
 gb|EEX08257.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Silicibacter 
           lacuscaerulensis ITI-1157] 
          Length = 448 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 124/441 (28%), Positives = 201/441 (45%), Gaps = 34/441 (7%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   ++GT ++PG KS+S+R L+L A++ G T +  LL  EDV     A+R  G  V + 
Sbjct: 13  HPCGPLTGTAEVPGDKSISHRSLILGAMAVGETRISGLLEGEDVLDTAKAMRAFGAEVIS 72 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  V  VG GG      A+ +  +  GN+G  +R +  A+  +  +AT+  D     
Sbjct: 73  HGNGEWTVHGVGVGGF-----AEPDQVIDCGNSGTGVRLIMGAMATSPISATFTGDA--S 125 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALL 187 
           + +RP+  +   L   GA      G   P   V     +P   V+    + S+Q  SA+L 
Sbjct: 126 LNKRPMARVTDPLALFGAQAVGRSGGRLPMTIVGAADPVP---VRYEVPVPSAQVKSAVL 182 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A   A G  +  +I+K  +  + E   R++  FG  +  E +D      + G  + K P 
Sbjct: 183 LAGLNAPG--KTVVIEKEATRDHSE---RMLAGFGAEITVEDTDEGRVITLTGRPELK-P 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V  D SSA++ +  A IT G+ V V G G    +        L  MGA +T+ E   
Sbjct: 237 QVIAVPRDPSSAAFPVCAALITPGSDVLVPGIGLNPTR--AGLFTTLREMGADLTY-ENM 293 
 
Query: 305 VTVTGPPREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRV 358 
               G P      ++   +K IDV   +   M D    L+VVA  A G T +  V   RV 
Sbjct: 294 REEGGEPVADLRARYSPDMKGIDVPPERAASMIDEYPVLSVVAANATGKTMMGGVKELRV 353 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFS-LAA 414 
           KE++R+ A+   L   G +V+EG D+  +              +++ DHR+AM+F  +   
Sbjct: 354 KESDRIDAMARGLRANGVTVDEGDDWWSVDGLGIGGVPGGGTCESFLDHRIAMSFMVMGM 413 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDY 435 
            A+  V++ D      +FP + 
Sbjct: 414 GAQQAVSVDDGSPIATSFPIF 434 
 
 
>gb|AAX21593.1| AroA [Francisella tularensis subsp. holarctica] 
 gb|AAX21595.1| AroA [Francisella tularensis subsp. holarctica FSC200] 
 gb|AAX21598.1| AroA [Francisella tularensis subsp. holarctica] 
          Length = 172 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 59/146 (40%), Positives = 79/146 (54%), Gaps = 4/146 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHCGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
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Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y S  N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTANKSQYISTSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPR 312 
           F EVLE +G +V +    + VTG  + 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVTGNNQ 167 
 
 
>gb|AAX21592.1| AroA [Francisella tularensis subsp. holarctica] 
          Length = 172 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 59/146 (40%), Positives = 79/146 (54%), Gaps = 4/146 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHCGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y S  N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTANKSQYISTSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPR 312 
           F EVLE +G +V +    + VTG  + 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVTGNNQ 167 
 
 
>ref|YP_002016601.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prosthecochloris 
           aestuarii DSM 271] 
 sp|B4S4Q8.1|AROA_PROA2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF46954.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prosthecochloris 
           aestuarii DSM 271] 
          Length = 434 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 121/444 (27%), Positives = 196/444 (44%), Gaps = 42/444 (9%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE------ADKAA 73 
            LP  KS+S+R  L+ AL++GTT + N     D    LG L+  G+ +       AD    
Sbjct: 10  NLPPDKSISHRAALIGALADGTTEISNFSGGFDNQSTLGVLQACGIRLSQDIVQGADGRQ 69 
 
Query: 74  KRAVVVGCGG--KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
            R VV+   G   F   DA     L   N+G  MR     +     ++T V D    + + 
Sbjct: 70  TRHVVLHSSGLWSFSAPDAP----LMCNNSGSTMRMFAGILAGQPFDSTLVGDN--SLMK 123 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           RP+  +   L+++GA +   L  D   PV +NG   L     +L    S+Q  S +  AA 
Sbjct: 124 RPMKRIADPLRRMGAGIS--LSPDGTAPVGINGTRDLKPITYELPMP-SAQVKSLVAFAA 180 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A  D E  +I+ L S  + E+ L L      K E      R  I  G K    +  ++ 
Sbjct: 181 LHA--DGESRVIETLPSRNHTELMLDL------KTEALSDGRRAVIIPGGKSLEARPFHI 232 
 
Query: 251 EGDASSASYFLA-GAAITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSV--- 305 
             D S+A + +A G  + G  + +   C   +  G   + E+L   GA + +    V    
Sbjct: 233 PADPSAACFMIALGLLVPGSEILLRDVCLNPTRAG---YIELLIGAGADIGFENRRVIGG 289 
 
Query: 306 -TVTGPPREPFGRKHLKAID---VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            T+        G      ID   +  N + ++ M LAV +  A     +   A  R KE+ 
Sbjct: 290 ETIGDIVVRYSGSVEPLRIDEPSIVANIIDEIPM-LAVFSACATAEFELHHAAELRTKES 348 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAACA-EV 418 
           +R+ A+ + L +LG   EE PD   +   +++      +++YDDHR+AM+F++A  A E  
Sbjct: 349 DRISAVVSNLQRLGFLCEEFPDGFAVKGRQRVPSGKVILESYDDHRIAMSFAIADKALES 408 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
            + I D      +FP++FD++ +  
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Sbjct: 409 ELEISDREIIGVSFPNFFDIIESL 432 
 
 
>ref|ZP_00370175.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           upsaliensis RM3195] 
 gb|EAL53698.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           upsaliensis RM3195] 
          Length = 425 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 109/423 (25%), Positives = 178/423 (42%), Gaps = 31/423 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + A LS+ T+   N L +ED    L  +  LG  VE + +    V +    K 
Sbjct: 21  KSISHRFAIFALLSDKTSRAKNYLLAEDTLNTLKIIENLGAKVERNGSE---VCISPSAK 77 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
                 +    L  GN+G AMR +   +  AG    +VL G   + +RP+  +   LK++ 
Sbjct: 78  I----NEPPCILECGNSGTAMRLMIGFL--AGIEGFFVLSGDKYLNKRPMKRICEPLKKI 131 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +   +G +        I G        +  ISS  +   ++ A      V     +  
Sbjct: 132 GAKI---MGREEANFAPLCIEGQKLKSFNYTSEISSAQIKTAMILAGFRADKVSF-FKES 187 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E  L  ME     A          I   QK   P N  +  D SS  YF+  A 
Sbjct: 188 FLSRNHSENMLTFME-----APLKIRGTSLEISPLQKPLKPLNITIPNDPSSVFYFILAA 242 
 
Query: 265 AITGGTVTVEGCGTTSLQGDVKFA--EVLEMMGAKVTWT--ETSVTVTGPPREPFGRKHL 320 
            I   +   + C    L    +    ++LE MGA +++   E +    G       +    
Sbjct: 243 LILPNS---QICIKNVLLNPTRIEAYKILEKMGANISYHFDEENFEKIGTIYASSSKLQA 299 
 
Query: 321 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
             I  N++ + D A  LA+    A+G + +++    RVKE++R+ A+ T L K G   EE 
Sbjct: 300 VEISENISWLIDEAPALAIAFALANGTSLLKNAKELRVKESDRIKAMVTNLQKCGIKAEE 359 
 
Query: 381 GPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
             D   IT   P+      I+++ DHR+AM+F++       + I D  C   +FP++  + 
Sbjct: 360 LEDGFKITGGTPKS---AYIESFGDHRIAMSFAILGLV-CSMEIDDYSCIATSFPNFTTI 415 
 
Query: 439 LST 441 
           L   
Sbjct: 416 LEN 418 
 
 
>ref|NP_945417.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris CGA009] 
 sp|Q6NDP4.1|AROA_RHOPA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAE25505.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris CGA009] 
          Length = 445 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 130/444 (29%), Positives = 197/444 (44%), Gaps = 37/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT ++PG KS+S+R L+L AL+ G T +  LL  EDV     A+R LG  VE     + 
Sbjct: 18  LHGTARVPGDKSISHRALILGALAVGETRISGLLEGEDVINTAKAMRALGAKVERTGDCE 77 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG  G      A  E  L  GN+G   R    AV  AG       DG   +R RP 
Sbjct: 78  WRVHGVGVAGF-----ATPEAPLDFGNSGTGCRLAMGAV--AGSPIVATFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+ +GA V         P+ + G    P   +  +   S+Q  SA+L+A   A 
Sbjct: 131 MRRIVDPLELMGAKVVSSSEGGRLPLALQGARD-PLPILYRTPVPSAQIKSAVLLAGLSA 189 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G     +I+   S  + E+   +++ FG  +  E   +  R     GQ         V  
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Sbjct: 190 PGIT--TVIEAEASRDHTEL---MLQHFGATIVTEAEGAHGRKISLTGQPELRGAPVVVP 244 
 
Query: 252 GDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++  +A   + G  + +    T  L+        L  MGA +  ++    V G  
Sbjct: 245 ADPSSAAFPMVAALVVPGSDIELTDVMTNPLR--TGLITTLREMGASIEDSD----VRGD 298 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP  R       LK ++V   + P   D  + LAV A FA+G T +R +   RVKE++ 
Sbjct: 299 AGEPMARFRVRGSKLKGVEVPPERAPSMIDEYLVLAVAAAFAEGTTVMRGLHELRVKESD 358 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAM-AFSLAACAEV 418 
           R+ A    L   G +VE   D  I+    K +V     + T+ DHR+AM A ++   ++  
Sbjct: 359 RLEATAAMLRVNGVAVEIAGDDLIVE--GKGHVPGGGVVATHMDHRIAMSALAMGLASDK 416 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           PVT+ D      +FPD+  ++    
Sbjct: 417 PVTVDDTAFIATSFPDFVPMMQRL 440 
 
 
>ref|YP_002963190.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Methylobacterium 
           extorquens AM1] 
 gb|ACS39913.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Methylobacterium 
           extorquens AM1] 
          Length = 453 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 127/455 (27%), Positives = 200/455 (43%), Gaps = 50/455 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + +   P   ++G++K PG KS+S+R ++L  L+ G T V+ LL  +DV     A + LG 
Sbjct: 8   QPVTASPGGPLNGSLKPPGDKSISHRAMILGLLAIGETRVEGLLEGDDVLRTASAAKALG 67 
 
Query: 65  LSVEADKAAK-RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +  +   + R V VG GG   ++D   +  L  GNAG   R +   V   G   T    
Sbjct: 68  AQITREGEGRWRIVGVGIGG---MQDP--DGVLDFGNAGTGSRLMMGVV--GGQPVTATF 120 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SS 180 
           DG   +R+RP+  ++  + ++GA++         P+ + G    P   + +   +   S+ 
Sbjct: 121 DGDASLRKRPMRRILDPILKMGAEIVSEAEGGRVPLTLRG----PREAIPIRYELPVASA 176 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFYI 236 
           Q  SA+L+A   A G     +I+K  S  + E  LRL   FG +   + S +    R    
Sbjct: 177 QIKSAVLLAGLNAPGTT--TVIEKAASRDHTERMLRL---FGAEVTVTPSGEGGHGRTVT 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
             GQ      +  V  D SSA++ L  A +  G+ V + G     L+        L  MG 
Sbjct: 232 LTGQPTLRGTDVVVPADPSSAAFPLVAALVVPGSEVILRGVMMNPLR--TGLITTLIEMG 289 
 
Query: 296 AKVTWTETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALF 343 
           A +   +         RE  G            LK +DV   + P   D    LAV A F 
Sbjct: 290 ADIERLDE--------REEGGETVADLRVRASRLKGVDVPAERAPSMIDEYPILAVAASF 341 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 401 
           A+G T +  +   RVKE++R+ A+   L   G +     D  I+T   +       + T+ 
Sbjct: 342 AEGTTRMNGLHELRVKESDRLAAVAAGLAANGVTHAIEGDDLIVTGNGQAPAGGGTVATH 401 
 
Query: 402 DDHRMAMAF-SLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+AMAF  L   A+ PVT+ D      +FP + 
Sbjct: 402 LDHRIAMAFLVLGLAAKSPVTVDDGAMIATSFPSF 436 
 
 
>ref|ZP_05570493.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ferroplasma 
           acidarmanus fer1] 
          Length = 423 
 
 Score = 97.8 bits (242), Expect = 3e-18,   Method: Compositional matrix adjust. 
 Identities = 102/428 (23%), Positives = 182/428 (42%), Gaps = 42/428 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISGT+  P SKS + R +L +A S     + N+  SED    L    +   ++  ++    
Sbjct: 10  ISGTIYAPSSKSYTQRYVLYSAFSNKPVKIKNVSFSEDEMVSLKIAESCNATINYNRKD- 68 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               +     F   D+     +++G +G + R     + A     T  + G  ++  RP+ 
Sbjct: 69  ----IEIKPDFKCPDS-----IYVGESGTSYRLSIGLLVARKCKTT--IKGEQQLAGRPV 117 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             L+  L   G +   F         V+G      G V + G  SSQ++SA+L    + L 
Sbjct: 118 EPLIKALSDAGTN---FKKHKDGFYMVDGRNSASTG-VSIDGGTSSQFVSAMLYYYSI-L 172 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+     +  ++S  YV +T+  +  FG+     ++ + + I+ G    + K   +EGD  
Sbjct: 173 GEGNFT-VSNMVSANYVNITINCLRNFGITVH--NNGNNYSIENGD--YAVKEIGIEGDY 227 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
           SSASYF+     T G + ++  G  SLQ D +  E+L      +      +TV        
Sbjct: 228 SSASYFIVLGIFT-GNIKIKNLGIDSLQPDRQIIELLNNATECIKIGGNELTVDKA---- 282 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
                +K I V+ +  PD+A  ++V+ +F+     I +    + KE++R   I        
Sbjct: 283 ---NFIKGIIVDASATPDIAPVISVIGIFSTEGVKIYNYQRLKTKESDRWKGIIEMCRAF 339 
 
Query: 375 GASVEEGPDYC-----IITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCT 428 
           GA+V    ++      I+  PE +  T      DHRM M+  +A   A      ++     
Sbjct: 340 GATVSVCENFIEIKKGILKDPESIKFT------DHRMIMSAIIAGVIAGSHTEFKNAEKI 393 
 
Query: 429 RKTFPDYF 436 
            K++P++  
Sbjct: 394 NKSYPEFL 401 
 
 
>ref|ZP_07893857.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           upsaliensis JV21] 
 gb|EFU71937.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           upsaliensis JV21] 
          Length = 425 
 
 Score = 97.4 bits (241), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 109/421 (25%), Positives = 178/421 (42%), Gaps = 31/421 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + A LS+ T+   N L +ED    L  +  LG  VE + +    V +    K 
Sbjct: 21  KSISHRFAIFALLSDKTSRAKNYLLAEDTLNTLKIIENLGAKVERNGSE---VCISPSAK 77 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
                 +    L  GN+G AMR +   +  AG    +VL G   + +RP+  +   LK++ 
Sbjct: 78  I----NEPPCILECGNSGTAMRLMIGFL--AGIEGFFVLSGDKYLNKRPMKRICEPLKKI 131 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +   +G +        I G        +  ISS  +   ++ A      V     +  
Sbjct: 132 GAKI---MGREEANFAPLCIEGQKLKSFNYTSEISSAQVKTAMILAGFRADKVSF-FKES 187 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E  L  ME     A          I   QK   P N  +  D SS  YF+  A 
Sbjct: 188 FLSRNHSENMLTFME-----APLKIQGTSLEISPIQKPLKPLNITIPNDPSSVFYFILAA 242 
 
Query: 265 AITGGTVTVEGCGTTSLQGDVKFA--EVLEMMGAKVTWT--ETSVTVTGPPREPFGRKHL 320 
            I   +   + C    L    +    ++LE MGA +++   E +    G       +    
Sbjct: 243 LILPNS---QICIKNVLLNPTRIEAYKILEKMGANISYHFDEENFEKIGTIYASSSKLQA 299 
 
Query: 321 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
             I  N++ + D A  LA+    A+G + +++    RVKE++R+ A+ T L K G   EE 
Sbjct: 300 VEISENISWLIDEAPALAIAFALANGTSLLKNAKELRVKESDRIKAMVTNLQKCGIKAEE 359 
 
Query: 381 GPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 438 
             D   IT   P+      I+++ DHR+AM+F++       + I D  C   +FP++  + 
Sbjct: 360 LEDGFKITGGTPKS---AYIESFGDHRVAMSFAILGLV-CSMEIDDYSCIATSFPNFTTI 415 
 
Query: 439 L 439 
           L 
Sbjct: 416 L 416 
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>ref|YP_575526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrobacter 
           hamburgensis X14] 
 sp|Q1QRT1.1|AROA_NITHX RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABE61066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrobacter 
           hamburgensis X14] 
          Length = 449 
 
 Score = 97.1 bits (240), Expect = 4e-18,   Method: Compositional matrix adjust. 
 Identities = 127/436 (29%), Positives = 201/436 (46%), Gaps = 19/436 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V++PG KS+S+R L+L AL+ G T +  LL  EDV     A++ LG  VE     
Sbjct: 16  QSLIGRVRVPGDKSISHRALILGALAVGETRIAGLLEGEDVLNTAKAMQALGAKVERRID 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K  +V    G      A  E  L  GN+G   R +  AV  AG       DG   +R R 
Sbjct: 76  DKSGIVWSVRGVGTSGFATPEAPLDFGNSGTGCRLVMGAV--AGCPIVATFDGDGSLRSR 133 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+  ++  L+ +GA V         P+ + G    P   V  +   S+Q  SA+L+A    
Sbjct: 134 PMRRILDPLELMGARVTGESDGGRLPLTLAGARD-PLPIVYRTPVASAQIKSAVLLAGLS 192 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G     +I+   S  + E+ L+    FG +  +    +  R     GQ         V 
Sbjct: 193 APGIT--TVIESEASRDHTELMLK---HFGAQIVSVSDGTHGRKISLTGQPELHGAAVTV 247 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++ +  A IT G+ + +    T  L+  + FA + E MGA +  +ET +     
Sbjct: 248 PADPSSAAFPIVAALITEGSDIVLTDVMTNPLRTGL-FATLRE-MGASIEESETRLDAGE 305 
 
Query: 310 PPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P  +   R   L+ ++V   + P   D  + LAV A FA+G T +R +   RVKE++R+  
Sbjct: 306 PMAQLRVRASKLRGVEVPAARAPSMIDEYLVLAVAAAFAEGTTVMRGLHELRVKESDRLE 365 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL-NVTAIDTYDDHRMAM-AFSLAACAEVPVTIR 423 
           A    L   G +VE   D  I+    ++     + T+ DHR+AM A ++   ++ PV +  
Sbjct: 366 AAAAMLRVNGVAVEIAGDDLIVEGRGRVPGGGLVTTHMDHRIAMSALAMGCASDAPVKVD 425 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           D      +FPD+  ++ 
Sbjct: 426 DTAFIATSFPDFVPMM 441 
 
 
>ref|YP_001989102.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris TIE-1] 
 sp|B3Q5Z7.1|AROA_RHOPT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACE98626.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris TIE-1] 
          Length = 445 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 130/444 (29%), Positives = 197/444 (44%), Gaps = 37/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT ++PG KS+S+R L+L AL+ G T +  LL  EDV     A+R LG  VE     + 
Sbjct: 18  LHGTARVPGDKSISHRALILGALAVGETRISGLLEGEDVINTAKAMRALGAKVERTGDCE 77 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG  G      A  E  L  GN+G   R    AV  AG       DG   +R RP 
Sbjct: 78  WRVHGVGVAGF-----ATPEAPLDFGNSGTGCRLAMGAV--AGSPIVATFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+ +GA V         P+ + G    P   +  +   S+Q  SA+L+A   A 
Sbjct: 131 MRRIVDPLELMGAKVVSSSEGGRLPLALQGARD-PLPILYRTPVPSAQIKSAVLLAGLSA 189 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
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            G     +I+   S  + E+   +++ FG  +  E   +  R     GQ         V  
Sbjct: 190 PG--VTTVIEAEASRDHTEL---MLQHFGATIVTEAEGAHGRKISLTGQPELRGAPVVVP 244 
 
Query: 252 GDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++  +A   + G  + +    T  L+        L  MGA +  ++    V G  
Sbjct: 245 ADPSSAAFPMVAALVVPGSDIELTDVMTNPLR--TGLITTLREMGALIEDSD----VRGD 298 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP  R       LK ++V   + P   D  + LAV A FA+G T +R +   RVKE++ 
Sbjct: 299 AGEPMARFRVRGSKLKGVEVPPERAPSMIDEYLVLAVAAAFAEGTTVMRGLHELRVKESD 358 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAM-AFSLAACAEV 418 
           R+ A    L   G +VE   D  I+    K +V     + T+ DHR+AM A ++   ++  
Sbjct: 359 RLEATAAMLRVNGVAVEIAGDDLIVE--GKGHVPGGGVVATHMDHRIAMSALAMGLASDK 416 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
           PVT+ D      +FPD+  ++    
Sbjct: 417 PVTVDDTAFIATSFPDFVPMMQRL 440 
 
 
>gb|AAX21586.1| AroA [Francisella tularensis subsp. holarctica] 
          Length = 172 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 59/146 (40%), Positives = 79/146 (54%), Gaps = 4/146 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++M  FGV    
Sbjct: 26  LDGGYIEVDGEKSSQFASGLLMAAPFMHCGLRLNSITDHKQ-PYLDMTTKVMAEFGVTV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D  +  Y     +Y S  N  VE D S+ASYF A AAITG T+ V      S QGD+K 
Sbjct: 84  --DIDENIYTAXKSQYISTSNYVVEPDVSTASYFWAFAAITGSTIKVMHVTKNSKQGDIK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPR 312 
           F EVLE +G +V +    + VTG  + 
Sbjct: 142 FLEVLEKIGCQVNYYNDGIEVTGNNQ 167 
 
 
>ref|NP_662795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium tepidum 
           TLS] 
 sp|Q8KB71.1|AROA_CHLTE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAM73137.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium tepidum 
           TLS] 
          Length = 434 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 114/439 (25%), Positives = 198/439 (45%), Gaps = 34/439 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA------K 74 
           LP  KS+S+R  L+ AL+EGTT + N     D    L  LR  G+S+  ++ +      + 
Sbjct: 11  LPPDKSISHRAALIGALAEGTTEISNFSGGYDNQSTLSVLRDAGISIRQEELSAGDGRIE 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G +   +    V L   N+G  MR +   + A    +  V D    + +RP+ 
Sbjct: 71  RRVVIESNGLWSFREPS--VPLMCNNSGSTMRMMAGIMAAQPFRSELVGDA--SLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+Q+GA++         PV ++G   L   + +L   + S  + +L+  A L   
Sbjct: 127 KRVADPLRQMGAEI-SLSDAGTAPVVIHGTKALKTIEYRL--PVPSAQVKSLVAFAALH- 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D + +II+ + S  + E+ L      G+         R  I  G+K  + K   V  D  
Sbjct: 183 ADGQSKIIEPIRSRDHTELML------GLATIDRPDGVREIIIDGRKPIAAKPFKVPADP 236 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP--- 311 
           S+A + +A   + G    +           V + +VL+  GA +   E   +  G P    
Sbjct: 237 SAACFMIA-LGLLGERSEIVLRNVCLNPTRVAYIDVLQEAGAGL-GIENVRSEGGEPVGD 294 
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Query: 312 ---REPFGRKHLKAID--VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              R   G K L+  D  V    + +V M LAV++ FA G   + + A  R KE++R+ A 
Sbjct: 295 IVVRSCSGLKPLRISDHGVVAGVIDEVPM-LAVLSAFASGEFELHNAAELRTKESDRIDA 353 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKL--NVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
           +   L +LG   E+  D  ++   + +      I+ +DDHR+AM+F++AA  A   + +  
Sbjct: 354 LVVNLQRLGFECEQYADGFVVKGRKTVASEEVEIECFDDHRIAMSFTIAAEAAGASLRLS 413 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           D      +FP++F ++ +  
Sbjct: 414 DRDVAGVSFPNFFALIDSL 432 
 
 
>ref|YP_001246893.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus JH9] 
 ref|YP_001316688.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus JH1] 
 ref|ZP_05644459.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9781] 
 ref|ZP_05683546.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9719] 
 ref|ZP_06817014.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8819] 
 ref|ZP_06928521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8796] 
 sp|A6U1T3.1|AROA_STAA2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A5ISZ4.1|AROA_STAA9 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ49317.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus JH9] 
 gb|ABR52401.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus JH1] 
 gb|EEV27792.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9781] 
 gb|EEV67959.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A9719] 
 gb|EFG43956.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8819] 
 gb|EFH37914.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           A8796] 
 gb|EFT85174.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus aureus 
           subsp. aureus CGS03] 
          Length = 432 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 113/443 (25%), Positives = 204/443 (46%), Gaps = 54/443 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L+EGT+ +   L  ED    +   R LG+ ++ D   + 
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAEGTSNIYKPLLGEDCRRTMDIFRLLGVDIKED---E 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +VV   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 70  DKLVVNSPG-YKAFKTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  LK + A+++       P    P  + GI      +++++   S+Q  SA+L A+ 
Sbjct: 126 DRVLRPLKLMDANIEGIEDNYTPLIIKPSVIKGI----NYQMEVA---SAQVKSAILFAS 178 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK---GGQKYKSPKN 247 
             +     I+ +D  +S  + E   R    F +  E     +R  I       ++  P + 
Sbjct: 179 LFSNDTTVIKELD--VSRNHTETMFR---HFNIPIE----AERLSITTTPDAIQHIKPAD 229 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV------TW 300 
            +V GD SSA++F+  A IT  + VT+   G    +  +   +++E MG  +      T  
Sbjct: 230 FHVPGDISSAAFFIVAALITPESDVTIHNVGINPTRSGI--IDIVEKMGGNIQLFNQTTG 287 
 
Query: 301 TETSVTVT---GPPREPF---GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
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            E + ++     P  +P    G    KAID    ++P     +A++   A G + I+D   
Sbjct: 288 AEPTASIRIQYTPMLQPITIEGELVTKAID----ELP----VIALLCTQAVGTSTIKDAE 339 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             +VKET R+      L  LG  ++   D  II P E      +D+  DHR+ M  ++A+ 
Sbjct: 340 ELKVKETNRIDTTADMLNLLGFELQPTNDGLIIHPSEFKTNATVDSLTDHRIGMMLAVAS 399 
 
Query: 415 -CAEVPVTIRDPGCTRKTFPDYF 436 
             +  PV I+       +FP +  
Sbjct: 400 LLSSEPVKIKQFDAVNVSFPGFL 422 
 
 
>ref|YP_001786896.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A3 str. Loch Maree] 
 gb|ACA56282.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A3 str. Loch Maree] 
          Length = 442 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 110/453 (24%), Positives = 212/453 (46%), Gaps = 51/453 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGKYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++  G    ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGVLSGIGAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--KDNKLPLKFLEHSGLNFIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLME-RFGVKAEHSDSWDRFYIKGG---QKYK-SPK 246 
           ++ G  +  I++   +  + E  L+ ++    +K  +S + ++   K     +K K + K 
Sbjct: 179 MSKG--KTTIVENKPTRDHTERMLKYLDASINIKNIYSKNKEKSIFKKEITIEKSKLNSK 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTETS 304 
           + YV GD SSA++ ++ A +  G+     C    L  +G +++  VL+ MGA +   E   
Sbjct: 237 DIYVPGDISSAAFLISAALLIQGSNL---CIKNVLLNEGRIEYINVLKNMGANIE-IEKG 292 
 
Query: 305 VTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVASW 356 
             + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V    
Sbjct: 293 KLLNG---EPVGNIYVKESYLKGITVEQHITPNIIDEIPVLSVIAAFSEGKTIFKSVEEL 349 
 
Query: 357 RVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
           + KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+A+ 
Sbjct: 350 KFKESDRVEAIIENLKRADVKAIYKNGNLIIEGNKSYIDKSLE------IESFKDHRIAL 403 
 
Query: 409 AFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           AF + +      T I+D  CT  +FP+   + + 
Sbjct: 404 AFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|ZP_02996348.1| hypothetical protein CLOSPO_03471 [Clostridium sporogenes ATCC 
           15579] 
 gb|EDU37302.1| hypothetical protein CLOSPO_03471 [Clostridium sporogenes ATCC 
           15579] 
          Length = 442 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 105/446 (23%), Positives = 214/446 (47%), Gaps = 37/446 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL++G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALAKGEYKVYNFPKNLDCLATLDSMKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++  G    ++  G   +   
Sbjct: 67  EGNTLKVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGVLSGIGAETKFI--GDDSLSC 121 
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Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--KDNKLPLKFLKHDGLNSIKYNMKVA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERF-GVKAEHSDSWDRFYIKGG---QKYK-SPK 246 
           ++ G  +  I++   +  + E  L+ ++ +  ++  +S    +   K     +K K + K 
Sbjct: 179 MSKG--KTTIVEDKSTRDHTERMLKYLDAYINIRNIYSKDRKKSTFKKEVTIEKSKLNSK 236 
 
Query: 247 NAYVEGDASSASYFLAGAA-ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           + YV GD SSA++ ++ +  I G  + ++       +G +++  VL  MGA +   E    
Sbjct: 237 DIYVPGDISSAAFLISASLLIEGSNLCIKNVLLN--EGRIEYINVLRNMGANIE-IEKGK 293 
 
Query: 306 TVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVASWR 357 
            + G   EP G       +LK I V  + +P++      L+V+A F++G T  + V   + 
Sbjct: 294 LLNG---EPVGNICVKESYLKGITVEKHIIPNIIDEIPVLSVIAAFSEGKTIFKSVEELK 350 
 
Query: 358 VKETERMVAIRTELTKLGA-SVEEGPDYCIITPPEKLNVT-AIDTYDDHRMAMAFSLAAC 415 
            KE++R+ AI   L + G  S  +  D  I      ++ +  I+++ DHR+A+AF + +  
Sbjct: 351 FKESDRVEAIIENLKRAGVKSAYKNGDLIIEGNKSYIDKSLEIESFKDHRIALAFLVLSL 410 
 
Query: 416 AEVPVT-IRDPGCTRKTFPDYFDVLS 440 
                T I+D  CT  +FP+   + + 
Sbjct: 411 RNKKHTLIKDYECTEISFPNSLSLFN 436 
 
 
>ref|YP_989551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella 
           bacilliformis KC583] 
 gb|ABM45608.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella 
           bacilliformis KC583] 
          Length = 441 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 114/454 (25%), Positives = 205/454 (45%), Gaps = 58/454 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +K+PG KS+S+R L+L  L+ G T +  LL S+D+ +   A++ +G  +  +     
Sbjct: 15  LSGKIKIPGDKSISHRSLILGGLANGETHIHGLLESDDILHTAAAMQAMGAHIRKENGI- 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G    ++  K    L  GN+    R +   V++     T+  D    + +RP+ 
Sbjct: 74  -WIIRGTGNGCLLQAQKP---LNFGNSATGARLIMGMVSSYHMKTTFTGDA--SLSKRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-------SSQYLSALL 187 
             ++  L+ +G +++    ++  P+ + G         K++  I       S+Q  S++L 
Sbjct: 128 ERILNPLRLMGTNIEAT--SNNLPLTLYG--------PKMANPICYRLPIASAQVKSSIL 177 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSP 245 
           +A+    G     +I+ +++  + E   +++E FG K   E +    RF    GQ + +  
Sbjct: 178 LASLNTAGIT--TVIEPILTRDHTE---KILELFGAKLDIETNKEGTRFIHMHGQPHLTG 232 
 
Query: 246 KNAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           ++  + GD SSA++  +A   I    + +E     S +  +   + L  MGAK+ +     
Sbjct: 233 QSIDIPGDPSSAAFPLIAALLIEDSDIIIENVLINSSR--IGLIQTLWEMGAKIEFLNQ- 289 
 
Query: 305 VTVTGPPREPFGRKH---------LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
                  R+  G            LK + V   + P   D    LAV A FA+G T +   
Sbjct: 290 -------RQQGGENIADLRVRSSVLKGVTVPKERAPSMIDEYPALAVAAAFAEGKTTMLG 342 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMA 409 
           +   RVKE++R+  I   L       E+G D+ II      + L    I T+ DHR+AM  
Sbjct: 343 IEELRVKESDRLSTIAQGLKINHVDCEKGVDFLIIHGQNSSKGLGGGCIKTHLDHRIAMC 402 
 
Query: 410 FSLAACA-EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           F +   A E PVTI D      +FP +  +++   
Sbjct: 403 FLVFGLASEKPVTIDDRRVIATSFPAFIPLMNQL 436 
 
 
>ref|ZP_04056182.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Porphyromonas uenonis 
           60-3] 
 gb|EEK15995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Porphyromonas uenonis 
           60-3] 
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          Length = 428 
 
 Score = 97.1 bits (240), Expect = 5e-18,   Method: Compositional matrix adjust. 
 Identities = 116/444 (26%), Positives = 189/444 (42%), Gaps = 62/444 (13%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           ++ LP SKSL NR+ ++A L+                     L    L  + D     AV 
Sbjct: 6   SITLPPSKSLYNRLFVMARLAH--------------------LPIPSLWRQIDLCEDLAV 45 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           ++   G         E ++ +G +G AMR LTA           ++  V RM ERP+  L 
Sbjct: 46  MLHASGS-------SEGRISVGASGTAMRLLTALFALTTEREVLLVSPVRRMTERPLAQL 98 
 
Query: 138 VVGLKQLGADVDCFLGTD-----CPPVRVNGI-----GGLPGGKVKLSGSISSQYLSALL 187 
           +  L QLGAD+      +      P VR+  +     G LP   +  SG  SSQ ++ALL 
Sbjct: 99  ITLLSQLGADLAQPSSQEPVEGLYPLVRIRPMNPQQKGLLPTLTLP-SGLESSQTVTALL 157 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKS 244 
           + AP     + +    D+L S  Y+++T  LM+  G+      S DR   Y+  G   ++ 
Sbjct: 158 LIAPYLPHGLALRWQDDQLPSASYIQLTCSLMQACGIDL----SVDRHGIYVAPGTYCEA 213 
 
Query: 245 PKNAYVE---GDASSASYFLAGAAIT--GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
                +    GD SSA Y L  A +T     + +      SLQ D +  E+L++    ++ 
Sbjct: 214 TLTRLLSHPIGDWSSAQYPLQWALMTPRPCQLFLTNVPALSLQPDARALELLQISPEWLS 273 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
             + ++         F +KHL+ +    ++++  PD A TL  + L+      +R +    
Sbjct: 274 AGDDTLCFDS----EFLQKHLRKLTFGSISLSNNPDFAPTLIALLLYYQKKAQLRGLDHL 329 
 
Query: 357 RVKETERMVAI--RTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSL 412 
           R+KE++R+  I    E      S E    +C+    P        I T  DHRM MA++  
Sbjct: 330 RLKESDRIALILRNGEQLDYQLSYETESGFCLAGSAPSSVHTPVPIATDADHRMVMAWAP 389 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYF 436 
            A     + I  P    K++P ++ 
Sbjct: 390 FAWYHQ-LQIETPQAVDKSYPTFW 412 
 
 
>ref|YP_032958.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella henselae 
           str. Houston-1] 
 sp|Q6G545.1|AROA_BARHE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAF26911.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella henselae 
           str. Houston-1] 
          Length = 442 
 
 Score = 96.7 bits (239), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 116/445 (26%), Positives = 201/445 (45%), Gaps = 39/445 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +K+PG KS+S+R L+L  L+ G T +  +L S+DV     A++ LG  +   K    
Sbjct: 15  LSGIIKIPGDKSISHRSLILGGLASGETHIHGILESDDVFNTAAAMQALGACI--IKKDD 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G    +   K    L  GNAG   R +   V       T++ D    + +RP+ 
Sbjct: 73  LWIIRGTGNGCLLAAQKP---LDFGNAGTGARLVMGMVGPYHMKTTFIGDA--SLSKRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             ++  L+ +G +++   G   P     P   N I      ++ ++   S+Q  SA+L+A 
Sbjct: 128 ARILDPLQLMGVEIEATHGNYLPLTLYGPKMTNPI----CYRIPVA---SAQVKSAILLA 180 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPKN 247 
                G     +I+ +++  + E   ++++ FG K E   + +  RF    G  + + +  
Sbjct: 181 GLNTAGTT--TVIEPILTRDHTE---KMLKAFGAKLEIEKNAEGTRFIHLNGHPHLTGQT 235 
 
Query: 248 AYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            ++ GD SSA++  +A   I    +T+E     + +  +   E L  MGA++       T 
Sbjct: 236 IHIPGDPSSAAFPIVAALLIEDSDITIENVLINNSR--MGLIETLWEMGAQIELLNQRQT 293 
 
Query: 307 VTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
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             G        K   LK + V   + P   D    LAV A FA+G T +  +   RVKE+ 
Sbjct: 294 -GGEDVANLRVKSSVLKGVTVPKERAPSMIDEYPALAVAAAFAEGKTVMLGIEELRVKES 352 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAFSL-AACAE 417 
           +R+  +   L       EEG D+ I+      + L    + T+ DHR+AM+F +    +E 
Sbjct: 353 DRLSVLAQGLKINHVDCEEGQDFLIVHGKGSAKGLGGGHVTTHLDHRIAMSFLIFGLVSE 412 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
            PVTI D      +FP++   +    
Sbjct: 413 KPVTIDDKRMIATSFPEFIPFIQQL 437 
 
 
>ref|YP_758929.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hyphomonas neptunium 
           ATCC 15444] 
 sp|Q0C5R4.1|AROA_HYPNA RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABI78571.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hyphomonas neptunium 
           ATCC 15444] 
          Length = 439 
 
 Score = 96.7 bits (239), Expect = 6e-18,   Method: Compositional matrix adjust. 
 Identities = 120/445 (26%), Positives = 195/445 (43%), Gaps = 29/445 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P+K ++G ++ PG KS S+R L+   L+EG +    LL  +DV     A+  +G +V   
Sbjct: 6   HPVKRLAGAIRAPGDKSCSHRALIFGGLAEGESRFSGLLEGDDVLRTGQAMEAMGATVTR 65 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                   V G G K     +  +  L  GN+G   R L   +  AG + T  L G   + 
Sbjct: 66  TGPGSWD-VTGVGAKGL---SSPKGVLDFGNSGTGSRLLMGVM--AGYDLTASLTGDASL 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCP-PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RP+  ++  L+Q+G  +    G D   P  + G   L   +       S+Q  SA+L+ 
Sbjct: 120 CSRPMNRVLNPLRQMG--LKDTAGPDGKLPFTLTGSKSLKAIRYAPP-QASAQVKSAVLL 176 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS---DSWDRFYIKGGQKYKSP 245 
           A   A G  E  + +   +  + E   R+++ FG                +KGGQ+ +   
Sbjct: 177 AGLNAEG--ETVVAEAKATRDHTE---RMLQGFGATLSFRMAPGGVHEIALKGGQRLRG- 230 
 
Query: 246 KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +A + GD SSA++ +A   ++  G V VEG  +   +    F +V ++MGA +   E   
Sbjct: 231 LDAEIPGDPSSAAFLIAAGLLSPQGDVLVEGVMSNPTRS--GFYDVADLMGASLGADERG 288 
 
Query: 305 VTVTGPPREPF-GRKHLKAIDVN---MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
                   +   G   LK I V    +  M D    LAV+A FA G T +      RVKE 
Sbjct: 289 EAAGERLIDIHSGYAGLKGIHVPERLVASMIDEFPILAVLAAFATGETRVTGAEELRVKE 348 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAM-AFSLAACAE 417 
           ++R+ A+   L   G  VEE  D   +            ++T  DHR+AM A  +   A+ 
Sbjct: 349 SDRIGAVVAMLRVNGVEVEETEDGFTVQGCGGRVPGGGLVETRHDHRIAMSALVMGTAAQ 408 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
            PV++ D      ++P++   ++T  
Sbjct: 409 KPVSVDDISMIDTSYPEFMSHMATL 433 
 
 
>ref|YP_676143.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Mesorhizobium sp. 
           BNC1] 
 sp|Q11C97.1|AROA_MESSB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABG64978.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chelativorans sp. 
           BNC1] 
          Length = 449 
 
 Score = 96.7 bits (239), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 119/451 (26%), Positives = 194/451 (43%), Gaps = 54/451 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+S+R L+   L+ G T +  LL  EDV     A+R +G  +  D+    
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Sbjct: 18  LKGNLRVPGDKSISHRALMFGGLASGETRISGLLEGEDVLRTAEAMRAMGAQI--DRRDG 75 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              + G G    +E    E  L  GNAG   R LT  +     + T    G   + +RP+ 
Sbjct: 76  TWTIRGVGNGCLLE---PEAPLDFGNAGTGSR-LTMGLVGT-YDMTTRFTGDASLSKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V      D  P+ + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRVLNPLREMGTQVLQAEPGDRLPITLRG----PKHATPINYRVPMASAQVKSAVLLAGL 186 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
              G     +I+ +++  + E   +++  FG  ++ E      R     GQ     +    
Sbjct: 187 NTPG--VTTVIEPVMTRDHTE---KMLSGFGAAIQIETDKEGARHISIQGQGTLKGQVIA 241 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL---EMMGAKVTWTETSVT 306 
           V GD SSA++ L  A I  G+             D+    VL      G  +T  E     
Sbjct: 242 VPGDPSSAAFPLVAALIVPGS-------------DILIENVLMNPTRTGLILTLQEMGAD 288 
 
Query: 307 VTGPPREPFGRKH----------LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
           +    R   G +           LK + V  ++ P   D    LAV A  A+G T +  + 
Sbjct: 289 IELLNRRSAGGEDVADLRVRSSALKGVTVPASRAPSMIDEYPILAVAASLAEGETVMLGL 348 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT-PPE--KLNVTAIDTYDDHRMAMAF 410 
              RVKE++R+ A+   L   G    EG D   +   PE   L    + T+ DHR+AMAF 
Sbjct: 349 EELRVKESDRLSAVAEGLKVNGIDCTEGKDTLTVRGRPEGKGLGGATVTTHLDHRIAMAF 408 
 
Query: 411 -SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             L   +E PV++ D      +FP++ D+++ 
Sbjct: 409 LVLGLASERPVSVDDQSMIATSFPEFMDLMT 439 
 
 
>ref|YP_002502152.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           nodulans ORS 2060] 
 gb|ACL61849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           nodulans ORS 2060] 
          Length = 466 
 
 Score = 96.7 bits (239), Expect = 7e-18,   Method: Compositional matrix adjust. 
 Identities = 126/443 (28%), Positives = 186/443 (41%), Gaps = 44/443 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G ++ PG KS+S+R ++L  LS G T ++ LL  +DV     A R LG  ++ D   + 
Sbjct: 35  LRGRLRPPGDKSISHRAMILGLLSIGETRIEGLLEGDDVLRTAAAARALGAGIDRDGPGR 94 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      +  E  L  GNAG   R +   V   G   T   DG   +R+RP 
Sbjct: 95  WRVRGVGIGGL-----SDPEGVLDFGNAGTGSRLMMGVV--GGQPVTATFDGDASLRKRP 147 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +  ++  L Q+GA V         P+ + G    P   + ++      S+Q  SA+L+A  
Sbjct: 148 MRRILDPLVQMGATVVAQQEGGRVPLTLRG----PDEAIPITYETPVASAQVKSAVLLAG 203 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLM-ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             A G     +I+   +  + E  LRL      V A   +   R     GQ          
Sbjct: 204 LNAPGTT--TVIEAAATRDHTERMLRLFGAEVAVSAHGPEGHGRAIALTGQPTLRAAEVM 261 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V  D SSA++ L  A +  G+ V +EG     L+  +     L  MGA +T          
Sbjct: 262 VPADPSSAAFPLVAALLVPGSDVVIEGVMMNPLR--IGLITTLLEMGADITRLNE----- 314 
 
Query: 309 GPPREPFGRK---------HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
              RE  G            L  + V   + P   D    LAV A FA G T ++ +    
Sbjct: 315 ---REEGGETVADLRVRACRLTGVTVPPERAPAMIDEYPVLAVAAAFAQGTTRMQGLHEL 371 
 
Query: 357 RVKETERMVAIRTELTKLG-ASVEEGPDYCI-ITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           RVKE++R+ A+   L   G A V EG D  +            + T+ DHR+AMAF +   
Sbjct: 372 RVKESDRLAAVAAGLKANGVAHVVEGDDLIVHGDGGAAAGGGTVATHLDHRIAMAFLVMG 431 
 
Query: 415 CAEV-PVTIRDPGCTRKTFPDYF 436 
            A   PVT+ D      ++P +  
Sbjct: 432 LASRDPVTVDDGAMIATSYPSFL 454 
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>ref|ZP_01086603.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           5701] 
 gb|EAQ73594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Synechococcus sp. WH 
           5701] 
          Length = 298 
 
 Score = 96.3 bits (238), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 97/315 (30%), Positives = 141/315 (44%), Gaps = 31/315 (9%) 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSALLMAAPLALGDV 197 
           +GADV      +  P+ V G          L G+I      S+Q  SA+L+AA  A  D  
Sbjct: 1   MGADVRGRDSGNLAPLAVQG--------TTLRGTIVGTPVASAQVKSAILLAALTA--DG 50 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-IKGGQKYKSPKNAYVEGDASS 256 
              +I+   S  + E   R++  FG   E      R   +K G      +   V GD SS 
Sbjct: 51  PTTVIEPSQSRDHSE---RMLRAFGANLEVGGEMGRHISVKPGATLHG-QTVVVPGDISS 106 
 
Query: 257 ASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
           A+++L AGA + G  +T+E  G    +      EVL+ MGA +        V G P     
Sbjct: 107 AAFWLVAGALVPGSDLTIENVGLNPTR--TGILEVLDQMGANIEIVNPR-DVAGEPVGDL 163 
 
Query: 316 GRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
             KH  LK        MP   D    L+V A F DG + I   A  RVKET+R+  +  + 
Sbjct: 164 RVKHGPLKPFQFGEEIMPRLVDEVPILSVAACFCDGESRISGAAELRVKETDRLAVMARQ 223 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTR 429 
           L  +GA +EE  D   I     L+ TA+D+  DHR+AM+ ++AA  A  P T+        
Sbjct: 224 LKAMGAEIEEHDDGMTIRGGRPLHGTALDSETDHRVAMSMAVAALMANGPSTLARSEAAA 283 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            ++P ++D L    + 
Sbjct: 284 VSYPTFWDDLERLHR 298 
 
 
>ref|YP_567330.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB5] 
 sp|Q13ER0.1|AROA_RHOPS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABE37429.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB5] 
          Length = 445 
 
 Score = 96.3 bits (238), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 132/439 (30%), Positives = 195/439 (44%), Gaps = 33/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           +SGT ++PG KS+S+R L+L AL+ G T +  LL  +DV     A+R LG  VE   + A 
Sbjct: 18  LSGTARVPGDKSISHRALILGALAVGETRISGLLEGQDVIDTGKAMRALGARVERTGEFA 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG  G      A+ E  L  GN+G   R    AV  AG   T   DG   +R RP 
Sbjct: 78  WTVRGVGVAGF-----AQPEAPLDFGNSGTGCRLAMGAV--AGSPITATFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADV-DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           +  +V  L+Q+GA V     G   P         LP      +   S+Q  SA+L+A    
Sbjct: 131 MRRIVDPLEQMGARVIQSHEGGRLPLTLQGARDPLP--ITYRTPVPSAQIKSAVLLAGLS 188 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
           A G     +I+   S  + E+   +++ FG     E   +  R     GQ         V 
Sbjct: 189 APG--VTTVIEAEASRDHTEL---MLQHFGATLVTEPEGAHGRKISLTGQPELRGARVVV 243 
 
Query: 251 EGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
             D SSA++  +A   + G  + +    T  L+        L  MG  +  +ET    TG 
Sbjct: 244 PADPSSAAFPMVAALLVPGSDIVLTEVMTNPLR--TGLITTLREMGGAIEESETR-DDTG 300 
 
Query: 310 PPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
            P   F  +   L+ ++V   + P   D  + LAV A FA+G T +R +   RVKE++R+ 
Sbjct: 301 EPMAQFRIRGSRLRGVEVPPERAPSMIDEYLVLAVAAAFAEGTTVMRGLHELRVKESDRL 360 
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Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAM-AFSLAACAEVPV 420 
            A    L   G  VE   D  I+    K +V     + T+ DHR+AM A  +   A+ PV 
Sbjct: 361 EATADMLRVNGVKVEIVGDDLIVE--GKGHVPGGGLVATHMDHRIAMSALVMGLAADRPV 418 
 
Query: 421 TIRDPGCTRKTFPDYFDVL 439 
            + D      +FPD+  ++ 
Sbjct: 419 KVDDTAFIATSFPDFVPMM 437 
 
 
>ref|ZP_01752691.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           SK209-2-6] 
 gb|EBA18244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Roseobacter sp. 
           SK209-2-6] 
          Length = 441 
 
 Score = 96.3 bits (238), Expect = 8e-18,   Method: Compositional matrix adjust. 
 Identities = 123/435 (28%), Positives = 201/435 (46%), Gaps = 32/435 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G  ++PG KS+S+R L+L A++ G T +  LL  +DV     A++  G  V        
Sbjct: 9   LTGVAEVPGDKSISHRSLILGAMAVGETKITGLLEGDDVLDTAKAMQAFGAEVVNHGGGS 68 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G  +R +   +  +  + T+  D    +  RP 
Sbjct: 69  WSVHGVGVGGF-----AEPDQVIDCGNSGTGVRLIMGCMATSPISVTFTGDA--SLNGRP 121 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   GA      G   P   V     +P   V+    + S+Q  SA+L+A    
Sbjct: 122 MARVTDPLALFGAKSVGRSGGRLPMTIVGAAAPVP---VRYEVPVPSAQVKSAVLLAGLN 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+K  +  + E   R++  FG +    D+ + R     GQ    P+   V  
Sbjct: 179 APG--KTVVIEKEATRDHSE---RMLAGFGAEISAEDTEEGRVITLTGQPELKPQVIAVP 233 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V G G    +  + +   L+ MGA +T+ E      G  
Sbjct: 234 RDPSSAAFPVCAALITPGSDVLVPGIGLNPTRAGLFY--TLQDMGADLTF-ENMREEGGE 290 
 
Query: 311 PREPFGRKH---LKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           P      K+   +K I+V   +   M D    L+VVA FA G T +  V   RVKE++R+ 
Sbjct: 291 PVADLRAKYSPNMKGIEVPPERAASMIDEYPVLSVVASFATGKTMMAGVKELRVKESDRI 350 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAI-DTYDDHRMAMAFS-LAACAEVPV 420 
            A+   L   G  V+EG D+  +    PE +   A  +++ DHR+AM+F  +   A+  V 
Sbjct: 351 DAMARGLRANGVMVDEGDDWWSVEGMGPEGVPGGATCESFLDHRIAMSFMVMGMGAQASV 410 
 
Query: 421 TIRDPGCTRKTFPDY 435 
           T+ D      +FP + 
Sbjct: 411 TVDDGNPITTSFPVF 425 
 
 
>ref|ZP_05427835.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium 
           saphenum ATCC 49989] 
 gb|EEU03502.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase [Eubacterium 
           saphenum ATCC 49989] 
          Length = 425 
 
 Score = 96.3 bits (238), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 79/361 (21%), Positives = 165/361 (45%), Gaps = 27/361 (7%) 
 
Query: 90  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 149 
           + +  Q+F G +   +R L     A      ++L     + +RPI  L+  L   GA    
Sbjct: 66  SSDNKQVFTGESASTLRMLLPIALAMNKPCKFILSK--SLSKRPIKFLLDILTDAGATCT 123 
 
Query: 150 CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 209 
                +   + ++  G +  G   L  ++SSQ++S  L A  L     E+ + +K      
Sbjct: 124 TSFDEN-DRLNIDVTGKINPGTYTLDTAVSSQHISGFLFALSLLYKPCELIVNEKYSDKS 182 
 
Query: 210 YVEMTLRLMERFGVKAEHSDSWDRFYIK--GGQKYKSPKN---AYVEGDASSASYFLAGA 264 
           Y+ +TL ++++FG++ +     DR+ I   G Q Y SP     +  E D S+ + +L    
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Sbjct: 183 YINITLNVIKQFGIRYDMEKFQDRYVINIDGRQTYTSPTYNILSIAEPDFSNLTPWLIAR 242 
 
Query: 265 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 324 
           AI    +T+    ++S Q D   + +++++ A  T     + +     EP+          
Sbjct: 243 AIGSYKLTLPDLPSSSPQPD---SIIMKIINAYDTMNREKIRLNSSEEEPYT-------- 291 
 
Query: 325 VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 384 
           ++++K  D+   L V+A F++  T   ++   ++KE++R+ +++  L K+        +  
Sbjct: 292 IDISKSLDLFPPLCVLAAFSNTKTLFTNIDKLKIKESDRVKSMQDILAKINIDTSISKNT 351 
 
Query: 385 CIIT-PPEKLN------VTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFPDYF 436 
            +I   PE ++      +  +++Y DHR+AMA  + +C    P+ +      +K++P +  
Sbjct: 352 LLINGNPESVSCRSPKGIIHLNSYGDHRIAMAAIILSCRLNTPIHLCGADALKKSYPSFL 411 
 
Query: 437 D 437 
           + 
Sbjct: 412 E 412 
 
 
>emb|CBI81616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella 
           schoenbuchensis R1] 
          Length = 442 
 
 Score = 96.3 bits (238), Expect = 9e-18,   Method: Compositional matrix adjust. 
 Identities = 117/451 (25%), Positives = 203/451 (45%), Gaps = 41/451 (9%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           Q    +SGT+K+PG KS+S+R L+L  L+ G T +  LL S+D+     A++ +G  +   
Sbjct: 10  QKSTNLSGTIKIPGDKSISHRSLILGGLANGETHIHGLLESDDILQTAAAMQAMGAHIR- 68 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
            K     V+ G G    ++    +  L   N+G + R +   V++     T+  D    + 
Sbjct: 69  -KENNLWVIRGTGNGCLLQ---AQTSLNFKNSGTSARLIMGMVSSYHMKTTFTGDS--SL 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-------SSQY 182 
            +RP+  ++  L  +G  V+  +  D  P+ + G         K++  I       S+Q  
Sbjct: 123 SKRPMKRILDPLCLMGVSVEK-MCDDHLPLTLYG--------PKMASPIYYRVPMASAQV 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQ 240 
            SA+L+A     G     +I+ +++  + E   ++++ FG  ++ E      RF    GQ 
Sbjct: 174 KSAILLAGLNTPGIT--TVIEPILTRDHTE---KMLKAFGAELEIETDKKGTRFIHLNGQ 228 
 
Query: 241 KYKSPKNAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            + + +   V GD SSA++  +A   +    + +E     + +  +   + L  MGAK+  
Sbjct: 229 PHLTGQIIDVPGDPSSAAFPLIAALLVEDSDIIIENVLINNSR--IGLIQTLWEMGAKID 286 
 
Query: 300 WTETSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                 T      +   R   LK + V   + P   D    LAV A FA+G T +  +   
Sbjct: 287 LLNQRQTGGEDVADLRVRSSILKGVTVPKERAPSMIDEYPALAVAAAFAEGKTTMLGIEE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSL 412 
            RVKE++R+ AI   L       EEG D+ I+      + L    + TY DHR+AM F + 
Sbjct: 347 LRVKESDRLSAIAQGLKINNVDCEEGVDFLIVHGQNSTKSLGGGCVTTYLDHRIAMCFLV 406 
 
Query: 413 AACA-EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
              A E PVT+ D      +FP++  ++    
Sbjct: 407 FGLASEKPVTVDDTRMIATSFPEFIPLMHQL 437 
 
 
>ref|ZP_06488790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. musacearum NCPPB4381] 
          Length = 285 
 
 Score = 96.3 bits (238), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 87/286 (30%), Positives = 141/286 (49%), Gaps = 21/286 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G++ +PG KS+S+R ++ AAL++G + +D  L  ED          LG+ +E   A++ 
Sbjct: 16  LQGSLAIPGDKSVSHRAVMFAALADGVSQIDGFLEGEDTRSTAAIFAKLGVRIETPSASQ 75 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
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           R V  VG  G  P  ++     L  GNAG  MR L   + A   ++  VL G   + +RP 
Sbjct: 76  RIVHGVGVDGLQPPTES-----LDCGNAGTGMRLLAGLLAAQRFDS--VLVGDESLSKRP 128 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   L Q+GA +D       PP+RV+G+  L G    +S   S+Q  SA+L+A   A 
Sbjct: 129 MRRVTGPLAQMGARIDT-QDDGTPPLRVHGVQALHGIDF-VSPVASAQVKSAVLLAGLYA 186 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +         P  + T R++  FGV  + S    R  ++GGQ+ ++   A V  D 
Sbjct: 187 QGETSVTEPH-----PTRDYTERMLSAFGVDIDFSPGKAR--LRGGQRLRATDIA-VPAD 238 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            SSA++F+  A+I  G+ V +   G    +        L +MGA + 
Sbjct: 239 FSSAAFFIVAASIVPGSEVVLRAVGLNPRR--TGLLAALRLMGADI 282 
 
 
>ref|ZP_05079193.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium Y4I] 
 gb|EDZ47172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium Y4I] 
          Length = 448 
 
 Score = 96.3 bits (238), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 123/439 (28%), Positives = 199/439 (45%), Gaps = 40/439 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G  ++PG KS+S+R L+L ALS G T +  LL  EDV     A++  G  V        
Sbjct: 18  LKGVAEVPGDKSISHRSLILGALSVGETKISGLLEGEDVLDTAKAMQAFGAEVVNHGGGN 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG      A+ +  +  GN+G   R +   +  +   AT+  D    + +RP 
Sbjct: 78  WSVFGVGVGGF-----AEPDNVIDCGNSGTGARLIMGVMATSPITATFTGDA--SLNKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPL 192 
           +  +   L   G       G   P   +     +P   V+    + S+Q  SA+L A    
Sbjct: 131 MARVTDPLALFGTQSVGRSGGRLPMTIIGAADPVP---VRYEVPVPSAQVKSAVLFAGLN 187 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNAYVE 251 
           A G  +  +I+K  +  + E   R++  FG +    D+ + R     G+    P+   V  
Sbjct: 188 APG--KTVVIEKEATRDHTE---RMLAGFGAEITTEDTDEGRVITLTGRPELKPQVIAVP 242 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ +  A IT G+ V V   G    +  + +   L+ MGA +T+ E      G  
Sbjct: 243 RDPSSAAFPVCAALITPGSDVLVPNIGLNPTRAGLYY--TLQDMGADLTF-ENMREEGGE 299 
 
Query: 311 P----REPFGRKHLKAIDVNMNK---MPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           P    R  F    +K I+V   +   M D    L+VVA FA+G T +  V   RVKE++R 
Sbjct: 300 PVADLRAKF-SPDMKGIEVPPERAASMIDEYPVLSVVASFAEGKTMMAGVKELRVKESDR 358 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI------DTYDDHRMAMAFS-LAACA 416 
           + A+   L   G +VEEG D+  +T    L +  +      +++ DHR+AM+F  +   A 
Sbjct: 359 IDAMARGLRANGVTVEEGEDWWEVT---GLGIDGVPGGGTCESFLDHRIAMSFMVMGMGA 415 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
           +  V++ D      +FP + 
Sbjct: 416 QNAVSVDDGSPIATSFPIF 434 
 
 
>ref|YP_001944126.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium limicola 
           DSM 245] 
 sp|B3EGN4.1|AROA_CHLL2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD91147.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium limicola 
           DSM 245] 
          Length = 434 
 
 Score = 96.3 bits (238), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 114/446 (25%), Positives = 196/446 (43%), Gaps = 48/446 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV---EADKAAK--- 74 
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           LP  KS+S+R  L+ +LSEG T + N     D    LG L   G+ V   E D A      
Sbjct: 11  LPPDKSISHRAALIGSLSEGVTEITNFSAGFDNQSTLGVLHDAGIEVSQHEIDGAYGRRI 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R V++   G +       E  L   N+G  MR     + A    +  V D    + +RP+ 
Sbjct: 71  RKVIISSRGLWSF--TAPEKPLMCNNSGSTMRMFAGILAAQPFESELVGDS--SLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+Q+GA VD        PVR+ G   L   + +L   + S  + +L+  A L   
Sbjct: 127 KRVADPLRQMGAGVD-LSPAGTAPVRIRGTRDLTPLEYRL--PVPSAQVKSLVTFAALH- 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
            D E  II+ + S  + E+ L      G++       +R  +  G+K    ++ Y+  D  
Sbjct: 183 ADGETRIIESIRSRNHTELML------GLETIDRPDGERVIVIPGRKTIVARSFYIPADP 236 
 
Query: 255 SSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           S+A + +A G   +   + +        +  V+F  +L   GA +T  E S  + G   E 
Sbjct: 237 SAACFIVALGLLGSNSEIIIRDVCLNPTR--VEFIPLLTGAGADIT-IENSRIIGG---E 290 
 
Query: 314 PFG------RKHLKAIDVN--------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
             G       + LK + ++        ++++P     L+V++ F+ G   + +    R K 
Sbjct: 291 TIGDILVRSTRTLKPLVISNPTVVAGVIDELP----MLSVLSAFSSGEFELHNAEELRTK 346 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPD--YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           E++R+ AI   L +LG   E+ PD    I      +    +  +DDHR+AM+F++AA A  
Sbjct: 347 ESDRINAIVVNLERLGFDCEQYPDGFRVIGRRCRPVGQVTVACFDDHRIAMSFAVAARAT 406 
 
Query: 418 VP-VTIRDPGCTRKTFPDYFDVLSTF 442 
              + + D      +FP++F+++    
Sbjct: 407 GEGIALSDSDVVGVSFPNFFEIIENL 432 
 
 
>ref|ZP_07819631.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Porphyromonas asaccharolytica PR426713P-I] 
 gb|EFR35415.1| putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Porphyromonas asaccharolytica PR426713P-I] 
          Length = 434 
 
 Score = 95.9 bits (237), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 122/451 (27%), Positives = 187/451 (41%), Gaps = 77/451 (17%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           ++ LP SKSL NR+ ++A L+                     +    L  + D     AV 
Sbjct: 6   SITLPPSKSLYNRLFVMARLAH--------------------MPIPSLWHQLDLCEDLAV 45 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           ++   G         E ++ +G +G AMR LTA           ++  V RM ERP+  L 
Sbjct: 46  MLHASG-------SSEERISVGASGTAMRLLTALFALTTERKVLLVSPVRRMTERPLAQL 98 
 
Query: 138 VVGLKQLGAD---------VDCFLGTDCPPVRVNGIG--GLPGGKVKLSGSISSQYLSAL 186 
           +  L QLGAD         V+      C  +R   +   GLP   +  SG  SSQ ++AL 
Sbjct: 99  IALLTQLGADLSQPASQEPVNALYPLVC--IRPMSLQQKGLPTLTLP-SGLESSQTVTAL 155 
 
Query: 187 LMAAPLALGDVEIEIID-KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+ AP     + +   D +L S  Y+++T  LM+  G++     S DR  I     Y +P 
Sbjct: 156 LLIAPYLPHGLALRWQDNQLPSASYIQLTCSLMQACGIEL----SVDRHGI-----YVAP 206 
 
Query: 246 KNAYVE-----------GDASSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLE 292 
             AY E           GD SSA Y L  A +T  +  + +      SLQ D   A  LE 
Sbjct: 207 -GAYCEATLTRLLSNPIGDWSSAQYPLQWALMTPRSCKILLTNVPAQSLQPD---ARALE 262 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTA 349 
           ++     W  T         E F +KHL+ +    ++++  PD A TL  + L+       
Sbjct: 263 LLQISPEWLSTGSDTLCLDSE-FLQKHLRELTFGSLSLSNNPDFAPTLIALLLYYQKKAQ 321 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASV----EEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           +  +   R+KE++R+  I     +LG  +    E G       P        I T  DHR 
Sbjct: 322 LHGLDLLRLKESDRIALILRNGEQLGYQLTYDTESGFGLAGSAPSSVHTPVPIATDADHR 381 
 
Query: 406 MAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
           M MA++  A     + I  P    K++P ++ 
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Sbjct: 382 MVMAWAPFAWYHQ-LEIETPQAVDKSYPTFW 411 
 
 
>ref|YP_001608574.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella tribocorum 
           CIP 105476] 
 sp|A9ILL7.1|AROA_BART1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAK00579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella tribocorum 
           CIP 105476] 
          Length = 442 
 
 Score = 95.9 bits (237), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 114/444 (25%), Positives = 199/444 (44%), Gaps = 49/444 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++PG KS+S+R L+L  L+ G T +  LL S DV     A++ +G  +   K    
Sbjct: 15  LSGKIRIPGDKSISHRSLILGGLANGETYIHGLLESADVLNTASAMQAMGACI--IKKDD 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G    +   K    L  GNAG   R +   V       T++ D    + +RP+ 
Sbjct: 73  FWIIRGTGNGCLLAAQKP---LDFGNAGTGARLVMGMVGPYHMKTTFIGDA--SLSKRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----------PVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G ++  L+ +G +++   G   P          P+R +         V ++   SSQ  S 
Sbjct: 128 GRILDPLRLMGVEIEATHGDHLPLTLYGPKMANPIRYH---------VPIA---SSQVKS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKY 242 
           A+L+A     G     +I+ +++  + E   ++++ FG  ++ E      R     G  + 
Sbjct: 176 AILLAGLNTAGIT--TVIEPVLTRDHTE---KMLKAFGATLEIERDKEGARLIHLYGHPH 230 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            + +  ++ GD SSA++ +  A +   + +T+E     + +  +   E L  MGA + +  
Sbjct: 231 LTGQTIHIPGDPSSAAFLIIAALLVEDSDITIENVLINNSR--IGLIETLWEMGAHIEFL 288 
 
Query: 302 ETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
               T  G        K   LK + V   + P   D    LAV A FA+G T +  +    
Sbjct: 289 NQRQT-GGEDVADLRIKSSVLKGVTVPKERAPSMIDEYPALAVAAAFAEGKTVMLGIEEL 347 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAF-SL 412 
           RVKE++R+ A+   L       EEG D+ ++      + L    + T+ DHR+AM F +  
Sbjct: 348 RVKESDRLSAVAQGLKINCVDCEEGQDFLVVYGKGSAKGLGGGYVSTHLDHRIAMCFLTF 407 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYF 436 
              +E PVTI D      +FP++  
Sbjct: 408 GLVSEKPVTIDDQRMIATSFPEFI 431 
 
 
>ref|YP_002971141.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella grahamii 
           as4aup] 
 gb|ACS50464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella grahamii 
           as4aup] 
          Length = 442 
 
 Score = 95.9 bits (237), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 116/445 (26%), Positives = 202/445 (45%), Gaps = 51/445 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           +SG +K+PG KS+S+R L+L  L+ G T +  LL S DV     A++ +G  +  + D   
Sbjct: 15  LSGKIKIPGDKSISHRSLILGGLASGETHIYGLLESADVLNTAAAMQAMGACIIKKDDFW 74 
 
Query: 73  AKRAVVVGC--GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             R    GC    + P++          GNAG   R +   V       T++ D    +  
Sbjct: 75  TIRGTGNGCLLAAQKPLD---------FGNAGTGARLVMGMVGPYHMKTTFIGDA--SLS 123 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-------SSQYL 183 
           +RP+G ++  L+ +G +++     D  P+ + G         K++  I       SSQ   
Sbjct: 124 KRPMGRILDPLRLMGVEIEA-THNDHLPLTLYG--------PKMANPIRYRVPIASSQIK 174 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQK 241 
           SA+L+A     G     +I+ +++  + E   ++++ FG  ++ E  +   R     GQ  
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Sbjct: 175 SAVLLAGLNTAGIT--TVIEPVLTRDHTE---KMLKAFGAQLEIEKDNEGARLIHLNGQP 229 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           + + +  ++ GD SSA++ +  A +   + +T+E     + +  +   E L  MGA++ + 
Sbjct: 230 HLTGQTIHIPGDPSSAAFLIIAALLVEDSDITIENVLINNSR--IGLIETLWEMGAQIEF 287 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
                T  G        K   L+ + V   + P   D    LAV A FA+G T +  +   
Sbjct: 288 LNRRQT-GGEDVADLRIKSSVLRGVTVPKERAPSMIDEYPALAVAAAFAEGKTVMLGIEE 346 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAF-S 411 
            RVKE++R+ A+   L       EEG D+ I+      + L    + T+ DHR+AM F   
Sbjct: 347 LRVKESDRLSAVAQGLEINCVDCEEGQDFLIVYGKGSAKGLGGGHVSTHLDHRIAMCFLV 406 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYF 436 
               +E PVTI D      +FP++  
Sbjct: 407 FGLVSEKPVTIDDKRMIATSFPEFI 431 
 
 
>ref|ZP_08106814.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium symbiosum 
           WAL-14673] 
 gb|EGB19276.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium symbiosum 
           WAL-14673] 
          Length = 426 
 
 Score = 95.9 bits (237), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 118/448 (26%), Positives = 195/448 (43%), Gaps = 45/448 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + +SG + +PG KS+S+R ++  ++++G T V   L   D    +     +G+ +E     
Sbjct: 7   RRLSGELTIPGDKSISHRSIMFGSIAQGLTEVRGFLQGADCLSTISCFTKMGIPIEN--- 63 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            K   V+  G       A +E+ L  GN+G   R +   + A   + T  L G   +  R 
Sbjct: 64  -KGETVLIHGRGLRGLTAPKEI-LDCGNSGTTTRLICGILAAQDFDVT--LTGDESICRR 119 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNG--IGGLPGGKVKLSGSISSQYLSALLMAA 190 
           P+  ++  L  +GA +      DC P+ + G  I G+       S   S+Q  SA+L+A  
Sbjct: 120 PMKRIMEPLSMMGAKIRSIHCNDCAPLAITGCRIHGIH----YQSPVASAQVKSAVLLAG 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
             A G  E  + +  IS  + E+   ++  FG  ++ E++ +  R           P NA 
Sbjct: 176 LYAEG--ETRVTESYISRNHSEL---MLSAFGADIRTENTTAVLR-----------PGNA 219 
 
Query: 249 Y------VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                  V GD SSA++F+A A I     V +   G    +  +    V   M   ++   
Sbjct: 220 LKGLCITVPGDISSAAFFIAAALIVPNSEVLIRNVGINPTRDGI--LHVCRQMNGNISIL 277 
 
Query: 302 ETSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
                   P  +   R   L+   +  + +P   D    LA +A +A G T IRD A  + 
Sbjct: 278 NRKNESGEPTADLLVRSSALQGTVIEGSIIPTLIDELPMLAAMACYAKGTTVIRDAAELK 337 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
           VKE+ R+  +   L  +GA V E  D  II     L+   ID+  DHR+AM F++ A  A 
Sbjct: 338 VKESNRITVMAENLRAMGADVTETEDGMIIHGGRPLHGAVIDSKKDHRIAMTFAVTALAA 397 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           E    I D  C   ++P ++  L+   + 
Sbjct: 398 EGETEILDADCVNISYPGFYSDLARLKR 425 
 
 
>dbj|BAJ56431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           F30] 
          Length = 429 
 
 Score = 95.9 bits (237), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 112/435 (25%), Positives = 195/435 (44%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
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Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA++   LG +        I G P         I+S Q  S  +++A  A G    +   
Sbjct: 122 FGANI---LGREDNHFAPLVILGSPLKACDYESPIASAQVKSTFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ESELSRNHTEIMLK---SLGANIQNQDGV--LMISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYVIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI+++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI-----ITPPEKL----NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D +CI     IT  ++     N   I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFCIEGLEDITQLKQRLSQKNPPLIQSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_02617066.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           Bf] 
 ref|YP_002862363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           Ba4 str. 657] 
 gb|EDT86381.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           Bf] 
 gb|ACQ54506.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           Ba4 str. 657] 
          Length = 442 
 
 Score = 95.5 bits (236), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 109/453 (24%), Positives = 211/453 (46%), Gaps = 51/453 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ +L +G   V N   + D    + +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGSLPKGEYKVYNFPKNLDCMATVDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++  G    ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGVLSGIGAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  PV+     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--QDNKLPVKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLME-RFGVKAEHSDSWDRFYIKGG---QKYK-SPK 246 
           ++ G  +  I++   +  + E  L+ ++    +K  +S + ++   K     +K K + K 
Sbjct: 179 MSKG--KTTIVENKPTRDHTERMLKYLDASINIKNIYSKNKEKSIFKKEITIEKSKLNSK 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTETS 304 
           + YV GD SSA++ ++ A +  G+     C    L  +G +++  VL  MGA +   E   
Sbjct: 237 DIYVPGDISSAAFLISAALLIQGSNL---CIKNVLLNEGRIEYINVLRNMGANIE-IEKG 292 
 
Query: 305 VTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVASW 356 
             + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V    
Sbjct: 293 KLLNG---EPVGNIYVKESYLKGITVEKHITPNIIDEIPVLSVIAAFSEGKTIFKSVEEL 349 
 
Query: 357 RVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
           + KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+A+ 
Sbjct: 350 KFKESDRVEAIIENLKRADVKAIYKNGNLIIEGNKSYIDKSLE------IESFKDHRIAL 403 
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Query: 409 AFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           AF + +      T I+D  CT  +FP+   + + 
Sbjct: 404 AFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|YP_001644318.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           weihenstephanensis KBAB4] 
 gb|ABY42690.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           weihenstephanensis KBAB4] 
          Length = 367 
 
 Score = 95.5 bits (236), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 90/326 (27%), Positives = 153/326 (46%), Gaps = 34/326 (10%) 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK----LSGSISSQYLSAL 186 
           +RP+  +   L ++ A +D        P+ + G      GKVK     S   S+Q  SA+ 
Sbjct: 62  KRPMKRVTDPLSKMNAQIDGRENGQYTPLSIRG------GKVKGMHYHSPVASAQVKSAV 115 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L+A     G+    + + + S  + E   R++  FG   + +       ++GGQ+ K    
Sbjct: 116 LLAG--LQGEGITTVTEPMQSRDHTE---RMLRAFGCTVDVNGRT--VSLQGGQQLKGA- 167 
 
Query: 247 NAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V GD SSA++FL AGA +    + +E  G    +  V   EVL  MGA ++       
Sbjct: 168 DIEVPGDISSAAFFLVAGAIVPNSKLVLENVGLNPTRTGV--LEVLTKMGALISIDH--- 222 
 
Query: 306 TVTGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWR 357 
            +     EP G        LK I++    +P +   + V+AL A   +G T I++    + 
Sbjct: 223 -IRNEEFEPCGDITIETSKLKGIEIGGTLIPRLIDEIPVIALLATQAEGITVIKNAEELK 281 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-A 416 
           VKET R+  +  EL KLGA +E  PD  II   + L    ++++ DHR+ M  ++A+C   
Sbjct: 282 VKETNRIDTVVDELGKLGAKIEATPDGMIIYGKQSLKGNTVNSHGDHRIGMMLAIASCII 341 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +  V I +      ++P++F+ L+   
Sbjct: 342 DGEVKIENSDAVAVSYPEFFEQLAAL 367 
 
 
>ref|YP_004106440.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris DX-1] 
 gb|ADU41707.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris DX-1] 
          Length = 445 
 
 Score = 95.5 bits (236), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 130/441 (29%), Positives = 196/441 (44%), Gaps = 37/441 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT ++PG KS+S+R L+L AL+ G T +  LL  EDV     A+R LG  VE     + 
Sbjct: 18  LRGTARVPGDKSISHRALILGALAVGETRISGLLEGEDVLNTAKAMRALGAKVERTGDCE 77 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG  G      A  E  L  GN+G   R    AV  AG       DG   +R RP 
Sbjct: 78  WRVHGVGVAGF-----ATPEGPLDFGNSGTGCRLAMGAV--AGSPVLATFDGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +V  L+ +GA V         P+ + G    P   +  +   S+Q  SA+L+A   A 
Sbjct: 131 MRRIVDPLELMGAKVVSSSDGGRLPLTLQGARD-PLPILYRTPVPSAQIKSAVLLAGLSA 189 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G     +I+   S  + E+   +++ FG  V  E   +  R     GQ         V  
Sbjct: 190 PGIT--TVIEAEASRDHTEL---MLQHFGATVVTEPEGAHGRKISLTGQPELRGAPVVVP 244 
 
Query: 252 GDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++  +A   + G  + +    T  L+        L  MGA +  ++    V G  
Sbjct: 245 ADPSSAAFPMVAALVVPGSDIELTDVMTNPLR--TGLIATLREMGASIEDSD----VRGD 298 
 
Query: 311 PREPFGR-----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             EP  R       LK ++V   + P   D  + LAV A FA+G T +R +   RVKE++ 
Sbjct: 299 AGEPMARFRVRGSKLKGVEVPPERAPSMIDEYLVLAVAAAFAEGTTVMRGLHELRVKESD 358 
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Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAM-AFSLAACAEV 418 
           R+ A    L   G +VE   D  I+    K +V     + T+ DHR+AM A ++   ++  
Sbjct: 359 RLEATAAMLRVNGVAVEIAGDDLIVE--GKGHVPGGGVVATHMDHRIAMSALAMGLASDK 416 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVL 439 
           PV + D      +FPD+  ++ 
Sbjct: 417 PVAVDDTAFIATSFPDFVPMM 437 
 
 
>ref|ZP_03368422.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
           subsp. enterica serovar Typhi str. E98-0664] 
          Length = 107 
 
 Score = 95.5 bits (236), Expect = 1e-17,   Method: Composition-based stats. 
 Identities = 54/104 (51%), Positives = 69/104 (66%), Gaps = 4/104 (3%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 155 
           +FLGNAG AMR L AA+    G    VL G PRM+ERPIG LV  L+Q GA++D     + 
Sbjct: 7   MFLGNAGTAMRPLAAALCL--GQNEIVLTGEPRMKERPIGHLVDSLRQGGANIDYLEQEN 64 
 
Query: 156 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            PP+R+   GG  GG +++ GS+SSQ+L+ALLM APLA  D  I 
Sbjct: 65  YPPLRLR--GGFIGGDIEVDGSVSSQFLTALLMTAPLAPEDTII 106 
 
 
>gb|ADI35116.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           v225d] 
          Length = 429 
 
 Score = 95.5 bits (236), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 113/441 (25%), Positives = 191/441 (43%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACDYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQDGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGNIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI++  N   + D    L+V  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIEQNIASLIDEIPALSVAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D +CI                 PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 EFEDGFCIEGLEDISQLKQRFSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEID 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C   +FP +  +L+ F K 
Sbjct: 403 NLECANISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_01045034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrobacter sp. 
           Nb-311A] 
 gb|EAQ37039.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Nitrobacter sp. 
           Nb-311A] 
          Length = 442 
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 Score = 95.5 bits (236), Expect = 1e-17,   Method: Compositional matrix adjust. 
 Identities = 135/447 (30%), Positives = 202/447 (45%), Gaps = 35/447 (7%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE--AD 70 
           + ++G V++PG KS+S+R L+L AL+ G T +  LL  EDV     A++ LG  VE  AD 
Sbjct: 9   QSLTGRVRVPGDKSISHRALILGALAVGETRISGLLEGEDVLNTAKAMQALGAKVERRAD 68 
 
Query: 71  KAAKRA-VVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                A  V G G G F    A  E  L  GN+G   R +  AV  AG       DG    
Sbjct: 69  DTGGIAWSVRGVGTGGF----ATPEAPLDFGNSGTGCRLVMGAV--AGCPIRAAFDGDGS 122 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +R RP+  ++  L+ +GA V         P+ + G    P   V  +   S+Q  SA+L+ 
Sbjct: 123 LRSRPMRRILDPLELMGARVISQSDGGRLPLTLEGARD-PLPIVYRTPVASAQIKSAVLL 181 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPK 246 
           A   A G     +I++  S  + E+ L+    FG  V +    +  R     GQ       
Sbjct: 182 AGLSAPG--VTTVIEREASRDHTELMLK---HFGADVISVADGAHGRKISLTGQPELHGA 236 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++ +  A IT G+ + +    T  L+        L  MGA +  +ET   
Sbjct: 237 AVTVPADPSSAAFPIVAALITEGSDIVLSDVMTNPLR--TGLFVTLREMGASIEESETRR 294 
 
Query: 306 TVTGPPREPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
               P  +   R   L+ I+V   + P   D  + LAV A FA+G T +R +   RVKE+ 
Sbjct: 295 DAGEPMAQLRVRASKLRGIEVPPERAPSMIDEYLVLAVAAAFAEGTTVMRGLHELRVKES 354 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           +R+ A    L   G +VE   D  I+      P   L    + T+ DHR+AM+  +  CA 
Sbjct: 355 DRLEAAAAMLRAGGVAVEIAGDDLIVEGRGHVPGGGL----VTTHMDHRIAMSALVMGCA 410 
 
Query: 417 -EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            + PV + D      +FPD+  ++    
Sbjct: 411 SDAPVKVDDIAFIATSFPDFVPMMQRL 437 
 
 
>gb|ADU41323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           35A] 
          Length = 429 
 
 Score = 95.1 bits (235), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 112/441 (25%), Positives = 192/441 (43%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACDYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQDGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 SCAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI+++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKTLGIECE 349 
 
Query: 380 EGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D +CI                 PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 EFEDGFCIEGLEDISQLKQRFSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEID 402 
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Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C   +FP +  +L+ F K 
Sbjct: 403 NLECANISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_07026530.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Afipia sp. 1NLS2] 
 gb|EFI53672.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Afipia sp. 1NLS2] 
          Length = 443 
 
 Score = 95.1 bits (235), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 131/440 (29%), Positives = 194/440 (44%), Gaps = 37/440 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V++PG KS+S+R L+L AL+ G T +  LL  EDV     A+  LG  VE       
Sbjct: 18  LTGKVRVPGDKSISHRALILGALAVGETKITGLLEGEDVLNTAKAMAALGAKVERTGEGA 77 
 
Query: 75  RAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            +V  VG GG F   D      L  GN+G   R    AV  +   AT+  DG   +R RP 
Sbjct: 78  WSVHGVGVGG-FKAPDGP----LDFGNSGTGCRLAMGAVAGSPIAATF--DGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ +GA V    G   P         +P      +   S+Q  SA+L+A   A 
Sbjct: 131 MRRILDPLELMGAVVSGGDGKRLPLTLTGARDPIP--MAYRTPVASAQIKSAVLLAGLSA 188 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            G     +++   S  + E+ L+   +FG  +  E      R     GQ      N  V  
Sbjct: 189 PG--VTTVMETEASRDHTELMLK---QFGAEISVEKEGEHGRRITLTGQPELHGANVAVP 243 
 
Query: 252 GDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            D SSA++ L  A I   + +T+    T  L+        L  MGA +   E+ V   G  
Sbjct: 244 ADPSSAAFPLVAALIVPDSDLTLTDVMTNPLR--TGLFTTLREMGASI--EESDVRDAGE 299 
 
Query: 311 PREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           P      +   L+ + V   + P   D  + LAV A FA+G T +R +   RVKE++R+  
Sbjct: 300 PMANLRVRASKLRGVTVPPERAPSMIDEYLVLAVAAAFAEGTTRMRGLQELRVKESDRLE 359 
 
Query: 366 AIRTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVP 419 
           A    L   G  VE   D  I+      P   L    + T+ DHR+AM+  +  CA E P 
Sbjct: 360 ATADMLRVNGVKVEISGDDLIVHGEGFVPGGGL----VKTHMDHRIAMSALVMGCASEAP 415 
 
Query: 420 VTIRDPGCTRKTFPDYFDVL 439 
           V + D      +FPD+  ++ 
Sbjct: 416 VKVDDTAFIATSFPDFIPMM 435 
 
 
>ref|YP_001416018.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthobacter 
           autotrophicus Py2] 
 gb|ABS66361.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthobacter 
           autotrophicus Py2] 
          Length = 456 
 
 Score = 94.7 bits (234), Expect = 2e-17,   Method: Compositional matrix adjust. 
 Identities = 129/456 (28%), Positives = 200/456 (43%), Gaps = 67/456 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V++PG KS+S+R L+    +EG T +  LL  EDV     A   LG  V      + 
Sbjct: 29  LTGRVRVPGDKSVSHRALIFGLFAEGITRITGLLEGEDVLNTAKACAALGARV-----TR 83 
 
Query: 75  RAVVVGCGGKFPVEDAKEE------VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
           R       G++ VE A  +        L  GN+G  +R +  AV  AG + T   DG    
Sbjct: 84  RGP-----GEWEVEGAGADGLSSPAAPLDFGNSGTGVRLMMGAV--AGQDVTATFDGDAS 136 
 
Query: 129 MRERPIGDLVVGLKQLGAD-VDCFLGTDCPPVRVNGIGGLPGGKVKLSGS---------- 177 
           +R RP+  ++  L  +G + VD   G   P              + L GS           
Sbjct: 137 LRRRPMKRVLDPLTAMGVEIVDSAEGGRLP--------------LTLKGSDRTKAITYET 182 
 
Query: 178 --ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAE-HSDSWD 232 
              S+Q  SA+L+A   A G  E  +I++  +  + E   R++  FG  V+ E H      
Sbjct: 183 PMPSAQVKSAVLLAGLGAAG--ETVVIEREATRDHTE---RMLAHFGADVRVEPHGAHGR 237 
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Query: 233 RFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEV 290 
           R  +KG      +P +  V  D SSA++ L  A I  G+ VT+       L+         
Sbjct: 238 RIALKGRPTLVAAPVD--VPADPSSAAFPLVAALIVPGSDVTLTDVMMNPLR--TGLITT 293 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFAD 345 
           L  MGA +       T  G        +H  LK ++V   + P   D    LAV A FA+ 
Sbjct: 294 LLEMGASIEVVAER-TEGGERVADLRVRHSRLKGVEVPPERAPAMIDEYPILAVAAAFAE 352 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDH 404 
           G TA+R ++  RVKE++R+ A+   L   G + E   D  ++T    +     + T+ DH 
Sbjct: 353 GVTAMRGLSELRVKESDRLAAVADGLAACGVAHEVVGDDLLVTGATTVKGGGPVATHMDH 412 
 
Query: 405 RMAMAF-SLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           R+AM+F  L   +E  V++ D      +FP +  ++ 
Sbjct: 413 RIAMSFLVLGLASEQGVSVDDVAFIATSFPTFMPMM 448 
 
 
>ref|ZP_01617762.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [marine gamma proteobacterium HTCC2143] 
 gb|EAW30355.1| 3-phosphoshikimate 1-carboxyvinyltransferase prephenate 
           dehydrogenase [marine gamma proteobacterium HTCC2143] 
          Length = 409 
 
 Score = 94.4 bits (233), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 106/420 (25%), Positives = 188/420 (44%), Gaps = 37/420 (8%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV-VGCGG-KFPVEDA 90 
           +  A++EG T V   L  ED    L A R +G+ ++  +  +  +  VG  G K P     
Sbjct: 1   MFGAVAEGVTHVKGFLEGEDALATLSAFRAMGVKIDGPREGELTIHGVGLNGLKQP---- 56 
 
Query: 91  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 150 
              + L LGN+G AMR +   +  AG N    L+G   + +RP+G +   L+ +G D++  
Sbjct: 57  --SLPLDLGNSGTAMRLMAGLM--AGQNFPVTLEGDESLSKRPMGRIAEPLRLMGVDIET 112 
 
Query: 151 FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 210 
             G   PP+R+NG G + G    +  + S+Q  S +L+A   A G+            P  
Sbjct: 113 EKGGR-PPLRINGTGTVNGIHYDMPMA-SAQVKSCVLLAGLYAKGETS-----TTEPAPT 165 
 
Query: 211 VEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 268 
            + T R+++ FG  ++ E + +  +     G    +  +  V  D SSA++F+  A I   
Sbjct: 166 RDHTERMLKGFGYPIRVEGATATVQ-----GLGRLTAMDIDVPADISSAAFFMVAATIAS 220 
 
Query: 269 GT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH--LKAIDV 325 
            + + +   G    +  +    +L+ MGA +T       V G P      +   L  I + 
Sbjct: 221 NSDIMLNHVGMNPTR--IGVINILQQMGADITINNER-DVGGEPVADIRVRSSLLHGIHI 277 
 
Query: 326 NMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 382 
             +++P   D    L + A  A G T +      R KE++R+  +   L  LG  ++    
Sbjct: 278 PEDQVPLAIDEFPVLFIAACCAKGTTTLTGAEELRAKESDRIQVMVDGLRSLGVDIKGTD 337 
 
Query: 383 DYCIITPPEKLNVTA---IDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDV 438 
           D  +I       V +   + ++ DHR+AM+F++AA  A   + I        +FP++ ++ 
Sbjct: 338 DGAVIVGNTSEGVFSGGRVSSHHDHRIAMSFAVAALRATGAIFIEGSDTVATSFPNFVEL 397 
 
 
>ref|YP_003471659.1| 5-Enolpyruvylshikimate-3-phosphate synthase AroF [Staphylococcus 
           lugdunensis HKU09-01] 
 ref|ZP_07911123.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           lugdunensis M23590] 
 gb|ADC87532.1| 5-Enolpyruvylshikimate-3-phosphate synthase AroF [Staphylococcus 
           lugdunensis HKU09-01] 
 gb|EFU84903.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           lugdunensis M23590] 
          Length = 431 
 
 Score = 94.4 bits (233), Expect = 3e-17,   Method: Compositional matrix adjust. 
 Identities = 104/437 (23%), Positives = 193/437 (44%), Gaps = 36/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + +PG KS+++R ++LA+L+ G T +   L  ED    L   + LG+ +        
Sbjct: 11  LKGEITVPGDKSMTHRAIMLASLASGKTAIYQPLLGEDCLRTLNIFKLLGVDI---TIKD 67 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             V +   G     + K   Q L+ GN+G   R L   ++  G  +  VL G   + +RP 
Sbjct: 68  DNVYIDSPG---YRNFKTPHQVLYTGNSGTTTRLLAGLLSGVGIQS--VLSGDISIGKRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  ++  L+ + A++   +  +  P+ +   G + G + ++  + S+Q  SA+L+A+  A 
Sbjct: 123 MDRILKPLQLMQANISS-VDNNYTPLIIQP-GNIHGIRYEMEVA-SAQVKSAILLASLFA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             +    +I+K +S  + E    + + F +     D       K   ++   ++  V GD 
Sbjct: 180 --NDSTTVIEKELSRNHTE---TMFKHFNIPIT-IDGKSITVPKNAIQHIKARDFTVPGD 233 
 
Query: 254 ASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A IT G+ +T+   G    +  +   ++   MGA +     +         
Sbjct: 234 ISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIALKMGAHIELLNQTQEA----- 286 
 
Query: 313 EPFGRKH------LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKETER 363 
           EP    H      LK I ++   +P     L ++AL    A G + I+D    +VKET R 
Sbjct: 287 EPTASIHVQYTPNLKPIHIDGELVPKSIDELPIIALLCTQATGTSIIKDATELKVKETNR 346 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           +      L  LG  ++   D  II P        +D+  DHR+ M  ++ +  +  P+ I 
Sbjct: 347 IDTTADMLGLLGFDIQPTADGLIIHPSSLTRAAVVDSLSDHRIGMMLAIGSLLSSEPLEI 406 
 
Query: 423 RDPGCTRKTFPDYFDVL 439 
           +       +FP +   L 
Sbjct: 407 KQFDAVNVSFPGFLSKL 423 
 
 
>gb|ADU81873.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           Gambia94/24] 
          Length = 429 
 
 Score = 94.0 bits (232), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 113/444 (25%), Positives = 190/444 (42%), Gaps = 55/444 (12%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRTVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P +  KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPKTIKEPSKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNSRPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG          I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGRKDNHFAPLAIVGSPLKACDYESPIASAQVKSAFILSALQAQGTSVYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSASY 259 
           +  +S  + E+ L+     G   ++ D   +         + P  A+   +  D SSA + 
Sbjct: 177 ESELSRNHTEIMLK---SLGANIQNQDGVLKI-----SPLEKPLEAFDFTIANDPSSAFF 228 
 
Query: 260 FLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           F    AIT  + + ++       +  ++  EVL+ MGA + +   S  +            
Sbjct: 229 FALACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGASIEYAIKSKDLEIIGDIYIEHA 286 
 
Query: 319 HLKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
            LKAI +N N   + D    L++  LFA G + +R+    R KE++R+ A+ +    LG  
Sbjct: 287 PLKAIAINQNTASLIDEIPALSIAMLFAKGKSMVRNAKDLRAKESDRIKAVVSNFKALGI 346 
 
Query: 377 SVEEGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
             EE  D                +  I PP       I +++DHR+AM+F++   A +P+ 
Sbjct: 347 ECEEFEDGFYIEGLEDISQLKQHFSKIKPP------LIKSFNDHRIAMSFAVLTLA-LPL 399 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            I +  C   +FP +   L+ F K 
Sbjct: 400 EIDNLECANISFPTFQLWLNLFKK 423 
 
 
>ref|YP_458387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Erythrobacter 
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           litoralis HTCC2594] 
 gb|ABC63590.1| 5-enolpyruvylshikimate-3-phosphate synthase [Erythrobacter 
           litoralis HTCC2594] 
          Length = 463 
 
 Score = 94.0 bits (232), Expect = 4e-17,   Method: Compositional matrix adjust. 
 Identities = 130/455 (28%), Positives = 207/455 (45%), Gaps = 44/455 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV------- 67 
           ++G +++PG KS+S+R ++L AL+ G T V  LL  EDV     A+R +G  V        
Sbjct: 28  LTGRIRVPGDKSISHRSIMLGALAIGETRVTGLLEGEDVMATAAAMRAMGAQVLRQAQDG 87 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
            AD A  R   VG GG       +    L +GN+G + R L   V + G  AT++ D    
Sbjct: 88  RAD-AEWRVHGVGVGGLL-----QPRTALDMGNSGTSTRLLMGLVASHGITATFIGDA-- 139 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSAL 186 
            +  RP+  +   L ++GA      G    P+ + G+   P   ++    + S+Q  SA+ 
Sbjct: 140 SLSGRPMSRVTEPLGRMGAQFHGASGGTL-PITMEGL--CPAVPIEYRLPVASAQVKSAV 196 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSD---SWDRFYIKGGQK 241 
           ++AA    G     I   +  +P  + + R+++ FG  V+ E  D     +R     G+  
Sbjct: 197 MLAALNTPG-----ITTVIEPVPTRDHSERMLKGFGADVEIEEVDGATGRERAIRVRGEA 251 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
              P+   V GD SSA++F+  A +  G+ + +E  G    +      EVL  MG  +   
Sbjct: 252 DLQPQIIEVPGDPSSAAFFVVAALLVEGSDLVIENVGLNPTR--AGLFEVLRQMGGHIEE 309 
 
Query: 301 TETSVTVTGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
             T   V G P      +H  L  I+V+    P   D    L V A  A+G T    +   
Sbjct: 310 MNTR-EVGGEPVADLRVRHSALTGIEVDPAIAPSMIDEFPVLFVAASLAEGTTTTSGLEE 368 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII-----TPPEKLNVTAIDTYDDHRMAMAF 410 
            RVKE++R+ A+   LT  GA++EE  D  +I      P      +A  T  DHR+AM+  
Sbjct: 369 LRVKESDRLAAMAAALTGAGATIEEREDGLVIHGTGGAPLRGSANSATQTLLDHRIAMSM 428 
 
Query: 411 SLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVK 444 
           ++A  A    V + D      +FP++  +L   V+ 
Sbjct: 429 AVAGLASRDGVEVDDTRPIATSFPNFMALLGGAVR 463 
 
 
>ref|ZP_06622944.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Turicibacter 
           sanguinis PC909] 
 gb|EFF62765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Turicibacter 
           sanguinis PC909] 
          Length = 422 
 
 Score = 94.0 bits (232), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 109/442 (24%), Positives = 200/442 (45%), Gaps = 34/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G KS+++R ++L++L+ G TV+ N L   D    L   +  G++ +    A  
Sbjct: 3   LSGELQVAGDKSITHRAIILSSLATGQTVIHNPLLGADCLSTLEIFKQFGVTYQL--TAN 60 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           + ++   G   F   ++     L  GN+G   R L   ++A     T V D    + +RP 
Sbjct: 61  QLIIDSPGVDGFTYSNSI----LDAGNSGTTARLLMGVLSALPTTLTLVGDA--SLSKRP 114 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   LKQ+GA ++        P  + G   L G + +L  + S+Q  SA+++AA  A 
Sbjct: 115 MKRVTSPLKQMGACIE-LTHDQTLPATIKG-QSLNGIEYELPVA-SAQVKSAIMLAAMFA 171 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+ +I        +P  + T ++ E F +     +      + G Q  K+P   +V  D 
Sbjct: 172 SGETKIH-----EPVPTRDHTEKMFEDFQIVYNKENRV--ITLSGPQMPKTPGQVFVPAD 224 
 
Query: 254 ASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A  + G  + ++  G    +  +   +VL  MG ++T         G  R 
Sbjct: 225 ISSAAFFMVAALMVEGSDLILKNVGLNETRCGI--VDVLLQMGGRLTIQNER--YFGGER 280 
 
Query: 313 EPFGR----KHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMV 365 
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               R    K LK I +    +P +   + ++AL A    G T I+D    +VKET R+  
Sbjct: 281 VADIRVQYTKDLKGIIIEGEMIPRLIDEIPIIALLATKAMGQTIIKDAEELKVKETNRID 340 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
               EL  +GA++    D  +I     L+     + ++ DHR+AM   +A+   +  + I 
Sbjct: 341 VTVGELKAIGANLFSTEDGMVINGDINLSYHPALVSSHGDHRIAMMLYVASLLMKNELEI 400 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +      ++PD+   +   +K 
Sbjct: 401 EEMQAMNISYPDFLVHMQKVLK 422 
 
 
>dbj|BAJ55592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           F16] 
          Length = 429 
 
 Score = 94.0 bits (232), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 112/441 (25%), Positives = 192/441 (43%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMRRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACGYESPIASAQVKSAFILSALQAQGSSAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ESELSRNHTEIMLK---SLGANIQNQDGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MG  + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGTSIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI+++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIDQNIASLIDEIPALSIAMLFAKGTSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D +CI                 PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 EFEDGFCIEGLEDISQLKQRLSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEID 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  CT  +FP +  +L+ F K 
Sbjct: 403 NLECTNISFPQFKRLLNLFKK 423 
 
 
>gb|EES51981.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Leptospirillum 
           ferrodiazotrophum] 
          Length = 446 
 
 Score = 93.6 bits (231), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 123/445 (27%), Positives = 202/445 (45%), Gaps = 47/445 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G+V  PG KS+S+R ++L + + G T +   L+S D    L A   L + V   + +    
Sbjct: 25  GSVTPPGDKSISHRAVMLGSAARGRTEIRGFLDSADCRGTLEAF--LAMGVHLRRLSPHH 82 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +++   G    E+  E   +   GN+G A+R +   ++   G    VL G   +R RP+  
Sbjct: 83  LILESPG---AENLSEPSNVLDFGNSGTAVRLMAGLLSGIPG--FRVLTGDDSLRGRPMK 137 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
            +   L ++GA +D   G    P+ + G  G     +  +   S+Q  SA+L+A   A   
Sbjct: 138 RVADPLSRMGARIDGRDGGSRLPLSIRG--GPLSPILYENVHRSAQVKSAVLLAGLSASS 195 
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Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
              +     +  +P  + T RL+  FG   ++ EH     R  +  G    S     V G 
Sbjct: 196 PSTV-----VEEVPTRDHTERLLPAFGGRVLREEH-----RVTVWPGTL--SGTLVSVPG 243 
 
Query: 253 DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           D SSA++FLA A +T G ++ +   G    +      E+L +MG ++    T         
Sbjct: 244 DISSAAFFLALALLTPGSSLILRNVGLNPTR--TALLEILRLMGGRIDIERTPEEEGS-- 299 
 
Query: 312 REPFGRKH-----LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            EP G  H     L  + V ++ +P   D    L+V+A FA G T IR  A  RVKE++R 
Sbjct: 300 -EPAGTLHPSFSSLTGVQVPLSLIPGAIDEIPILSVLAAFAHGRTEIRGAAELRVKESDR 358 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIIT---PPEKLNVTAIDTYDDHRMAMAFSLAACAEVP- 419 
           +  +   L  +G +VEE PD   I    P   L   +ID+  DHR+AM+ ++ A   +P  
Sbjct: 359 IAGMVAALRAVGVAVEEFPDGLAIEGEGPDRALAGASIDSLHDHRIAMSMAVLAT-RLPR 417 
 
Query: 420 ---VTIRDPGCTRKTFPDYFDVLST 441 
              + I        +FP + D+ ++ 
Sbjct: 418 GEFLEIAGTDFVETSFPGFPDLFNS 442 
 
 
>ref|YP_779383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisA53] 
 sp|Q07UI1.1|AROA_RHOP5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABJ04403.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisA53] 
          Length = 445 
 
 Score = 93.6 bits (231), Expect = 5e-17,   Method: Compositional matrix adjust. 
 Identities = 130/438 (29%), Positives = 201/438 (45%), Gaps = 31/438 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           + G V++PG KS+S+R L+L ALS G T +  LL  EDV     A++ LG  VE   + A 
Sbjct: 18  LQGRVRVPGDKSISHRALILGALSVGETTITGLLEGEDVLNTAKAMQALGAKVERTGEFA 77 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      A+ +  L  GN+G   R +  AV      AT+  DG   +R RP 
Sbjct: 78  WRVNGVGVGGF-----AQPDAALDFGNSGTGCRLVMGAVAGCPIAATF--DGDASLRSRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSI-SSQYLSALLMAAP 191 
           +  +V  L+ +GA V         P+ + G    LP   ++    + S+Q  SA+L+A   
Sbjct: 131 MKRIVDPLQLMGASVIASAEGGKLPLTLQGAKNPLP---IEYRTPVASAQIKSAVLLAGL 187 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAY 249 
            A G     +I++  S  + E+   +++ FG +  +       R     GQ          
Sbjct: 188 SAPG--VTTVIEQEASRDHTEL---MLQHFGAQIVSVPEGVHGRKISLTGQPELRGAPVV 242 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V  D SSA++ +  A I  G+ + +    T  L+  + FA + E MGA +  +E       
Sbjct: 243 VPADPSSAAFPMVAALIVPGSDLVLTDVMTNPLRTGL-FATLRE-MGASIEESELR-DDA 299 
 
Query: 309 GPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
           G P   F  +   LK + V   + P   D  + LAV A FA+G T +R +   RVKE++R 
Sbjct: 300 GEPMATFRVRASKLKGVTVPPERAPSMIDEYLVLAVAAAFAEGTTRMRGLQELRVKESDR 359 
 
Query: 364 MVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFSLAACAEVPVT 421 
           + A    L   G  V  EG D  +           + T+ DHR+AM A  +   ++ PV  
Sbjct: 360 LEATAAMLRVNGVDVAIEGDDLIVEGRGHVPGGGLVATHMDHRIAMSALVMGLASDQPVQ 419 
 
Query: 422 IRDPGCTRKTFPDYFDVL 439 
           + D      +FPD+  ++ 
Sbjct: 420 VDDTAFIATSFPDFIPMM 437 
 
 
>ref|ZP_08053835.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter suis 
           HS1] 
 gb|EFX42704.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter suis 
           HS1] 
          Length = 416 
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 Score = 93.6 bits (231), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 114/435 (26%), Positives = 204/435 (46%), Gaps = 51/435 (11%) 
 
Query: 27  LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 86 
           +S+R+LL A  +     V +LL  +D    L  +R LGL V+  K A   + +    +F  
Sbjct: 1   MSHRVLLCALFTNKPCFVQDLLMGQDCLSTLSIVRALGLRVQ--KEAPNILKLTPPKQFL 58 
 
Query: 87  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVLDGVPRMRERPIGDLVVGLKQLG 145 
             +  ++V L   N+G  MR L+  ++++      Y+L G   + ERP+G +VV LKQ+G 
Sbjct: 59  RFNEPKKV-LHCHNSGTTMRLLSGLLSSSTTQQNHYILIGDVSLSERPMGRVVVPLKQMG 117 
 
Query: 146 ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 205 
           A +         P+ +  +     G   +S   S+Q  SALL+A   A     +   +   
Sbjct: 118 AQIRGRAHNTLAPLSI--VSTPLQGINYVSPLASAQLKSALLLATLQAKSASTLS--EPS 173 
 
Query: 206 ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF-LAGA 264 
           +S  + E+ L+ +      A    +    +++   K     + ++  D SSA YF LA   
Sbjct: 174 LSRNHTELMLQTL-----GANLKMNKQTIFLEPLDKPLESFSWHIPNDPSSAFYFALAVM 228 
 
Query: 265 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR---KH-- 319 
            +    V ++       +  ++  +VLE MGA++++T T         E  G    KH   
Sbjct: 229 LVPQSAVLLKRVLLNPTR--IEAFKVLEKMGAQISYTPTEYMGA----EEVGDIYVKHAS 282 
 
Query: 320 LKAIDVNMN------KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
           LKAI++  N      ++P +A+ +AV    A G + +++    RVKE++R+  I   L K 
Sbjct: 283 LKAINLESNIAFLIDELPALAVAMAV----AKGVSVVKNAQELRVKESDRITTILANLKK 338 
 
Query: 374 LGASVEEGPDYCII------TPPEKLNVTAIDTYDDHRMAMAFSLA--ACAEVPVTIRDP 425 
           +G   +   D   I      +P E L     ++++DHR+A++F++A  AC      I++  
Sbjct: 339 MGIECQAFKDGFSIQGGTLKSPQEPL-----ESFNDHRIALSFAIALLACGG---EIKNT 390 
 
Query: 426 GCTRKTFPDYFDVLS 440 
            C   +FP + ++L+ 
Sbjct: 391 ECMAISFPKFEEILN 405 
 
 
>ref|YP_001398032.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. doylei 269.97] 
 gb|ABS43964.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. doylei 269.97] 
          Length = 423 
 
 Score = 93.6 bits (231), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 103/431 (23%), Positives = 186/431 (43%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++G     N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 12  IAADKSISHRFAIFSLLTQGENKARNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 69 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 70  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKFLNNRPMRRISKP 122 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 123 LTQIGARIYGRNEANLAPLCIEG-QNLKAFNYKSEIS-SAQVKTAMILSAFRA------- 173 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 174 --DNICTFSEISLSRNHSENMLKAMKAPMRVSNDGLNLEISPLKKPLKAQNIIIPNDPSS 231 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 232 AFYFALAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 289 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G + + +    RVKE++R+  +   L   
Sbjct: 290 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSNLVNAKELRVKESDRIAVMVENLKL 349 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
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            G   +E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 350 CGVEAKEFDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 406 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 407 FPNFIEILSNL 417 
 
 
>ref|ZP_06054530.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (epsp 
           synthase) (epsps) [alpha proteobacterium HIMB114] 
 gb|EEY74299.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (epsp 
           synthase) (epsps) [alpha proteobacterium HIMB114] 
          Length = 665 
 
 Score = 93.6 bits (231), Expect = 6e-17,   Method: Compositional matrix adjust. 
 Identities = 105/452 (23%), Positives = 200/452 (44%), Gaps = 46/452 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G V+L   KSLS R ++ A+++ G + +      ED    + A++ LG+ V  +K    
Sbjct: 17  IKGLVELSSDKSLSIRGVIFASIAYGISKIKIKSPGEDAETAIKAIKALGIKVIRNKDLY 76 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               +G G       +K  +++   N+G  +R LT  +  +  NA   + G   + +RP  
Sbjct: 77  TVYGLGIG-----YYSKRTLKISFNNSGTTLRLLTPLIAGSKVNAK--ITGDKSLSKRPY 129 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              +  LKQ   ++     +   P+++ G        VK+  S S+Q +SA  +A  ++  
Sbjct: 130 R--LEFLKQFLMNLKP-TNSQYLPIKIKGHENCIQSNVKIEKS-SAQMVSAATIAGMISY 185 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMER--FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           G+  IE  + +      + T R+++   + +K ++  S     ++G +  K  +N  +   
Sbjct: 186 GETIIEAPNNV-----RDHTTRVLKYLDYPIKVQNKKSKQIIKVQGRRFLKPLQNYNIPS 240 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS------- 304 
           D SS+++ +A A +T G+ + ++       +  + F ++L+ MGAK+ ++           
Sbjct: 241 DPSSSAFLIAIAILTKGSEIKIKNVCLNPYR--IGFIKILKKMGAKIIFSNKKSYFGEPV 298 
 
Query: 305 --VTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 359 
             +T +  P+       LK I +  N++    D    L +V LF    +   ++   + K 
Sbjct: 299 GDITASYSPK-------LKGITIKPNEVASIIDEIPILLIVTLFCKPKSIFNNLTELKFK 351 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL----NVTAIDTYD-DHRMAMA-FSLA 413 
           E++R+  +   L   GA+V    D  II           V  I  Y  DHR+ MA F LA 
Sbjct: 352 ESDRLRVMYENLILCGANVIRVKDNLIINGINNRFYSSEVPIIKNYSKDHRICMAFFCLA 411 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A +   + I D      +FP++   ++    N 
Sbjct: 412 AVSRKKIQINDFDSVSVSFPNFLKTINDLKYN 443 
 
 
>dbj|BAJ57933.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           F32] 
          Length = 429 
 
 Score = 93.2 bits (230), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 113/435 (25%), Positives = 195/435 (44%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA V   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKV---LGREDNHFAPLVILGSPLKACDYESPIASAQIKSAFILSALQAQGSSTYK-- 176 
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Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SS  +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQDGV--LTISPLEKPLEAFDFTIANDPSSVFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI+++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI-----ITP-PEKLNVTA---IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D +CI     IT   ++L+      I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFCIEGLEDITQLKQRLSQKKPPLIQSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_06159238.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Slackia exigua ATCC 
           700122] 
 gb|EEZ61946.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Slackia exigua ATCC 
           700122] 
          Length = 439 
 
 Score = 93.2 bits (230), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 125/462 (27%), Positives = 209/462 (45%), Gaps = 45/462 (9%) 
 
Query: 4   AEEIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           +E +V++P+ K + G++++PG KS+S+R +LL+A++EGT+ +  +L+S+DV   +  ++  
Sbjct: 2   SESVVIRPLEKPLRGSIRVPGDKSISHRAVLLSAMAEGTSQIRGVLDSDDVRSSIRVVQQ 61 
 
Query: 63  LGLSVEAD---KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           LG  V        +    + G G K P   ++ +  L  GN+G   R L   +   G  A 
Sbjct: 62  LGAQVNLQIMPDGSLEGAITGWGAKGP---SQPDGPLDCGNSGTTARLLMGILAPWGIEA 118 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 177 
              L G   +  RP+  ++  L ++GA    F   D    P+   G G L    +      
Sbjct: 119 E--LTGDESLARRPMQRVMTPLSRMGAR---FSPQDAQTLPITERGTGRL--DPITYESP 171 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           ++S  L   ++ A L+  D E  +I+   S  + E+   ++  FG  AE + +     +K 
Sbjct: 172 VASAQLKTAVLLAGLS-ADGETRVIEPAPSRNHTEL---MLPAFG--AETTAATRVASVK 225 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           G    ++  +  V GD SSA++ L  AA+  G  + VEG      +  + F   LE MG  
Sbjct: 226 GPVTLRA-TDVVVPGDPSSAAFLLCAAALCPGSAIQVEGVSLNPAR--IGFLRTLEHMG- 281 
 
Query: 297 KVTWTETSVTVTGPPREPFGR------KHLKAIDVNMNKMP---DVAMTLAVVALFADGP 347 
            V  +  S    G  +E  G         L   +V   K+    D    LA+VA  A G  
Sbjct: 282 -VNASRRSDGAKG--KELSGILSVEYCDRLHGCEVPAEKIATVIDEVPILALVAAHAKGV 338 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASV-EEGPDYCIITPPEKLNVTA---IDTYDD 403 
           T  R     RVKET+R  A+   L  +G     +G D  I   P   + +A    D   D 
Sbjct: 339 TVFRGADELRVKETDRAAAVIEGLALMGIDAWMDGSDLFIEGDP-MFSTSAGLRFDAKGD 397 
 
Query: 404 HRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           HR+AM +++A  C   P+ I+       ++P + D +    + 
Sbjct: 398 HRLAMTWAVAGLCGANPIEIQGFDAVSVSYPGFLDDIRMLAR 439 
 
 
>sp|A7H3F2.2|AROA_CAMJD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 428 
 
 Score = 93.2 bits (230), Expect = 7e-17,   Method: Compositional matrix adjust. 
 Identities = 103/431 (23%), Positives = 186/431 (43%), Gaps = 34/431 (7%) 
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Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++G     N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQGENKARNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKFLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QNLKAFNYKSEIS-SAQVKTAMILSAFRA------- 178 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 179 --DNICTFSEISLSRNHSENMLKAMKAPMRVSNDGLNLEISPLKKPLKAQNIIIPNDPSS 236 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 237 AFYFALAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 294 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G + + +    RVKE++R+  +   L   
Sbjct: 295 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSNLVNAKELRVKESDRIAVMVENLKL 354 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G   +E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 355 CGVEAKEFDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 411 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 412 FPNFIEILSNL 422 
 
 
>ref|YP_002266615.1| 3-phosphoshikimate 1-carboxyvinyl transferase [Helicobacter pylori 
           G27] 
 sp|B5Z850.1|AROA_HELPG RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACI27749.1| 3-phosphoshikimate 1-carboxyvinyl transferase [Helicobacter pylori 
           G27] 
          Length = 429 
 
 Score = 93.2 bits (230), Expect = 8e-17,   Method: Compositional matrix adjust. 
 Identities = 110/435 (25%), Positives = 193/435 (44%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTAIKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACDYESPIASAQVKSAFILSALQAQGISAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+      + A+  +      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK-----SLGADIQNQNGVLMISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGPPREPFGRKH 319 
             AIT  + + ++       +  ++  EVL+ MGA + +   S  + + G           
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGASIEYAIQSKDLEIIGDIYIEHAPLK 289 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
             +ID N+  + D    L++  LFA G + +++    R KE++R+ A+ + L  LG   E 
Sbjct: 290 AISIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNLKALGIECE 349 
 
Query: 380 EGPDYCII-----TPPEKLNVTA-----IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D   I       P K +++      I +++DHR+AM+F++   A +P+ I +  C   
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Sbjct: 350 EFEDGFYIEGLEDISPLKQHLSQKKPPLIQSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNQFKK 423 
 
 
>ref|YP_003928924.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           SJM180] 
 gb|ADO02607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           SJM180] 
          Length = 429 
 
 Score = 93.2 bits (230), Expect = 8e-17,   Method: Compositional matrix adjust. 
 Identities = 111/444 (25%), Positives = 191/444 (43%), Gaps = 55/444 (12%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  L+  
Sbjct: 65  -PPTAIKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLRA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGARI---LGRENNHFAPLVILGSPLKACHYESLIASAQVKSAFILSALQAQGTSAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSASY 259 
           +  +S  + E+ L+     G   ++ D   +         + P  A+   +  D SSA + 
Sbjct: 177 ESELSRNHTEIMLK---SLGANIQNQDGVLKI-----SPLEKPLEAFDFTIANDPSSAFF 228 
 
Query: 260 FLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           F    AIT  + + ++       +  ++  EVL+ MGA + +   S  +            
Sbjct: 229 FALACAITPKSHLLLKNVLLNPTR--IEAFEVLKKMGASIEYAIQSKDLEIIGDIYIEHA 286 
 
Query: 319 HLKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
            LKAI +N N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG  
Sbjct: 287 PLKAIAINQNTASLIDEIPALSIAMLFAKGKSMVKNAKDLRAKESDRIKAVVSNFKALGI 346 
 
Query: 377 SVEEGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
             EE  D                +  I PP       I +++DHR+AM+F++   A +P+ 
Sbjct: 347 ECEEFEDGFYVEGLEDISPLKQRFSRIKPP------LIQSFNDHRIAMSFAILTLA-LPL 399 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTFVK 444 
            I +  C   +FP +  +L+ F K 
Sbjct: 400 EIDNLECANISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_04797190.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis W23144] 
 gb|EES36193.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis W23144] 
          Length = 436 
 
 Score = 92.8 bits (229), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 101/437 (23%), Positives = 198/437 (45%), Gaps = 42/437 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L++G + +   L  ED    +   + LG+++E       
Sbjct: 16  LKGEIEVPGDKSMTHRAIMLASLAKGISTIYEPLLGEDCRRTMDIFKQLGVTIEEQD--- 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            ++++   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 73  NSIIINSPG-YQNFTTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 128 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  L ++ A++        P    P  + GI      +++++   S+Q  SA+L+A+ 
Sbjct: 129 DRVMKPLLKMNANISGIDNNYTPLIIKPSTIKGINY----QMEVA---SAQVKSAILLAS 181 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
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             +     +  ID  +S  + E    L   F +         +  +    ++  P++ +V 
Sbjct: 182 LFSKEATTLTEID--VSRNHTET---LFAHFNIPISIQGKTIQ-TLPYAIEHIQPRDFHV 235 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++F+  A IT G+ +T+   G    +  +   ++++ MG  +  +  S      
Sbjct: 236 PGDISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVKQMGGNIELSNVSKGA-- 291 
 
Query: 310 PPREPFGRKH------LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKE 360 
              EP    H      L A+ +  + +P     L V+AL    A     I+D    +VKE 
Sbjct: 292 ---EPTASIHVTYTPNLNAVTIKGDLVPRAIDELPVIALLCTQASNSCIIKDAEELKVKE 348 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           T R+      L  LG +++   D  II P E  +   +D+  DHR+ M  ++A+  +  P 
Sbjct: 349 TNRIDTTADMLNLLGFNLQPTHDGLIIHPSEFRSNATVDSQTDHRIGMMLAVASLLSSEP 408 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I        +FP +  
Sbjct: 409 LKIEQFDAVNVSFPGFL 425 
 
 
>ref|YP_003927283.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           PeCan4] 
 gb|ADO07233.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           PeCan4] 
          Length = 429 
 
 Score = 92.8 bits (229), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 111/441 (25%), Positives = 191/441 (43%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++   G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSTQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACDYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQDGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI+++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D +CI                 PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 ELEDGFCIEGLEDISQLKQRLSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEID 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C   +FP +  +L+ F K 
Sbjct: 403 NLECANISFPQFKRLLNLFKK 423 
 
 
>ref|YP_003728473.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           B8] 
 emb|CBI66009.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           B8] 
          Length = 429 
 
 Score = 92.8 bits (229), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 114/443 (25%), Positives = 194/443 (43%), Gaps = 53/443 (11%) 
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Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTAIKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 203 
            GA +         P+ + G   L     + S   S+Q  SA +++A  A G V +   + 
Sbjct: 122 FGAKILGREDNHFAPLVILG-SSLKACHYE-SPIASAQVKSAFILSALQAQG-VSVYKEN 178 
 
Query: 204 KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSASYF 260 
           +L S  + E+ L+     G   ++ D   +         + P  A+   +  D SSA +F 
Sbjct: 179 EL-SRNHTEIMLK---SLGADIQNQDGVLKI-----SPLEKPLEAFDFTIANDPSSAFFF 229 
 
Query: 261 LAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
               AIT  + + ++       +  ++  EVL+ MGA + +   S  +             
Sbjct: 230 ALACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGASIEYAIQSKDLEMIGDIYVEHAP 287 
 
Query: 320 LKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           LKAI +  N   + D    L+V  LFA G + +++    R KE++R+ A+ +    LG   
Sbjct: 288 LKAISIEQNIASLIDEIPALSVAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIE 347 
 
Query: 378 VEEGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
            EE  D                +  I PP       I +++DHR+AM+F++   A +P+  
Sbjct: 348 CEEFEDGFYIEGLEDISPLKQCFSRIKPP------LIKSFNDHRIAMSFAVLTLA-LPLE 400 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +  CT  +FP +  +L+ F K 
Sbjct: 401 IDNLECTNISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_06371976.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 414] 
 gb|EFC32822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 414] 
          Length = 428 
 
 Score = 92.8 bits (229), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 108/432 (25%), Positives = 190/432 (43%), Gaps = 36/432 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  ++     ++   V  
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIK-----QKGSCVN 71 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 72  ITP--PKEILSPNCVLDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +    G +  P+ + G   L     K   S S+Q  +A++++A     D     
Sbjct: 128 LAQIGARIYGRDGANLAPLCIEG-QNLKAFNYKSEIS-SAQVKTAMILSA--FRTDNVCT 183 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
             +  +S  + E  L+ M+      + SD+     I   +K    +N  +  D SSA YF 
Sbjct: 184 FSEVSLSRNHSENMLKAMK---APIKVSDNGLSLEISPLKKPLKAQNIVIPNDPSSAFYF 240 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR-- 317 
            LA   +    + ++       +  ++  ++L+ MGAK+      +T+T    E  G    
Sbjct: 241 ALAAIILPNSQIILKNILLNPTR--IEAYKILQKMGAKL-----EITITQNDFETIGEIK 293 
 
Query: 318 ---KHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                L AI+V  N+  + D A  LA+    A G + +++    RVKE++R+  +   L  
Sbjct: 294 VETSKLNAIEVKDNIAWLIDEAPALAIAFALAKGKSILKNAKELRVKESDRIAVVIENLK 353 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRK 430 
             G   +E  D   I     L  + I +Y DHR+AM+F++    C    V I D  C +  
Sbjct: 354 LCGIKAKELEDGFEIEGGGDLKSSKIKSYGDHRIAMSFAILGLLCG---VEIDDSDCIKT 410 
 
Query: 431 TFPDYFDVLSTF 442 
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           +FP++ ++LS   
Sbjct: 411 SFPNFIEILSNL 422 
 
 
>gb|ACB05442.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 63 
 
 Score = 92.8 bits (229), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 55/62 (88%), Positives = 59/62 (95%), Gaps = 1/62 (1%) 
 
Query: 73  AKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           AKRAVVVGCGG+FP+E DAKEEV+LFLGNAG AMR+LTAAV AAGGNATYVLDGVPRMRE 
Sbjct: 2   AKRAVVVGCGGRFPIEKDAKEEVKLFLGNAGTAMRALTAAVVAAGGNATYVLDGVPRMRE 61 
 
Query: 132 RP 133 
           RP 
Sbjct: 62  RP 63 
 
 
>dbj|BAJ60090.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           F57] 
          Length = 429 
 
 Score = 92.4 bits (228), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 113/442 (25%), Positives = 190/442 (42%), Gaps = 51/442 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLVILGSPLKACDYESPIASAQVKSAFILSALQAQGSSIYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ +      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANLQNQNGV--LIISPLEKPLESFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGTVTVEGCGTTSLQGDVKFA--EVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 320 
             AIT  +  +       L    +    E L+ MGA + +   S  +            L 
Sbjct: 232 ACAITPKSRLL---LKNVLLNPTRIGAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPL 288 
 
Query: 321 KAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 378 
           KAI+++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG    
Sbjct: 289 KAINIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGVEC 348 
 
Query: 379 EEGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           EE  D +CI                 PP       I +++DHR+AM+F++   A +P+ I 
Sbjct: 349 EEFEDGFCIEGLEDISQLKQRLSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEI 401 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +  CT  +FP +  +L+ F K 
Sbjct: 402 DNLECTNISFPQFKRLLNLFKK 423 
 
 
>gb|ACB05438.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
 gb|ACB05439.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 63 
 
 Score = 92.0 bits (227), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 56/63 (88%), Positives = 58/63 (92%), Gaps = 1/63 (1%) 
 
Query: 72  AAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            AKRAVVVGCGG+FPVE DAKEEV+LFLGNAG AMR LTAAV AAGGNATYVLDGVPRMR 
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Sbjct: 1   GAKRAVVVGCGGRFPVEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGGNATYVLDGVPRMR 60 
 
Query: 131 ERP 133 
           ERP 
Sbjct: 61  ERP 63 
 
 
>ref|NP_207199.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           26695] 
 sp|P56197.1|AROA_HELPY RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAD07470.1| 3-phosphoshikimate 1-carboxyvinyltransferase (aroA) [Helicobacter 
           pylori 26695] 
          Length = 429 
 
 Score = 92.0 bits (227), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 113/452 (25%), Positives = 192/452 (42%), Gaps = 71/452 (15%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G  MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTTIKEPNKILNCNNSGTTMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLVILGSPLKACHYESPIASAQVKSAFILSALQAQGASTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSASY 259 
           +  +S  + E+ L+     G    + D   +         + P  A+   +  D SSA + 
Sbjct: 177 ESELSRNHTEIMLK---SLGADIHNQDGVLKI-----SPLEKPLEAFDFTIANDPSSAFF 228 
 
Query: 260 FLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--------VTVTGP 310 
           F    AIT  + + ++       +  ++  EVL+ MGA + +   S        + V    
Sbjct: 229 FALACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGASIEYAIQSKDLEMIGDIYVEHA 286 
 
Query: 311 PREPFGRKHLKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           P        LKAI+++ N   + D    L++  LFA G + +++    R KE++R+ A+  
Sbjct: 287 P--------LKAINIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRAKESDRIKAVV 338 
 
Query: 369 TELTKLGASVEEGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           +    LG   EE  D                +  I PP       I +++DHR+AM+F++ 
Sbjct: 339 SNFKALGIECEEFEDGFYVEGLEDISPLKQRFSRIKPP------LIKSFNDHRIAMSFAV 392 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
              A +P+ I +  C   +FP +  +L+ F K 
Sbjct: 393 LTLA-LPLEIDNLECANISFPQFKHLLNQFKK 423 
 
 
>ref|ZP_05363634.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter showae 
           RM3277] 
 gb|EET79669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter showae 
           RM3277] 
          Length = 424 
 
 Score = 92.0 bits (227), Expect = 1e-16,   Method: Compositional matrix adjust. 
 Identities = 120/424 (28%), Positives = 189/424 (44%), Gaps = 38/424 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + LS+  + V N L +ED    L  ++ LG  +E +K  +  +      K 
Sbjct: 21  KSISHRCAIFSLLSDKPSRVKNYLKAEDTLNTLEIVKNLGAHIE-EKEGELIITPSANLK 79 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
            P       V L  GN+G AMR     + A+ G   +VL G   +  RP+  +   L  + 
Sbjct: 80  EP------SVVLECGNSGTAMRLFMGFLAASEG--FFVLSGDEFLNRRPMARVAKPLISV 131 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIID 203 
           GA +D   G D  P+    I G      K    I+S Q  SAL++A   + G    E+ + 
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Sbjct: 132 GAKIDGANGGDHAPL---AIRGKKLEYFKFDSKIASAQVKSALILAGLKSNG---CELSE 185 
 
Query: 204 KLISIPYVEMTLRLMER------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
             +S  + E  L+ M         GVK E  ++  +           P    V  D SSA 
Sbjct: 186 PELSRDHTERMLKGMGASLQILPCGVKVEPMNAPLK-----------PLEICVPNDPSSA 234 
 
Query: 258 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
            +F   AAI   +  V      + +  V+  ++L  MGA+VT+ ETS T            
Sbjct: 235 FFFAVAAAIIPNSHIVLKNMLLN-KTRVEAFKILAKMGAQVTFKETSGTYESIGEIEIKY 293 
 
Query: 318 KHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
             LKA+DV  N++ + D    LA+    A G +++R+    RVKE++R+  +   L K G 
Sbjct: 294 APLKAVDVSENISWLIDEVPALAIAFANAQGTSSVRNAKELRVKESDRIAIMVQGLRKCG 353 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
             VEE  D   +   E  N   ID+  DHR+AM+F++    +  + I        +FP++ 
Sbjct: 354 LEVEEFEDGFSVKGGEA-NCAIIDSNGDHRIAMSFAVLGL-KCGMVIEKSEFIATSFPNF 411 
 
Query: 436 FDVL 439 
             +L 
Sbjct: 412 SGIL 415 
 
 
>ref|YP_001129873.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Prosthecochloris 
           vibrioformis DSM 265] 
 sp|A4SD12.1|AROA_PROVI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABP36371.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium 
           phaeovibrioides DSM 265] 
          Length = 433 
 
 Score = 92.0 bits (227), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 109/444 (24%), Positives = 198/444 (44%), Gaps = 45/444 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK------ 74 
           LP  KS+S+R  L+ AL+EG T + N     D    LG L   G+ +  ++          
Sbjct: 11  LPPDKSISHRAALIGALAEGVTEITNFSGGFDNQSTLGVLGACGIPLTQEEVPGPWGGTI 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G +    +   ++    N+G  MR +   +      +  V DG   + +RP+ 
Sbjct: 71  RRVVIESKGLWSFRPSGAPLEC--NNSGSTMRMMAGILAGQPFGSELVGDG--SLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   L+ +GA V+    +   P+R+ G   L     +L    S+Q  S +  AA  A  
Sbjct: 127 QRVAGPLRDMGAGVE-LSESGTAPMRIAGTKELRPIVYRLPVP-SAQVKSLVAFAALHAE 184 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G  E  II+ ++S  + E+ L      G++A   D  +R  +  G++    +   V  D  
Sbjct: 185 G--ESRIIEPVLSRDHTELML------GLEASEVDG-ERVIVVPGRRRIEARPFLVPADP 235 
 
Query: 255 SSASYFLAGAAITGGT--VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP- 311 
           S+A + +A A +  G+  +  + C   +      F +++   G ++T  E   TV G    
Sbjct: 236 SAACFIVALALLAPGSEIMIRDVCLNPT---RAAFLDIMIAAGGQIT-IENRRTVGGEDI 291 
 
Query: 312 ----------REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                      EP        +   ++++P     LAV+++FA G   + +    R KE  
Sbjct: 292 GDILARGGGVLEPLSISDPGVVARVIDEIP----MLAVLSVFASGSFEVSNAGELRTKEC 347 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT--AIDTYDDHRMAMAFSLAACAE-V 418 
           +R+ A+   L +LG   EE PD   ++   +   +   ++ +DDHR+AM+F++AA A  + 
Sbjct: 348 DRLNALAVNLQRLGCLCEESPDGMRVSGGVRAQHSPVVVECFDDHRIAMSFAIAARATGM 407 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
            + + D      +FP++F +L +  
Sbjct: 408 DIELSDSAVVGVSFPNFFALLESL 431 
 
 
>ref|ZP_06373720.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 1336] 
 gb|EFC30749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
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           subsp. jejuni 1336] 
          Length = 428 
 
 Score = 92.0 bits (227), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 104/431 (24%), Positives = 186/431 (43%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEEKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QKLKAFNYKSEIS-SAQVKTAMILSAFRA------- 178 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 179 --DNICTFSEISLSRNHSENMLKAMKAPIRVSNDGLSLEISPLKKPLKAQNIIIPNDPSS 236 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 237 AFYFVLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 294 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G +++ +    RVKE++R+ A+   L   
Sbjct: 295 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRITAMVENLKL 354 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G    E  D   I    +L  + I +Y DHR+AM+F++    C    V I D  C + + 
Sbjct: 355 CGVEARELDDGFEIEGRCELKSSKIKSYGDHRIAMSFAILGLLCG---VEIDDSDCIKTS 411 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 412 FPNFIEILSNL 422 
 
 
>ref|ZP_05068167.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Octadecabacter 
           antarcticus 238] 
 gb|EDY93406.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Octadecabacter 
           antarcticus 238] 
          Length = 450 
 
 Score = 92.0 bits (227), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 119/437 (27%), Positives = 188/437 (43%), Gaps = 36/437 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G   +PG KS+S+R L+L AL+ G T +  LL  +DV     A+   G  V      + 
Sbjct: 18  LRGEAHVPGDKSISHRSLILGALAVGETKITGLLEGQDVLDTGRAMEAFGAQVINHGGGE 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            +V             + E  +  GN+G  +R +  A+     + T    G   +  RP+ 
Sbjct: 78  WSVHG----VGVGGFGEPENVIDCGNSGTGVRLIMGAMATC--DMTVTFTGDASLNGRPM 131 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK-----VKLSGSISSQYLSALLMA 189 
           G +   L   G       G   P   V       G K       +    S+Q  SA+L+A 
Sbjct: 132 GRVTDPLALFGTIAVGRAGGRLPMTVV-------GAKDPVPVRYVVPVPSAQVKSAVLLA 184 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPKNA 248 
              A G  E  +I+K  +  + E   R++  FG      D+ + R     GQ    P+   
Sbjct: 185 GLNAPG--ETVVIEKEATRDHTE---RMLVGFGADLTVEDTDEGRVITLVGQPELKPQTI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D SSA++ +  A +  G+ V V   G    +  + +   L+ MGA +T+        
Sbjct: 240 IVPRDPSSAAFPVCAALLAEGSDVLVPNIGLNPTRAGLFY--TLQDMGADLTFENMREEG 297 
 
Query: 308 TGPPREPFGR--KHLKAIDV---NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
             P  +   R   ++  I+V       M D    L+VV+ FA G T +R V   RVKE++ 
Sbjct: 298 GEPVADLRARYSPNMHGIEVPPARAASMIDEYPVLSVVSAFAKGQTVMRGVKELRVKESD 357 
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Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD---DHRMAMAFSLAACA-EV 418 
           R+ A+   L   G +V+EGPD+ I+T     NV    T +   DHR+AM+F +   A    
Sbjct: 358 RIDAMAKGLRAAGVTVDEGPDWWIVTGLGFGNVAGGITAESRLDHRIAMSFLVMGLATNA 417 
 
Query: 419 PVTIRDPGCTRKTFPDY 435 
           P+++ D G    +FP + 
Sbjct: 418 PMSVDDGGPIATSFPIF 434 
 
 
>gb|EFV89034.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis FRI909] 
          Length = 433 
 
 Score = 92.0 bits (227), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 101/437 (23%), Positives = 198/437 (45%), Gaps = 42/437 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L++G + +   L  ED    +   + LG+++E       
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAKGISTIYEPLLGEDCRRTMDIFKQLGVTIEEQ---D 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            ++++   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 70  NSIIINSPG-YQNFTTPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  L ++ A++        P    P  + GI      +++++   S+Q  SA+L+A+ 
Sbjct: 126 DRVMKPLLKMNANISGIDNNYTPLIIKPSTIKGI----NYQMEVA---SAQVKSAILLAS 178 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             +     +  ID  +S  + E    L   F +         +  +    ++  P++ +V 
Sbjct: 179 LFSKEATTLTEID--VSRNHTET---LFAHFNIPISIQGKTIQ-TLPYAIEHIQPRDFHV 232 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
            GD SSA++F+  A IT G+ +T+   G    +  +   ++++ MG  +  +  S      
Sbjct: 233 PGDISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVKQMGGNIELSNVSKGA-- 288 
 
Query: 310 PPREPFGRKH------LKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVKE 360 
              EP    H      L A+ +  + +P     L V+AL    A     I+D    +VKE 
Sbjct: 289 ---EPTASIHVTYTPNLNAVTIKGDLVPRAIDELPVIALLCTQASNSCIIKDAEELKVKE 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVP 419 
           T R+      L  LG +++   D  II P E  +   +D+  DHR+ M  ++A+  +  P 
Sbjct: 346 TNRIDTTADMLNLLGFNLQPTHDGLIIHPSEFGSNATVDSQTDHRIGMMLAVASLLSSEP 405 
 
Query: 420 VTIRDPGCTRKTFPDYF 436 
           + I        +FP +  
Sbjct: 406 LKIEQFDAVNVSFPGFL 422 
 
 
>ref|YP_001997916.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobaculum parvum 
           NCIB 8327] 
 sp|B3QQU6.1|AROA_CHLP8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACF10716.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobaculum parvum 
           NCIB 8327] 
          Length = 434 
 
 Score = 92.0 bits (227), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 115/445 (25%), Positives = 195/445 (43%), Gaps = 46/445 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK------ 74 
           LP  KS+S+R  ++ +L+EGTT + N     D    L  LR LG+SV  D+          
Sbjct: 11  LPPDKSISHRAAIIGSLAEGTTEITNFSGGFDNQSTLSVLRDLGISVRQDEVPAGDGRIV 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R VV+   G +   +  E   L   N+G  MR +   + A    +  V D    + +RP+ 
Sbjct: 71  RHVVIESNGLWSFREPSE--PLMCNNSGSTMRMMAGILAAQPFRSELVGDA--SLMKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
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             +   L+ +GAD+         PV +NG   L   +  L   + S  + +L+  A L   
Sbjct: 127 KRVADPLRMMGADI-SLSDAGTAPVVINGTKDLKTIEYLL--PVPSAQVKSLVALAALH- 182 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEG 252 
            D + +II+ + S  + E+ L L        E  D  D  R  I  G+K  + K   V   
Sbjct: 183 ADGQSKIIEPIRSRDHTELMLGL--------ETIDRPDGVREIIIDGRKPIAAKPFKVPA 234 
 
Query: 253 DASSASYFLAGAAI--TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D S+A + +A   +      V  + C   +    V + +VL+  GA +        V    
Sbjct: 235 DPSAACFMIALGLLGERSEIVLRDVCLNPT---RVAYIDVLQEAGAGLGIE----NVRSE 287 
 
Query: 311 PREPFGRKHLKAI-DVNMNKMPDVAMT---------LAVVALFADGPTAIRDVASWRVKE 360 
             EP G   +++   +   ++ D A+          LAV++ FA G   + +    R KE 
Sbjct: 288 GGEPVGDIVVRSCSSLAPLRISDHAVVAGVIDELPMLAVLSAFATGEFELHNATELRTKE 347 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAF-SLAACAE 417 
           ++R+ A+ + L +LG + E+ PD  ++   P        I+ +DDHR+AM+F   A  A  
Sbjct: 348 SDRIEAVVSNLERLGFACEQYPDGFVVKGRPTVNREEAVIECFDDHRIAMSFAIAAEAAG 407 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
             + + D      +FP++F ++ +  
Sbjct: 408 ASLRLSDREVAGVSFPNFFALIESL 432 
 
 
>gb|EGC91177.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Turicibacter sp. 
           HGF1] 
          Length = 422 
 
 Score = 91.7 bits (226), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 108/442 (24%), Positives = 200/442 (45%), Gaps = 34/442 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G KS+++R ++L++L+ G TV+ + L   D    L   +  G++ +    A  
Sbjct: 3   LSGELQVAGDKSITHRAIILSSLATGQTVIHDPLLGADCLSTLEIFKQFGVTYQL--TAN 60 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           + ++   G   F   ++     L  GN+G   R L   ++A     T V D    + +RP 
Sbjct: 61  QLIIDSPGVDGFTYSNSI----LDAGNSGTTARLLMGVLSALPTTLTLVGDA--SLSKRP 114 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +  +   LKQ+GA ++        P  + G   L G + +L  + S+Q  SA+++AA  A 
Sbjct: 115 MKRVTSPLKQMGACIE-LTHDQTLPATIKG-QSLNGIEYELPVA-SAQVKSAIMLAAMFA 171 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+ +I        +P  + T ++ E F +     +      + G Q  K+P   +V  D 
Sbjct: 172 SGETKIH-----EPVPTRDHTEKMFEDFQIVYNKENRV--ITLSGPQMPKTPGQVFVPAD 224 
 
Query: 254 ASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
            SSA++F+  A  + G  + ++  G    +  +   +VL  MG ++T         G  R 
Sbjct: 225 ISSAAFFMVAALMVEGSDLILKNVGLNETRCGI--VDVLLQMGGRLTIQNER--YFGGER 280 
 
Query: 313 EPFGR----KHLKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMV 365 
               R    K LK I +    +P +   + ++AL A    G T I+D    +VKET R+  
Sbjct: 281 VADIRVQYTKDLKGIIIEGEMIPRLIDEIPIIALLATKAMGQTIIKDAEELKVKETNRID 340 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
               EL  +GA++    D  +I     L+     + ++ DHR+AM   +A+   +  + I 
Sbjct: 341 VTVGELKAIGANLFSTEDGMVINGDINLSYHPALVSSHGDHRIAMMLYVASLLMKNELEI 400 
 
Query: 423 RDPGCTRKTFPDYFDVLSTFVK 444 
            +      ++PD+   +   +K 
Sbjct: 401 EEMQAMNISYPDFLVHMQKVLK 422 
 
 
>gb|ACB05437.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 63 
 
 Score = 91.7 bits (226), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 55/63 (87%), Positives = 58/63 (92%), Gaps = 1/63 (1%) 
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Query: 72  AAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            AKRAVVVGCGG+FP+E DAKEEV+LFLGNAG AMR LTAAV AAGGNATYVLDGVPRMR 
Sbjct: 1   GAKRAVVVGCGGRFPIEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGGNATYVLDGVPRMR 60 
 
Query: 131 ERP 133 
           ERP 
Sbjct: 61  ERP 63 
 
 
>gb|ACX99551.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           52] 
          Length = 429 
 
 Score = 91.7 bits (226), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 111/435 (25%), Positives = 190/435 (43%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA V   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKV---LGREDNHFAPLVILGSPLKACNYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ +      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQNGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  EVL+ MG  + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGVSIEYVIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI ++ N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AISIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPDYCIITPPEKL----------NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D   I   E +          N   I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFYIEGLEDITQLKQRLSQKNPPLIKSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNLFKK 423 
 
 
>gb|ADO05722.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           Sat464] 
          Length = 429 
 
 Score = 91.3 bits (225), Expect = 2e-16,   Method: Compositional matrix adjust. 
 Identities = 112/441 (25%), Positives = 190/441 (43%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACDYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ +      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQNGV--LTILPLEKPLEAFDFTIANDPSSAFFFAL 231 
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Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 SCAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI +  N   + D    L++  LFA G + +++    R KE++R+ AI +    LG   E 
Sbjct: 290 AISIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAIVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D +CI                 PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 EFEDGFCIEGLEDISQLKQRFSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEID 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C   +FP +  +L+ F K 
Sbjct: 403 NLECANISFPQFKRLLNLFKK 423 
 
 
>gb|ADU83434.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           Lithuania75] 
          Length = 429 
 
 Score = 91.3 bits (225), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 109/435 (25%), Positives = 190/435 (43%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   +V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCIVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTTLKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLVILGNPLKACDYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGADIQNQDGV--LMISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI++  N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AINIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPDYCIITPPEKLNVTA----------IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D   I   E ++             I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFYIEGLEDISQLKQRFSQKKPPLIKSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNQFKK 423 
 
 
>ref|YP_627732.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           HPAG1] 
 sp|Q1CSL4.1|AROA_HELPH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABF85058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           HPAG1] 
          Length = 429 
 
 Score = 91.3 bits (225), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 116/443 (26%), Positives = 193/443 (43%), Gaps = 53/443 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
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           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTAIKEPSKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G V +    
Sbjct: 122 FGARI---LGREDNHFAPLVIVGSPLKACNYESPIASAQVKSAFVLSALQAQG-VSVYKE 177 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           ++L S  + E+ L+     G K  + D      I   +K     +  +  D SSA +F   
Sbjct: 178 NEL-SRNHTEIMLK---SLGAKIHNQDGV--LMISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--------VTVTGPPRE 313 
             AIT  + + ++       +  ++  E L+ MGA + +   S        + V   P   
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYVIQSKDLEMIGDIYVEHAP-- 287 
 
Query: 314 PFGRKHLKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
                 LKAI +  N   + D    L++  LFA G + +++    RVKE++R+ A+ +   
Sbjct: 288 ------LKAISIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRVKESDRIKAVISNF 341 
 
Query: 372 TKLGASVEEGPDYCII-----TPPEKLNVTA-----IDTYDDHRMAMAFSLAACAEVPVT 421 
             LG   EE  D   I       P K   +      I +++DHR+AM+F++   A +P+  
Sbjct: 342 KALGIECEEFEDGFYIEGLEDISPLKQRFSQKKPPLIKSFNDHRIAMSFAILTLA-LPLE 400 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +  C   +FP +  +L+ F K 
Sbjct: 401 IDNLECANISFPQFKRLLNLFKK 423 
 
 
>ref|ZP_08054927.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter suis 
           HS5] 
 gb|EFX41538.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter suis 
           HS5] 
          Length = 416 
 
 Score = 91.3 bits (225), Expect = 3e-16,   Method: Compositional matrix adjust. 
 Identities = 113/440 (25%), Positives = 203/440 (46%), Gaps = 61/440 (13%) 
 
Query: 27  LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 86 
           +S+R+LL A  +     V +LL  +D    L  +R LGL V+  K A   + +    +F  
Sbjct: 1   MSHRVLLCALFTNKPCFVQDLLMGQDCLSTLSIVRALGLRVQ--KEAPNILKLTPPKQFL 58 
 
Query: 87  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT-YVLDGVPRMRERPIGDLVVGLKQLG 145 
             +  ++V L   N+G  MR L+  ++++      Y+L G   + ERP+G +VV LKQ+G 
Sbjct: 59  RFNEPKKV-LHCHNSGTTMRLLSGLLSSSTTQQNHYILIGDVSLSERPMGRVVVPLKQMG 117 
 
Query: 146 ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 205 
           A +         P+ +  +     G   +S   S+Q  SALL+A   A     +   +   
Sbjct: 118 AQIRGRAHNTLAPLSI--VSTPLQGINYVSPLASAQLKSALLLATLQAKSASTLS--EPS 173 
 
Query: 206 ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF-LAGA 264 
           +S  + E+ L+ +      A    +    +++   K     + ++  D SSA YF LA   
Sbjct: 174 LSRNHTELMLQTL-----GANLKMNKQTIFLEPLDKPLESFSWHIPNDPSSAFYFALAVM 228 
 
Query: 265 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR------- 317 
            +    V ++       +  ++  +VLE MGA++++T         P E  G         
Sbjct: 229 LVPQSAVLLKRVLLNPTR--IEAFKVLEKMGAQISYT---------PTEYMGAEEVGDIY 277 
 
Query: 318 -KH--LKAIDVNMN------KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            KH  LKAI++  N      ++P +A+ +AV    A G + +++    RVKE++R+     
Sbjct: 278 VKHASLKAINLESNIAFLIDELPALAVAMAV----AKGVSVVKNAQELRVKESDRITTTL 333 
 
Query: 369 TELTKLGASVEEGPDYCII------TPPEKLNVTAIDTYDDHRMAMAFSLA--ACAEVPV 420 
             L K+G   +   D   I      +P E L     ++++DHR+A++F++A  AC      
Sbjct: 334 ANLKKMGIECQAFKDGFSIQGGTLKSPQEPL-----ESFNDHRIALSFAIALLACGG--- 385 
 
Query: 421 TIRDPGCTRKTFPDYFDVLS 440 
            I++  C   +FP + ++L+ 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1511



 

 

Sbjct: 386 EIKNTECMAISFPKFEEILN 405 
 
 
>ref|NP_764708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis ATCC 12228] 
 sp|Q8CSI1.1|AROA_STAES RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAO04750.1|AE016747_247 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis ATCC 12228] 
          Length = 433 
 
 Score = 90.9 bits (224), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 102/450 (22%), Positives = 200/450 (44%), Gaps = 68/450 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++PG KS+++R ++LA+L++G + +   L  ED    +   + LG+++E       
Sbjct: 13  LKGEIEVPGDKSMTHRAIMLASLAKGISTIYEPLMGEDCRRTMDIFKLLGVTIEEQ---D 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            ++++   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+ 
Sbjct: 70  NSIIINSPG-YQNFITPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             ++  L ++ A++        P    P  + GI      +++++   S+Q  SA+L+A+ 
Sbjct: 126 DRVMKPLLKMNANISGIDNNYTPLIIKPSTIKGI----NYQMEVA---SAQVKSAILLAS 178 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-----IKGGQ----- 240 
                         L S     +T      F V   H+++    +     I+G        
Sbjct: 179 --------------LFSKEATTLT-----EFDVSRNHTETLFAHFNIPISIQGKTIQTIP 219 
 
Query: 241 ---KYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGA 296 
              ++  P++ +V GD SSA++F+  A IT G+ +T+   G    +  +   ++++ MG  
Sbjct: 220 YAIEHIQPRDFHVPGDISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVKQMGG 277 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLK------AIDVNMNKMPDVAMTLAVVALF---ADGP 347 
            +  +  S        EP    H+K      A+ +  + +P     L V+AL    A    
Sbjct: 278 NIELSNVSKGA-----EPTASIHVKYTPNLNAVTIKGDLVPRAIDELPVIALLCTQASNS 332 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 407 
             I++    +VKET R+      L  LG +++   D  II P E  +   +D+  DHR+  
Sbjct: 333 CIIKNAEELKVKETNRIDTTADMLNLLGFNLQPTHDGLIIHPSEFRSNATVDSQTDHRIG 392 
 
Query: 408 MAFSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
           M  ++A+  +  P+ I        +FP +  
Sbjct: 393 MMLAVASLLSSEPLKIEQFDAVNVSFPGFL 422 
 
 
>ref|YP_001910521.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           Shi470] 
 sp|B2UUF9.1|AROA_HELPS RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACD48491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           Shi470] 
          Length = 429 
 
 Score = 90.9 bits (224), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 111/441 (25%), Positives = 190/441 (43%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACDYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
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Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ +      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQNGV--LTILPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 SCAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI +  N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AISIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD-YCI---------------ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D +CI                 PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 EFEDGFCIEGLEDISQLKQRFSQKKPP------LIQSFNDHRIAMSFAILTLA-LPLEID 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C   +FP +  +L+ F K 
Sbjct: 403 NLECANISFPQFKRLLNLFKK 423 
 
 
>ref|YP_188611.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis RP62A] 
 ref|ZP_06284969.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis SK135] 
 sp|Q5HP79.1|AROA_STAEQ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW54418.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis RP62A] 
 gb|EFA87654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis SK135] 
          Length = 433 
 
 Score = 90.5 bits (223), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 102/448 (22%), Positives = 199/448 (44%), Gaps = 68/448 (15%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +++PG KS+++R ++LA+L++G + +   L  ED    +   + LG+++E       + 
Sbjct: 15  GEIEVPGDKSMTHRAIMLASLAKGISTIYEPLMGEDCRRTMDIFKLLGVTIEEQ---DNS 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+   
Sbjct: 72  IIINSPG-YQNFITPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPMDR 127 
 
Query: 137 LVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           ++  L ++ A++        P    P  + GI      +++++   S+Q  SA+L+A+   
Sbjct: 128 VMKPLLKMNANISGIDNNYTPLIIKPSTIKGI----NYQMEVA---SAQVKSAILLAS-- 178 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-----IKGGQ------- 240 
                       L S     +T      F V   H+++    +     I+G          
Sbjct: 179 ------------LFSKEATTLT-----EFDVSRNHTETLFAHFNIPISIQGKTIQTIPYA 221 
 
Query: 241 -KYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++  P++ +V GD SSA++F+  A IT G+ +T+   G    +  +   ++++ MG  + 
Sbjct: 222 IEHIQPRDFHVPGDISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVKQMGGNI 279 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLK------AIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +  S        EP    H+K      A+ +  + +P     L V+AL    A      
Sbjct: 280 ELSNVSKGA-----EPTASIHVKYTPNLNAVTIKGDLVPRAIDELPVIALLCTQASNSCI 334 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I++    +VKET R+      L  LG +++   D  II P E  +   +D+  DHR+ M  
Sbjct: 335 IKNAEELKVKETNRIDTTADMLNLLGFNLQPTHDGLIIHPSEFRSNATVDSQTDHRIGMM 394 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  P+ I        +FP +  
Sbjct: 395 LAVASLLSSEPLKIEQFDAVNVSFPGFL 422 
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>ref|ZP_07598734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium 
           meliloti AK83] 
 gb|EFN25898.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium 
           meliloti AK83] 
          Length = 455 
 
 Score = 90.5 bits (223), Expect = 4e-16,   Method: Compositional matrix adjust. 
 Identities = 110/445 (24%), Positives = 198/445 (44%), Gaps = 38/445 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ GT+++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +    
Sbjct: 17  DLKGTLRIPGDKSISHRSFMFGGLAAGETRITGLLEGEDVINTGKAMQAMGARIRKEGGT 76 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                VG G          E  L  GNAG   R     V     ++T++ D    + +RP 
Sbjct: 77  WIIDGVGNGALL-----APEAPLDFGNAGTGCRLTMGLVGVYDFDSTFIGDA--SLTKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A  
Sbjct: 130 MGRVLDPLREMGVQVKSAEG-DRLPVTLRG----PKTPNPITYRVPMASAQVKSAVLLAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G     +++ +++  + E   ++++ FG  +  E      R     G+   + +   
Sbjct: 185 LNTPGIT--TVVEPVMTRDHTE---KMLQGFGANLTVETDAEGVRTIRLEGRGKLTGQVI 239 
 
Query: 249 YVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++  +AG  + G  +T+        +  +     L+ MGA +      +   
Sbjct: 240 DVPGDPSSTAFPLVAGLIVPGSDITILNVLMNPTRTGLIL--TLQEMGANIEVMNKRL-A 296 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G        +H  LK + V  ++ P   D    LAV A FA+G T +  +   RVKE++ 
Sbjct: 297 GGEDVADLRVRHSELKGVTVPEDRAPSMIDEYPVLAVAAAFAEGTTVMNGLEELRVKESD 356 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPE------KLNVTAIDTYDDHRMAMAFSLAACA 416 
           R+ A+   L   G   +EG    ++          K++   + T+ DHR+AM+F +   A 
Sbjct: 357 RLSAVADGLKLNGVDCDEGEASLVVRGRPGGKGLGKISGGQVKTHLDHRIAMSFLVMGLA 416 
 
Query: 417 -EVPVTIRDPGCTRKTFPDYFDVLS 440 
            E PVT+ D      +FP++  +++ 
Sbjct: 417 SEHPVTVDDATMIATSFPEFMGLMT 441 
 
 
>ref|YP_001390821.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           F str. Langeland] 
 gb|ABS42069.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           F str. Langeland] 
 gb|ADF99267.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           F str. 230613] 
          Length = 442 
 
 Score = 90.5 bits (223), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 107/455 (23%), Positives = 208/455 (45%), Gaps = 55/455 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGEYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++       ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGILSGIRAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--KDNKLPLKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ++ G   I       +  ++++   Y++ ++ +   +    + S S     I+  +   + 
Sbjct: 179 MSKGKTTIVENKSTRDHTERMLK--YLDASINIRNIYSKDKKKSSSKKEITIEKSKL--N 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTE 302 
            K+ YV GD SSA++ ++ A +  G+     C    L  +G +++  VL  MGA +   E 
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Sbjct: 235 SKDIYVPGDISSAAFLISAALLIQGSNL---CIKNVLLNEGRIEYINVLRNMGANIE-IE 290 
 
Query: 303 TSVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVA 354 
               + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V  
Sbjct: 291 KGKLLNG---EPVGNIYVKESYLKGITVERHITPNIIDEIPVLSVIAAFSEGKTTFKSVE 347 
 
Query: 355 SWRVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
             + KE++R+ AI   L         K G  + EG    I  P E      I+++ DHR+ 
Sbjct: 348 ELKFKESDRVEAIIENLKRADVKAIYKNGDLIIEGNRSYIDKPLE------IESFKDHRI 401 
 
Query: 407 AMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           A+AF + +      T I+D  CT  +FP+   + + 
Sbjct: 402 ALAFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|YP_001368591.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ochrobactrum anthropi 
           ATCC 49188] 
 sp|A6WUV8.1|AROA_OCHA4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABS12762.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ochrobactrum anthropi 
           ATCC 49188] 
          Length = 450 
 
 Score = 90.5 bits (223), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 112/445 (25%), Positives = 193/445 (43%), Gaps = 45/445 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  D  A  
Sbjct: 18  LTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGAKIRKDGDAW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG G        + E  L  GNAG   R     V       +++ D    + +RP+ 
Sbjct: 78  IINGVGNGCLL-----QPEAALDFGNAGTGARLTMGLVGTYDMRTSFIGDA--SLSKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA+L+A 
Sbjct: 131 GRVLNPLREMGVQVEAAEGDRMPLTLIGPKTANPI----TYRVPMA---SAQVKSAVLLA 183 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKN 247 
                G     +I+ +++  + E   ++++ FG  +  E      R     GQ     +  
Sbjct: 184 GLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLSVETDKDGVRHIRITGQGKLIGQT 238 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDV-----KFAEVLEMMGAKVTWT 301 
             V GD SS ++ L  A +  G+ VT+        +  +     +    +E++ A++    
Sbjct: 239 IDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLILTLQEMGADIEVLNARLAGG 298 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
           E    +            LK + V   + P   D    LA+ A FA+G T +  +   RV 
Sbjct: 299 EDVADLR------VKASKLKGVVVPPERAPSMIDEYPVLAIAAAFAEGETVMDGLDELRV 352 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII--TPPEK-LNVTAIDTYDDHRMAMAFSLAAC 415 
           KE++R+ A+   L   G    EG     +   P  K L    + T+ DHR+AM+F +    
Sbjct: 353 KESDRLAAVARGLEANGVDCTEGEMSLTVRGRPDGKGLGGGTVATHLDHRIAMSFLVMGL 412 
 
Query: 416 A-EVPVTIRDPGCTRKTFPDYFDVL 439 
           A E PVT+ D      +FP++ D++ 
Sbjct: 413 ASEKPVTVDDSTMIATSFPEFMDMM 437 
 
 
>dbj|BAJ41481.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lactobacillus 
           paraplantarum] 
          Length = 277 
 
 Score = 90.5 bits (223), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 85/277 (30%), Positives = 133/277 (48%), Gaps = 26/277 (9%) 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S+Q  SAL+ AA L      I I++KL +  + E+   ++ +FG      D+     +   
Sbjct: 5   SAQVKSALIFAA-LQAKQSSI-IVEKLPTRNHTEI---MLHQFGAHIRTVDN-KVIIVDP 58 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1515



 

 

Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G+K    +   V GD SSA++FL  A I     VT++G      +  +   ++L+ MGAK 
Sbjct: 59  GEKLVG-QEVTVPGDMSSAAFFLVAATIVPHSKVTLKGVNLNPTRTGI--IDILQQMGAK 115 
 
Query: 298 VTWTETSVTVTGPPREPFG-----RKHLKAIDVNMNKMPDVAMTLAVVALFA---DGPTA 349 
           +   E   T      EP G        L+ I +    +P V   L +VAL A   DG +  
Sbjct: 116 LLIEEQFST-----GEPSGDITVENSALRPIHLTAEDIPAVIDELPLVALLAACSDGQST 170 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMA 407 
           IR     RVKET+R+  +  EL KLG  V+E PD  +I   P   +    +D+Y DHR+  
Sbjct: 171 IRGAQELRVKETDRIKTVVAELRKLGVQVKELPDGMVIDGRPSWDIQDPQLDSYGDHRLG 230 
 
Query: 408 MAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
           M  ++AA  A+ P+ +        ++P +F  L+T + 
Sbjct: 231 MMDAIAALKADQPLQLAHEDAVAVSYPGFFADLATLL 267 
 
 
>ref|ZP_04825363.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis BCM-HMP0060] 
 ref|ZP_06613244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis M23864:W2(grey)] 
 gb|EES58227.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis BCM-HMP0060] 
 gb|EFE59705.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis M23864:W2(grey)] 
          Length = 436 
 
 Score = 90.5 bits (223), Expect = 5e-16,   Method: Compositional matrix adjust. 
 Identities = 102/448 (22%), Positives = 199/448 (44%), Gaps = 68/448 (15%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +++PG KS+++R ++LA+L++G + +   L  ED    +   + LG+++E       + 
Sbjct: 18  GEIEVPGDKSMTHRAIMLASLAKGISTIYEPLMGEDCRRTMDIFKLLGVTIEEQ---DNS 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           +++   G +       +V L+ GN+G   R L   ++  G  +  VL G   + +RP+   
Sbjct: 75  IIINSPG-YQNFITPHQV-LYTGNSGTTTRLLAGLLSGLGIES--VLSGDVSIGKRPMDR 130 
 
Query: 137 LVVGLKQLGADVDCFLGTDCP----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           ++  L ++ A++        P    P  + GI      +++++   S+Q  SA+L+A+   
Sbjct: 131 VMKPLLKMNANISGIDNNYTPLIIKPSTIKGI----NYQMEVA---SAQVKSAILLAS-- 181 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY-----IKGGQ------- 240 
                       L S     +T      F V   H+++    +     I+G          
Sbjct: 182 ------------LFSKEATTLT-----EFDVSRNHTETLFAHFNIPISIQGKTIQTIPYA 224 
 
Query: 241 -KYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++  P++ +V GD SSA++F+  A IT G+ +T+   G    +  +   ++++ MG  + 
Sbjct: 225 IEHIQPRDFHVPGDISSAAFFIVAALITPGSDITIHNVGINPTRSGI--IDIVKQMGGNI 282 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLK------AIDVNMNKMPDVAMTLAVVALF---ADGPTA 349 
             +  S        EP    H+K      A+ +  + +P     L V+AL    A      
Sbjct: 283 ELSNVSKGA-----EPTASIHVKYTPNLNAVTIKGDLVPRAIDELPVIALLCTQASNSCI 337 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
           I++    +VKET R+      L  LG +++   D  II P E  +   +D+  DHR+ M  
Sbjct: 338 IKNAEELKVKETNRIDTTADMLNLLGFNLQPTHDGLIIHPSEFRSNATVDSQTDHRIGMM 397 
 
Query: 410 FSLAA-CAEVPVTIRDPGCTRKTFPDYF 436 
            ++A+  +  P+ I        +FP +  
Sbjct: 398 LAVASLLSSEPLKIEQFDAVNVSFPGFL 425 
 
 
>gb|ADC28481.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni IA3902] 
          Length = 428 
 
 Score = 90.1 bits (222), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 102/431 (23%), Positives = 185/431 (42%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
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           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QNLKAFNFKSEIS-SAQVKTAMILSAFRA------- 178 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 179 --DNVCTFSEISLSRNHSENMLKAMKAPIRVSNDGLSLEINPLKKPLKAQNIIIPNDPSS 236 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 237 AFYFVLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 294 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   
Sbjct: 295 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKL 354 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G    E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 355 CGVEARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 411 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 412 FPNFIEILSNL 422 
 
 
>ref|ZP_03223145.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni CG8421] 
 gb|EDZ32403.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni CG8421] 
          Length = 428 
 
 Score = 90.1 bits (222), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 102/431 (23%), Positives = 185/431 (42%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLYIEG-QKLKAFNFKSEIS-SAQVKTAMILSAFRA------- 178 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 179 --DNVCTFSEISLSRNHSENMLKAMKAPIRVSNDGLSLEINPLKKPLKAQNIIIPNDPSS 236 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 237 AFYFVLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 294 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   
Sbjct: 295 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKL 354 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G    E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 355 CGVEARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 411 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
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Sbjct: 412 FPNFIEILSNL 422 
 
 
>ref|YP_001000570.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 81-176] 
 gb|EAQ72379.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 81-176] 
          Length = 423 
 
 Score = 90.1 bits (222), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 186/427 (43%), Gaps = 26/427 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 12  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 69 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 70  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 122 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 123 LTQIGARIYGRNEANLAPLCIEG-QKLKAFNFKSEIS-SAQVKTAMILSAFRADNVCTFS 180 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
            I   +S  + E  L+ M +  ++  + D      I   +K    +N  +  D SSA YF 
Sbjct: 181 EIS--LSRNHSENMLKAM-KAPIRVSNDDL--SLEINPLKKPLKAQNIIIPNDPSSAFYF 235 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPREPFGR 317 
            LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R    + 
Sbjct: 236 VLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRVESSK 293 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   G   
Sbjct: 294 LNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKLCGVE 353 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDY 435 
             E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + +FP++ 
Sbjct: 354 ARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTSFPNF 410 
 
Query: 436 FDVLSTF 442 
            ++LS   
Sbjct: 411 IEILSNL 417 
 
 
>ref|NP_384359.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium 
           meliloti 1021] 
 ref|ZP_07586162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium 
           meliloti BL225C] 
 sp|Q92SV5.1|AROA_RHIME RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAC41690.1| Putative 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Sinorhizobium meliloti 1021] 
 gb|EFN32857.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium 
           meliloti BL225C] 
          Length = 455 
 
 Score = 90.1 bits (222), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 110/445 (24%), Positives = 200/445 (44%), Gaps = 38/445 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ GT+++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +   K   
Sbjct: 17  DLKGTLRIPGDKSISHRSFMFGGLAAGETRITGLLEGEDVINTGKAMQAMGARIR--KEG 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    +     E  L  GNAG   R     V     ++T++ D    + +RP 
Sbjct: 75  DTWIIDGVGNGALL---APEAPLDFGNAGTGCRLTMGLVGVYDFDSTFIGDA--SLTKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A  
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Sbjct: 130 MGRVLDPLREMGVQVKSAEG-DRLPVTLRG----PKTPNPITYRVPMASAQVKSAVLLAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G     +++ +++  + E   ++++ FG  +  E      R     G+   + +   
Sbjct: 185 LNTPGIT--TVVEPVMTRDHTE---KMLQGFGANLTVETDAEGVRTIRLEGRGKLTGQVI 239 
 
Query: 249 YVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++  +AG  + G  +T+        +  +     L+ MGA +      +   
Sbjct: 240 DVPGDPSSTAFPLVAGLIVPGSDITILNVLMNPTRTGLIL--TLQEMGANIEVMNKRL-A 296 
 
Query: 308 TGPPREPFGRKH--LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            G        +H  LK + V  ++ P   D    LAV A FA+G T +  +   RVKE++ 
Sbjct: 297 GGEDVADLRVRHSELKGVTVPEDRAPSMIDEYPVLAVAAAFAEGTTVMNGLEELRVKESD 356 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPE------KLNVTAIDTYDDHRMAMAFSLAACA 416 
           R+ A+   L   G   +EG    ++          K++   + T+ DHR+AM+F +   A 
Sbjct: 357 RLSAVADGLKLNGVDCDEGEASLVVRGRPGGKGLGKISGGQVKTHLDHRIAMSFLVMGLA 416 
 
Query: 417 -EVPVTIRDPGCTRKTFPDYFDVLS 440 
            E PVT+ D      +FP++  +++ 
Sbjct: 417 SEHPVTVDDATMIATSFPEFMGLMT 441 
 
 
>sp|A1VZM9.2|AROA_CAMJJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 428 
 
 Score = 90.1 bits (222), Expect = 6e-16,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 186/427 (43%), Gaps = 26/427 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QKLKAFNFKSEIS-SAQVKTAMILSAFRADNVCTFS 185 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
            I   +S  + E  L+ M +  ++  + D      I   +K    +N  +  D SSA YF 
Sbjct: 186 EIS--LSRNHSENMLKAM-KAPIRVSNDDL--SLEINPLKKPLKAQNIIIPNDPSSAFYF 240 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPREPFGR 317 
            LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R    + 
Sbjct: 241 VLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRVESSK 298 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   G   
Sbjct: 299 LNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKLCGVE 358 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDY 435 
             E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + +FP++ 
Sbjct: 359 ARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTSFPNF 415 
 
Query: 436 FDVLSTF 442 
            ++LS   
Sbjct: 416 IEILSNL 422 
 
 
>ref|ZP_03609839.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter rectus 
           RM3267] 
 gb|EEF14217.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter rectus 
           RM3267] 
          Length = 424 
 
 Score = 90.1 bits (222), Expect = 6e-16,   Method: Compositional matrix adjust. 
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 Identities = 119/420 (28%), Positives = 186/420 (44%), Gaps = 30/420 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + LS+  + V N L +ED    L  ++ LG  +E +K  +  +      K 
Sbjct: 21  KSISHRCAIFSLLSDRPSRVKNYLKAEDTLNTLEIVKNLGAHIE-EKEGELIITPSANLK 79 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
            P       V L  GN+G AMR     + A+ G   +VL G   +  RP+  +   L  + 
Sbjct: 80  EP------SVVLECGNSGTAMRLFMGFLAASEG--FFVLSGDEFLNRRPMARVAKPLISV 131 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIID 203 
           GA +D   G D  P+    I G      K    I+S Q  SAL++A   + G    E+ + 
Sbjct: 132 GAKIDGANGGDHAPL---AIRGKKLEYFKFDSKIASAQVKSALILAGLKSNG---CELSE 185 
 
Query: 204 KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDASSASYFL 261 
             +S  + E  L+ M        H        +K G       P    V  D SSA +F  
Sbjct: 186 PELSRDHTERMLKGMGAGLQILPHG-------VKVGPMSTPLKPLEICVPNDPSSAFFFA 238 
 
Query: 262 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AAI   +  V      + +  V+  ++L  MGA+VT+ ETS T             LK 
Sbjct: 239 VAAAIIPNSHIVLKNMLLN-KTRVEAFKILSKMGAQVTFKETSGTYESIGEIEIKHTPLK 297 
 
Query: 322 AIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           A+DV  N++ + D    LA+    A G +++R+    RVKE++R+  +   L K G  VE 
Sbjct: 298 AVDVSENISWLIDEVPALAIAFANAQGTSSVRNAKELRVKESDRIAIMVQGLRKCGLEVE 357 
 
Query: 380 EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           E  D   +   E  N   ID+  DHR+AM+F++    +  + I        +FP++  +L 
Sbjct: 358 EFEDGFSVKGGEA-NCAIIDSSGDHRIAMSFAVLGL-KCGMVIEKSEFIATSFPNFSGIL 415 
 
 
>ref|YP_002301651.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           P12] 
 sp|B6JMP3.1|AROA_HELP2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACJ08171.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           P12] 
          Length = 429 
 
 Score = 90.1 bits (222), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 114/440 (25%), Positives = 186/440 (42%), Gaps = 47/440 (10%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTAIKEPSKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNSRPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
             A +   LG +        I G P         I+S Q  SA +++A  A G        
Sbjct: 122 FEARI---LGREDNHFAPLVIVGSPLKACNYESPIASAQVKSAFILSALQAQG------- 171 
 
Query: 203 DKLISIPYVEMTL-RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSAS 258 
               S  Y E  L R      +K+  +D  D+  +      + P  A+   +  D SSA  
Sbjct: 172 ----SSTYKENELSRNHTEIMLKSLGADIQDQNGVLMVSPLEKPLEAFDFTIANDPSSAF 227 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFA--EVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           +F    AIT  +  +       L    +    E L+ MGA + +   S  +          
Sbjct: 228 FFALACAITPKSRLL---LKNVLLNPTRIGAFEALKKMGASIEYAIQSKNLEMIGDIYIE 284 
 
Query: 317 RKHLKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
              LKAI++  N   + D    L++  LFA G + +R+    R KE++R+ A+ +    L 
Sbjct: 285 HAPLKAINIEQNIASLIDEIPALSIAMLFAKGKSMVRNAKDLRAKESDRIKAVVSNFKAL 344 
 
Query: 375 GASVEEGPDYCII-----TPPEKLNVTA-----IDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           G   EE  D   +       P K   +      I +++DHR+AM+F++   A +P+ I + 
Sbjct: 345 GIECEEFEDGFYVEGLEDISPLKQRFSQKKPPLIKSFNDHRIAMSFAVLTLA-LPLEIDN 403 
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Query: 425 PGCTRKTFPDYFDVLSTFVK 444 
             C   +FP +  +L+ F K 
Sbjct: 404 LECANISFPQFKRLLNLFKK 423 
 
 
>gb|ADU84995.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           SouthAfrica7] 
          Length = 429 
 
 Score = 90.1 bits (222), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 113/437 (25%), Positives = 192/437 (43%), Gaps = 41/437 (9%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAKKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPPTLKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNSRPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLVILGSPLKACNYESPIASAQVKSAFILSALQAQGISAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF-L 261 
           +  +S  + E+ L+      + A   D      I   +K     +  +  D SSA +F L 
Sbjct: 177 ESELSRNHTEIMLK-----SLGANIKDQNGVLKISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 262 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGPPREPFGRKH 319 
           A A +    + ++       +  ++  EVL+ MGA + +   S  + +TG           
Sbjct: 232 ACAIVPKSRLLLKNVLLNPTR--IEAFEVLKKMGAHIEYVIQSKDLEITGDIY--IEHAP 287 
 
Query: 320 LKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           LKAI +N N   + D    L +  LFA G + +++    R KE++R+ A+ + L  L    
Sbjct: 288 LKAIVINQNIASLIDEIPALGIAMLFAKGQSMVKNAKDLRSKESDRIKALISNLKALEIE 347 
 
Query: 378 VEEGPDYCIITPPEKLNVTA----------IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
            EE  D   I   E ++             I +++DHR+AM+F++ +   +P+ I +  C 
Sbjct: 348 CEEFEDGFYIEGLEDISQLKQRFSQKKPPIIKSFNDHRIAMSFAILSLI-LPLEIDNLEC 406 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              +FP +  +L+ F K 
Sbjct: 407 ANISFPQFKHLLNLFKK 423 
 
 
>ref|YP_301370.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Staphylococcus 
           saprophyticus subsp. saprophyticus ATCC 15305] 
 sp|Q49XS0.1|AROA_STAS1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 dbj|BAE18425.1| 5-enolpyruvylshikimate-3-phosphate synthase [Staphylococcus 
           saprophyticus subsp. saprophyticus ATCC 15305] 
          Length = 432 
 
 Score = 90.1 bits (222), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 100/415 (24%), Positives = 194/415 (46%), Gaps = 47/415 (11%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +++PG KS+++R ++L +L+ G + +   L  ED    +   + LG+ +E ++   +  
Sbjct: 15  GEIEVPGDKSMTHRAIMLGSLATGKSTIYKPLLGEDCLRTVEIFKLLGVQIEVNE--DKI 72 
 
Query: 77  VVVGCGGKFPVEDAKEEVQ-LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            +   G K+     K   Q L+ GN+G   R L A +    G  T VL G   + +RP+  
Sbjct: 73  EIDSPGYKY----FKTPHQVLYTGNSGTTTR-LVAGLLCGLGIET-VLSGDESIGKRPMD 126 
 
Query: 136 DLVVGLKQLGADV----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
            ++  L+ + A++    D +      P  ++GI      +++++   S+Q  SA+L A+  
Sbjct: 127 RIMKPLRYMNANITGINDNYTPLIIKPASISGITY----EMEVA---SAQVKSAILFASL 179 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            A    +I+  D   +      T  + E F +  A ++D  +   +  G ++  P + +V 
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Sbjct: 180 FANEPTKIKEFDTTRN-----HTETMFEHFNIPVAVNNDIIEMPSL--GIEHIKPADFHV 232 
 
Query: 251 EGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET------ 303 
            GD SSA+YF+    IT G+ +T+   G    +  +    V +M G    + +T       
Sbjct: 233 PGDISSAAYFIVAGLITPGSDITIHNVGINPTRSGI-IDIVTQMEGNITLFNQTDNPEPT 291 
 
Query: 304 -SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF---ADGPTAIRDVASWRVK 359 
            S+ V   P       ++K I ++ + +P     + +VAL    A+G + +++    +VK 
Sbjct: 292 ASIRVQYSP-------NMKPIHIDGDLVPRAIDEIPIVALLCTQANGTSIVKEAEELKVK 344 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           ET R+      L  LG +++   D  II P        ++++ DHR+ M  ++A+ 
Sbjct: 345 ETNRIDTTANMLNLLGFTLQPTNDGLIIHPSAFEQTATVNSFTDHRIGMMLAIAS 399 
 
 
>gb|ADN80165.1| 5-Enol pyruvyl shikimate-3-phosphate synthase [Helicobacter pylori 
           908] 
          Length = 429 
 
 Score = 90.1 bits (222), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 113/438 (25%), Positives = 193/438 (44%), Gaps = 43/438 (9%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTAIKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNSRPMKRIIEPLKV 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGARI---LGREDNHFAPLAIVGSPLKACDYESPIASAQVKSAFILSALQAQGISAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSASY 259 
           +  +S  + E+ L+     G   ++ D   +         + P  A+   +  D SSA + 
Sbjct: 177 ESELSRNHTEIMLK---SLGANIQNQDGVLKI-----SPLEKPLEAFDFTIANDPSSAFF 228 
 
Query: 260 FLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 318 
           F    AIT  + + ++       +  ++  EVL+ MGA + +   S  +            
Sbjct: 229 FALACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGASIEYAIQSKDLEIIGDIYIEHA 286 
 
Query: 319 HLKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
            LKAI +N N   + D    L++  LFA G + +R+    R KE++R+ A+ +    LG  
Sbjct: 287 PLKAIAINQNTASLIDEIPALSIAMLFAKGKSMVRNAKDLRAKESDRIKAVVSNFKALGI 346 
 
Query: 377 SVEEGPD-YCI-----ITPPE----KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
             EE  D + I     I+P +    K+    I +++DHR+AM+F++     +P+ I +   
Sbjct: 347 ECEEFEDGFYIEGLGDISPLKQHFSKIKPPIIKSFNDHRIAMSFAVLTLI-LPLEIDNLE 405 
 
Query: 427 CTRKTFPDYFDVLSTFVK 444 
           C   +FP +   L+ F K 
Sbjct: 406 CANISFPTFQLWLNLFKK 423 
 
 
>gb|ACX98152.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           51] 
          Length = 429 
 
 Score = 89.7 bits (221), Expect = 7e-16,   Method: Compositional matrix adjust. 
 Identities = 110/435 (25%), Positives = 189/435 (43%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMRRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
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            GA +   LG +        I G P    +    I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLVILGSPLKACEYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ESELSRNHTEIMLK---SLGADIQNQDGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 SCAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYVIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI +  N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AISIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPDYCIITPPEKLNVTA----------IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D   I   E +              I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFYIEGLEDITQLKQRFSQKKPPLIKSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNLFKK 423 
 
 
>gb|ADG03677.1| 5-enolpyruvylshikimate 3-phosphate synthase [Ochrobactrum anthropi] 
          Length = 450 
 
 Score = 89.7 bits (221), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 113/453 (24%), Positives = 191/453 (42%), Gaps = 61/453 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  D  A  
Sbjct: 18  LTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGAKIRKDGDAW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG G        + E  L  GNAG   R     V       +++ D    + +RP+ 
Sbjct: 78  IINGVGNGCLL-----QPEAALDFGNAGTGARLTMGLVGTYDMRTSFIGDA--SLSKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
           G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA+L+A 
Sbjct: 131 GRVLNPLREMGVQVEAAEGDRMPLTLIGPKTANPI----TYRVPMA---SAQVKSAVLLA 183 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKN 247 
                G     +I+ +++  + E   ++++ FG  +  E      R     GQ     +  
Sbjct: 184 GLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLSVETDKDGVRHIRITGQGKLIGQT 238 
 
Query: 248 AYVEGDASSASYFLAGAAI-----------------TGGTVTVEGCGTTSLQGDVKFAEV 290 
             V GD SS ++ L  A +                 TG  +T++  G      + + A   
Sbjct: 239 IDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLILTLQEMGADIEVLNARLAGG 298 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
            ++   +V  ++    V  P R P               M D    LA+ A FA+G T + 
Sbjct: 299 EDVADLRVKASKLKGVVVPPERAP--------------SMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK-LNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +   P  K L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPDGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVL 439 
           M+F +   A E PVT+ D      +FP++ D++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMDMM 437 
 
 
>sp|A8FLU4.2|AROA_CAMJ8 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAA61554.1| 5-enolpyruvinylshikimate-3-phosphate synthetase [Campylobacter 
           jejuni] 
 gb|ADN91065.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni M1] 
 gb|EFV11554.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
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           subsp. jejuni 327] 
          Length = 428 
 
 Score = 89.7 bits (221), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 184/427 (43%), Gaps = 26/427 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QNLKAFNYKSEIS-SAQVKTAMILSAFRANNVCAFS 185 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
            I   +S  + E  L+ M+        S+      I   +K    +N  +  D SSA YF 
Sbjct: 186 EIS--LSRNHSENMLKAMK---APIRVSNDGLSLEISPLKKPLKAQNIIIPNDPSSAFYF 240 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPREPFGR 317 
            LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R    + 
Sbjct: 241 ALAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRVESSK 298 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   G   
Sbjct: 299 LNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKLCGVE 358 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDY 435 
             E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + +FP++ 
Sbjct: 359 ARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTSFPNF 415 
 
Query: 436 FDVLSTF 442 
            ++LS   
Sbjct: 416 IEILSNL 422 
 
 
>ref|XP_002163382.1| PREDICTED: hypothetical protein [Hydra magnipapillata] 
          Length = 874 
 
 Score = 89.7 bits (221), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 45/76 (59%), Positives = 52/76 (68%), Gaps = 5/76 (6%) 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAAC--AEVPVTIR 423 
           TEL KLGA+V EG DY  +TPP  +      +I TYDDHR+AM FSLAA   A+VPV I  
Sbjct: 3   TELRKLGATVVEGQDYIQVTPPAGIADWKAASIHTYDDHRVAMCFSLAAFNPAQVPVRIE 62 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
           DP C  KTFPDYF+ L 
Sbjct: 63  DPKCVAKTFPDYFEAL 78 
 
 
>ref|YP_001482408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 81116] 
 gb|ABV52431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 81116] 
          Length = 423 
 
 Score = 89.7 bits (221), Expect = 8e-16,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 184/427 (43%), Gaps = 26/427 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 12  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 69 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 70  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 122 
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Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 123 LTQIGARIYGRNEANLAPLCIEG-QNLKAFNYKSEIS-SAQVKTAMILSAFRANNVCAFS 180 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
            I   +S  + E  L+ M+        S+      I   +K    +N  +  D SSA YF 
Sbjct: 181 EIS--LSRNHSENMLKAMK---APIRVSNDGLSLEISPLKKPLKAQNIIIPNDPSSAFYF 235 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPREPFGR 317 
            LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R    + 
Sbjct: 236 ALAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRVESSK 293 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   G   
Sbjct: 294 LNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKLCGVE 353 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDY 435 
             E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + +FP++ 
Sbjct: 354 ARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTSFPNF 410 
 
Query: 436 FDVLSTF 442 
            ++LS   
Sbjct: 411 IEILSNL 417 
 
 
>ref|YP_001639594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           extorquens PA1] 
 gb|ABY30523.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           extorquens PA1] 
          Length = 472 
 
 Score = 89.7 bits (221), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 127/455 (27%), Positives = 199/455 (43%), Gaps = 50/455 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + +   P   ++G++K PG KS+S+R ++L  L+ G T V+ LL  +DV     A + LG 
Sbjct: 27  QPVTAYPGGPLNGSLKPPGDKSISHRAMILGLLAIGETRVEGLLEGDDVLRTAAAAKALG 86 
 
Query: 65  LSVEADKAAK-RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +  +   + R V  G GG   ++D   +  L  GNAG   R +   V   G   T    
Sbjct: 87  AQITREGEGRWRIVGAGIGG---MQDP--DGVLDFGNAGTGSRLMMGVV--GGQPVTATF 139 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SS 180 
           DG   +R+RP+  ++  + ++GA++         P+ + G    P   + +   +   S+ 
Sbjct: 140 DGDASLRKRPMRRILDPILKMGAEIVSEAEGGRVPLTLRG----PREAIPIRYELPVASA 195 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFYI 236 
           Q  SA+L+A   A G     +I+K  S  + E  LRL   FG +   + S +    R    
Sbjct: 196 QIKSAVLLAGLNAPGTT--TVIEKAASRDHTERMLRL---FGAEVTVTPSGEGGHGRTVT 250 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
             GQ      +  V  D SSA++ L  A +  G+ V + G     L+        L  MG 
Sbjct: 251 LTGQPTLRGTDVVVPADPSSAAFPLVAALVVPGSEVILRGVMMNPLR--TGLITTLIEMG 308 
 
Query: 296 AKVTWTETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALF 343 
           A +   +         RE  G            LK +DV   + P   D    LAV A F 
Sbjct: 309 ADIERLDE--------REEGGETVADLRVRASRLKGVDVPAERAPSMIDEYPILAVAASF 360 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 401 
           A+G T +  +   RVKE++R+ A+   L   G +     D  I+T   +       + TY 
Sbjct: 361 AEGTTRMNGLHELRVKESDRLAAVAAGLAANGVTHAIEGDDLIVTGNGQAPAGGGTVATY 420 
 
Query: 402 DDHRMAMAF-SLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+AMAF  L   A+ PVT+ D      +FP + 
Sbjct: 421 LDHRIAMAFLVLGLAAKSPVTVDDGAMIATSFPSF 455 
 
 
>ref|ZP_01068463.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni CF93-6] 
 ref|ZP_01071533.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni HB93-13] 
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 ref|ZP_01100716.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 84-25] 
 ref|YP_002344294.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni NCTC 11168] 
 sp|P0C630.1|AROA_CAMJE RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EAQ56614.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni CF93-6] 
 gb|EAQ60266.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni HB93-13] 
 gb|EAQ94049.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 84-25] 
 emb|CAL35016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni NCTC 11168] 
 gb|EFV06887.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni DFVF1099] 
          Length = 428 
 
 Score = 89.7 bits (221), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 102/431 (23%), Positives = 185/431 (42%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QKLKAFNFKSEIS-SAQVKTAMILSAFRA------- 178 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 179 --DNVCTFSEISLSRNHSENMLKAMKAPIRVSNDGLSLEINPLKKPLKAQNIIIPNDPSS 236 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 237 AFYFVLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 294 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   
Sbjct: 295 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKL 354 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G    E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 355 CGVEARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 411 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 412 FPNFIEILSNL 422 
 
 
>gb|EFV09124.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 305] 
          Length = 423 
 
 Score = 89.7 bits (221), Expect = 9e-16,   Method: Compositional matrix adjust. 
 Identities = 101/431 (23%), Positives = 185/431 (42%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 12  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 69 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 70  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 122 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
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           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 123 LTQIGARIYGRNEANLAPLCIEG-QKLKAFNFKSEIS-SAQVKTAMILSAFRA------- 173 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 174 --DNVCTFSEISLSRNHSENMLKAMKAPIRVSNDGLSLEINPLKKPLKAQNIIIPNDPSS 231 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 232 AFYFVLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 289 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G +++ +    R+KE++R+  +   L   
Sbjct: 290 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRIKESDRIAVMVENLKL 349 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G    E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 350 CGVEARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 406 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 407 FPNFIEILSNL 417 
 
 
>ref|YP_001191935.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Metallosphaera sedula 
           DSM 5348] 
 gb|ABP96011.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Metallosphaera sedula 
           DSM 5348] 
          Length = 391 
 
 Score = 89.4 bits (220), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 115/432 (26%), Positives = 180/432 (41%), Gaps = 60/432 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            I G VK P SKSL  R + L+ L+E    ++NL  S+DV   + A+++L           
Sbjct: 9   RIKGRVKAPPSKSLGIRYVFLSLLTE--VSLENLPESDDVRVAINAVKSL---------- 56 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                         ++ K+E  L+LG +   +R +   + A G      LDG   +R RP 
Sbjct: 57  --------------KEGKDE--LYLGGSATTLRMIIPVILAMGRRVK--LDGDDTLRRRP 98 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +      L+ L         ++  P+ V G     G + ++ G  SSQY+S L+ A  L  
Sbjct: 99  LN----ALRWLPGK----FSSNSLPMTVEG---SLGPETQIEGWESSQYISGLIYAYCLR 147 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  I +I  + S  Y+ MT  ++   G K            +  +K+       V GD 
Sbjct: 148 -GEGRIRVIPPISSRGYIFMTADVISSIGGKVTIQGEEITVECRNLRKF----GGSVPGD 202 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTWTETSVTV--TGP 310 
            + AS++  GA +TGG V +       S  GD     +++  GA+   +E    V  TG  
Sbjct: 203 YALASFYAVGAVLTGGEVEITNLYAPPSYVGDHDVVRMVKEAGAESYVSENRWIVRDTGV 262 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
            R P        I V++N +PD+A +LA +     G + I D    R+KE++R+  I    
Sbjct: 263 -RVP--------ISVSINDVPDLAPSLAALMAVIPGESRIMDSERLRIKESDRISTILNT 313 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L   G S         +   E      ++   DHR+AM     A   V   I    C  K 
Sbjct: 314 LASFGISGSYSAGTITVKGGEPRR-GEVECPKDHRIAMMAGDLAL-RVGGKITSAECVNK 371 
 
Query: 431 TFPDYFDVLSTF 442 
           + P Y+  LS   
Sbjct: 372 SNPGYWSDLSAL 383 
 
 
>ref|YP_002421176.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           chloromethanicum CM4] 
 sp|B7KZL6.1|AROA_METC4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|ACK83248.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           chloromethanicum CM4] 
          Length = 453 
 
 Score = 89.4 bits (220), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 126/455 (27%), Positives = 200/455 (43%), Gaps = 50/455 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + +   P   ++G++K PG KS+S+R ++L  L+ G T V+ LL  +DV     A + LG 
Sbjct: 8   QPVTATPGGPLNGSLKPPGDKSISHRAMILGLLAIGETQVEGLLEGDDVLRTAAAAKALG 67 
 
Query: 65  LSVEADKAAK-RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +  +   + R V VG GG   ++D   +  L  GNAG   R +   V   G   T    
Sbjct: 68  AQITREGEGRWRIVGVGIGG---MQDP--DGVLDFGNAGTGSRLMMGVV--GGQPVTATF 120 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SS 180 
           DG   +R+RP+  ++  + ++GA++         P+ + G    P   + +   +   S+ 
Sbjct: 121 DGDASLRKRPMRRILDPILKMGAEIVSEAEGGRVPLTLRG----PREAIPIRYELPVASA 176 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFYI 236 
           Q  SA+L+A   A G     +I+K  S  + E   R++  FG +   + S +    R    
Sbjct: 177 QIKSAVLLAGLNAPGTT--TVIEKAASRDHTE---RMLHLFGAEVTVTPSGEGGHGRTVT 231 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMG 295 
             GQ      +  V  D SSA++ L  A I  G+ V + G     L+        L  MG 
Sbjct: 232 LTGQPTLRGTDVVVPADPSSAAFPLVAALIVPGSEVILRGVMMNPLR--TGLITTLIEMG 289 
 
Query: 296 AKVTWTETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALF 343 
           A +   +         RE  G            LK +DV   + P   D    LAV A F 
Sbjct: 290 ADIERLDE--------REEGGETVADLRVRASRLKGVDVPAERAPSMIDEYPILAVAASF 341 
 
Query: 344 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 401 
           A+G T +  +   RVKE++R+ A+   L   G +     D  I+T   +       + T+ 
Sbjct: 342 AEGTTRMNGLHELRVKESDRLAAVAAGLAANGVTHAIEGDDLIVTGNGQAPAGGGTVATH 401 
 
Query: 402 DDHRMAMAF-SLAACAEVPVTIRDPGCTRKTFPDY 435 
            DHR+AMAF  L   A+ PVT+ D      +FP + 
Sbjct: 402 LDHRIAMAFLVLGLAAKSPVTVDDGAMIATSFPSF 436 
 
 
>ref|ZP_07399237.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus 
           duerdenii ATCC BAA-1640] 
 gb|EFM25794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus 
           duerdenii ATCC BAA-1640] 
          Length = 171 
 
 Score = 89.4 bits (220), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 49/165 (29%), Positives = 93/165 (56%), Gaps = 11/165 (6%) 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
           G    S QGD K  ++L+  GA +T ++  ++  G         HL + +V+ ++ PD+  
Sbjct: 3   GLNLESSQGDKKVVQILKKAGAILTCSDDCISSNGS--------HLNSFEVDFSETPDLF 54 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             L+VVA  + G + ++     ++KE+ R+ +    L  LGA V++  D  II   E L+ 
Sbjct: 55  PILSVVAALSKGQSVLKGGERLKLKESNRIESTFQMLKSLGADVKKRDDGLIIQGREILD 114 
 
Query: 395 VTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFD 437 
              +++++DHR+ M+ ++A+  C E PV+I + G  +K++P++FD 
Sbjct: 115 GGIVNSFNDHRIVMSATMASIKCKE-PVSIVNAGAVKKSYPNFFD 158 
 
 
>gb|ADU80242.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           India7] 
          Length = 429 
 
 Score = 89.4 bits (220), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 109/435 (25%), Positives = 187/435 (42%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
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Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTTLKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNSRPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAILGSPLKACNYESPIASAQVKSAFILSALQAQGSSTYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGADIQNQDGV--LMISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
              IT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 ACVITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI +  N   + D    L++  LFA G + +++    R KE++R+ A+ + L  LG     
Sbjct: 290 AISIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVISNLKALGIECG 349 
 
Query: 380 EGPDYCIITPPEKLNVTA----------IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D   I   E +              I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFYIEGLEDITQLKQRFSQKKPPLIQSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNLFKK 423 
 
 
>gb|ADO04216.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           Cuz20] 
          Length = 429 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 109/435 (25%), Positives = 190/435 (43%), Gaps = 37/435 (8%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTALKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P    +    I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLVILGSPLKACEYESPIASAQVKSAFILSALQAQGSSAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ +      I   +K     +  +  D SSA +F   
Sbjct: 177 ENELSRNHTEIMLK---SLGANIQNQNGV--LTISPLEKPLEAFDFTIANDPSSAFFFAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 321 
             AIT  + + ++       +  ++  E L+ MGA + +   S  +            LK 
Sbjct: 232 SCAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLK 289 
 
Query: 322 AIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           AI +  N   + D    L++  LFA G + +++    R KE++R+ A+ +    LG   E 
Sbjct: 290 AISIEQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPDYCIITPPEKLNVTA----------IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E  D   I   E ++             I +++DHR+AM+F++   A +P+ I +  C   
Sbjct: 350 EFEDGFYIEGLEDISQLKQRFSQKKPPLIQSFNDHRIAMSFAILTLA-LPLEIDNLECAN 408 
 
Query: 430 KTFPDYFDVLSTFVK 444 
            +FP +  +L+ F K 
Sbjct: 409 ISFPQFKRLLNLFKK 423 
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>ref|ZP_07476226.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. BO1] 
 gb|EFM58016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. BO1] 
          Length = 450 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 114/454 (25%), Positives = 196/454 (43%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----TYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   GA   EG     +      + L    ++T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGADCTEGEMSLTVRGRPGGKGLGGGTVETHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|YP_003057713.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           B38] 
 emb|CAX29537.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) [Helicobacter pylori B38] 
          Length = 429 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 112/439 (25%), Positives = 192/439 (43%), Gaps = 45/439 (10%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++   VV N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCVVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTAIKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G        
Sbjct: 122 FGAKI---LGREDNHFAPLVILGNPLKACHYESPIASAQVKSAFILSALQAQG------- 171 
 
Query: 203 DKLISIPYVEMTL-RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY---VEGDASSAS 258 
              +S+ Y E  L R      +K+  +D  ++  +      + P  A+   +  D SSA  
Sbjct: 172 ---VSV-YKESELSRNHTEIMLKSLGADIQNQDGVLKISPLEKPLEAFDFTIANDPSSAF 227 
 
Query: 259 YFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGPPREPF 315 
           +F    AIT  + + ++       +  ++  E L+ MGA + +   S  + + G       
Sbjct: 228 FFALACAITPKSHLLLKNVLLNPTR--IEAFEALKKMGAHIEYVIQSKDLEIIGDIYIEH 285 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
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                 +ID N+  + D    L++  LFA G + +++    R KE++R+ A+ +    LG 
Sbjct: 286 APLKAISIDQNIASLIDEIPALSIAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALG 345 
 
Query: 376 ASVEEGPDYCII-----TPPEKLNVTA-----IDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
              EE  D   I       P K   +      I +++DHR+AM+F++   A +P+ I +  
Sbjct: 346 IECEEFEDGFYIEGLEDISPLKQRFSQKKPPLIKSFNDHRIAMSFAVLTLA-LPLEIDNL 404 
 
Query: 426 GCTRKTFPDYFDVLSTFVK 444 
            C   +FP +  +L+ F K 
Sbjct: 405 ECANISFPQFKRLLNLFKK 423 
 
 
>ref|NP_223697.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           J99] 
 sp|Q9ZKF7.1|AROA_HELPJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAD06557.1| 3-PHOSPHOSHIKIMATE 1-CARBOXYVINYL TRANSFERASE [Helicobacter pylori 
           J99] 
          Length = 429 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 111/441 (25%), Positives = 189/441 (42%), Gaps = 49/441 (11%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L  ED    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAQKPCFVRNFLMGEDCLSSLEIAQNLGAKVE--NTAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPTTIKEPNKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            GA +   LG +        I G P         I+S Q  SA +++A  A G    +   
Sbjct: 122 FGAKI---LGREDNHFAPLAIVGGPLKACDYESPIASAQVKSAFILSALQAQGISAYK-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 262 
           +  +S  + E+ L+     G   ++ D   +  I   +K     +  +  D SSA +    
Sbjct: 177 ESELSRNHTEIMLK---SLGANIQNQDGVLK--ISPLEKPLESFDFTIANDPSSAFFLAL 231 
 
Query: 263 GAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGPPREPFGRKH 319 
             AIT  + + ++       +  ++  EVL+ MGA + +   S  + V G           
Sbjct: 232 ACAITPKSRLLLKNVLLNPTR--IEAFEVLKKMGAHIEYVIQSKDLEVIGDIYIEHAPLK 289 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
             +ID N+  + D    L++  LFA G + +R+    R KE++R+ A+ +    LG   E 
Sbjct: 290 AISIDQNIASLIDEIPALSIAMLFAKGKSMVRNAKDLRAKESDRIKAVVSNFKALGIECE 349 
 
Query: 380 EGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           E  D                +  I PP       I +++DHR+AM+F++   A +P+ I  
Sbjct: 350 EFEDGFYIEGLGDASQLKQHFSKIKPP------IIKSFNDHRIAMSFAVLTLA-LPLEID 402 
 
Query: 424 DPGCTRKTFPDYFDVLSTFVK 444 
           +  C   +FP +   L+ F K 
Sbjct: 403 NLECANISFPTFQLWLNLFKK 423 
 
 
>ref|ZP_03305162.1| hypothetical protein ANHYDRO_01599 [Anaerococcus hydrogenalis DSM 
           7454] 
 gb|EEB35416.1| hypothetical protein ANHYDRO_01599 [Anaerococcus hydrogenalis DSM 
           7454] 
          Length = 241 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 65/254 (25%), Positives = 128/254 (50%), Gaps = 32/254 (12%) 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV---KAEHSDSWDRFYIKGGQKYK 243 
           ++AA    G   I++ +K  SI Y+++T ++++ F V   K +HS      YI    + K 
Sbjct: 1   MLAASKLKGKTYIKLSEKPESIGYIDITRKVLKDFNVDVKKDKHS------YIIENPELK 54 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
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           SPKN  VEGD S+A++F  GA + G  + +      SLQ D +  E+ + +          
Sbjct: 55  SPKNYIVEGDWSNAAFFY-GANLLGSKIKISNLDKNSLQKDREIVEICQKIKK------- 106 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                        ++  K + ++++++PD+   +A++    D  + I +    R+KE++R 
Sbjct: 107 ------------CKEENKELKIDISQIPDLCPIVAILLTSLDKTSYIINGERLRLKESDR 154 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTI 422 
           + +    L  LGA+ +   D   I+   K++   +D+++DHR+ MA S+ +  A+  + I 
Sbjct: 155 LESTSKMLNDLGANCQILGDGLKISG--KISGGVVDSFNDHRIVMAASIGSLLAKEDIII 212 
 
Query: 423 RDPGCTRKTFPDYF 436 
           ++     K++P +F 
Sbjct: 213 KNYKAVNKSYPSFF 226 
 
 
>ref|ZP_06499379.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. syringae FF5] 
          Length = 145 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 57/138 (41%), Positives = 79/138 (57%), Gaps = 8/138 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L+ GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLARGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDC 150 
           PIG LV  L+++G +V   
Sbjct: 126 PIGPLVDALQRMGVEVSA 143 
 
 
>ref|ZP_05635999.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pseudomonas syringae 
           pv. tabaci ATCC 11528] 
          Length = 146 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 57/138 (41%), Positives = 80/138 (57%), Gaps = 8/138 (5%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V  PGSKS++NR LLLA L++GT+ +   L S+D   M  ALR +G  V+ D+  
Sbjct: 14  RPLVGRVSPPGSKSITNRALLLAGLAKGTSRLTGALKSDDTRVMSEALRLMG--VQVDEP 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                VV   G +       +  LFLGNAG A R LTAA+    G+  +V+DG   MR+R 
Sbjct: 72  DDSTFVVTSSGHW----QAPQQALFLGNAGTATRFLTAALANFEGD--FVVDGDEYMRKR 125 
 
Query: 133 PIGDLVVGLKQLGADVDC 150 
           PIG LV  L+++G +V   
Sbjct: 126 PIGPLVDALQRMGVEVSA 143 
 
 
>ref|YP_003068413.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Methylobacterium 
           extorquens DM4] 
 emb|CAX24555.1| 3-enolpyruvylshikimate-5-phosphate synthetase [Methylobacterium 
           extorquens DM4] 
          Length = 436 
 
 Score = 89.0 bits (219), Expect = 1e-15,   Method: Compositional matrix adjust. 
 Identities = 126/445 (28%), Positives = 196/445 (44%), Gaps = 50/445 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G++K PG KS+S+R ++L  L+ G T V+ LL  +DV     A + LG  +  +   + 
Sbjct: 1   MNGSLKPPGDKSISHRAMILGLLAIGETRVEGLLEGDDVLRTAAAAKALGAQITREGEGR 60 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R V VG GG   ++D   +  L  GNAG   R +   V   G   T   DG   +R+RP 
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Sbjct: 61  WRIVGVGIGG---MQDP--DGVLDFGNAGTGSRLMMGVV--GGQPVTATFDGDASLRKRP 113 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +  ++  + ++GA++         P+ + G    P   + +   +   S+Q  SA+L+A  
Sbjct: 114 MRRILDPILKMGAEIVSEAEGGRVPLTLRG----PREAIPIRYELPVASAQIKSAVLLAG 169 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD----RFYIKGGQKYKSPK 246 
             A G     +I+K  S  + E  LRL   FG +   + S +    R     GQ       
Sbjct: 170 LNAPGTT--TVIEKAASRDHTERMLRL---FGAEVSVTPSGEGGHGRTVTLTGQPTLRGT 224 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +  V  D SSA++ L  A +  G+ V + G     L+        L  MGA +   +    
Sbjct: 225 DVVVPADPSSAAFPLVAALVVPGSEVILRGVMMNPLR--TGLITTLIEMGADIERLDE-- 280 
 
Query: 306 TVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
                 RE  G            LK +DV   + P   D    LAV A FA+G T +  + 
Sbjct: 281 ------REEGGETVADLRVRASRLKGVDVPAERAPSMIDEYPILAVAASFAEGTTRMNGL 334 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTYDDHRMAMAF- 410 
              RVKE++R+ A+   L   G +     D  I+T   +       + T+ DHR+AMAF  
Sbjct: 335 HELRVKESDRLAAVAAGLAANGVTHAIEGDDLIVTGDGQAPAGGGTVATHLDHRIAMAFL 394 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDY 435 
            L   A  PVT+ D      +FP + 
Sbjct: 395 VLGLAARSPVTVDDGAMIATSFPSF 419 
 
 
>ref|ZP_04679202.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ochrobactrum 
           intermedium LMG 3301] 
 gb|EEQ94708.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Ochrobactrum 
           intermedium LMG 3301] 
          Length = 450 
 
 Score = 89.0 bits (219), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 113/455 (24%), Positives = 191/455 (41%), Gaps = 65/455 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D   
Sbjct: 18  LTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGAKIRKEGDVW 77 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               V  GC         + E  L  GNAG   R     V       +++ D    + +R 
Sbjct: 78  IINGVGNGC-------LLQPEAALDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLSKR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           P+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA+L 
Sbjct: 129 PMGRVLNPLREMGVQVEAADGDRMPLTLIGPKTANPI----TYRVPMA---SAQVKSAVL 181 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ      
Sbjct: 182 LAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRITGQGKLVG 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAI-----------------TGGTVTVEGCGTTSLQGDVKFA 288 
           +   V GD SS ++ L  A +                 TG  +T++  G      + + A 
Sbjct: 237 QTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLILTLQEMGADIEVLNARLA 296 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
              ++   +V  ++    V  P R P               M D    LA+ A FA+G T 
Sbjct: 297 GGEDVADLRVRASKLKGVVVPPERAP--------------SMIDEYPVLAIAASFAEGET 342 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK-LNVTAIDTYDDHR 405 
            +  +   RVKE++R+ A+   L   G    EG     +   P  K L    + T+ DHR 
Sbjct: 343 VMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPDGKGLGGGTVATHLDHR 402 
 
Query: 406 MAMAF-SLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +AM+F  +   AE PVT+ D      +FP++ D++ 
Sbjct: 403 IAMSFLVMGLAAEKPVTVDDSNMIATSFPEFMDMM 437 
 
 
>sp|P0A2Y4.1|AROA_PSES2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
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           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|P0A2Y5.1|AROA_ACHSL RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
          Length = 449 
 
 Score = 88.6 bits (218), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 113/455 (24%), Positives = 191/455 (41%), Gaps = 65/455 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D   
Sbjct: 18  LTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGAKIRKEGDVW 77 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               V  GC         + E  L  GNAG   R     V       +++ D    + +R 
Sbjct: 78  IINGVGNGC-------LLQPEAALDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLSKR 128 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           P+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA+L 
Sbjct: 129 PMGRVLNPLREMGVQVEAADGDRMPLTLIGPKTANPI----TYRVPMA---SAQVKSAVL 181 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ      
Sbjct: 182 LAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRITGQGKLVG 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAI-----------------TGGTVTVEGCGTTSLQGDVKFA 288 
           +   V GD SS ++ L  A +                 TG  +T++  G      + + A 
Sbjct: 237 QTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLILTLQEMGADIEVLNARLA 296 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 348 
              ++   +V  ++    V  P R P               M D    LA+ A FA+G T 
Sbjct: 297 GGEDVADLRVRASKLKGVVVPPERAP--------------SMIDEYPVLAIAASFAEGET 342 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK-LNVTAIDTYDDHR 405 
            +  +   RVKE++R+ A+   L   G    EG     +   P  K L    + T+ DHR 
Sbjct: 343 VMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPDGKGLGGGTVATHLDHR 402 
 
Query: 406 MAMAF-SLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +AM+F  +   AE PVT+ D      +FP++ D++ 
Sbjct: 403 IAMSFLVMGLAAEKPVTVDDSNMIATSFPEFMDMM 437 
 
 
>ref|YP_425387.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodospirillum rubrum 
           ATCC 11170] 
 sp|Q2RXP5.1|AROA_RHORT RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABC21100.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Rhodospirillum rubrum 
           ATCC 11170] 
          Length = 451 
 
 Score = 88.6 bits (218), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 126/447 (28%), Positives = 194/447 (43%), Gaps = 43/447 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++PG KS+S+R L+L  L+ G T +  LL  EDV     A+  +G  ++  + A  
Sbjct: 18  LSGRIRVPGDKSISHRALMLGGLAVGRTEIRGLLEGEDVIATAHAMEAMGARIDRQETAD 77 
 
Query: 75  RAVV-----VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
            A V     VG GG     D      L +GNAG   R L   +  A  + T +L G   + 
Sbjct: 78  GAGVWTVDGVGVGGLAEPADV-----LDMGNAGTGARLLMGLL--ATHDLTAILTGDASL 130 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGG-LP-GGKVKLSGSISSQYLSA 185 
           R RP+  +   L   GA    F+G      P+ V G    LP   +V +    S+Q  SA 
Sbjct: 131 RGRPMKRVTDPLALFGA---SFVGRSGGRLPMAVRGTATPLPVSYRVPVP---SAQVKSA 184 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G  E  +I+ + +  + E   R++  FG  ++    D         GQ    
Sbjct: 185 VLLAGLNTPG--ETTVIEPVATRDHTE---RMLGHFGAALRLGRDDQGATTITLTGQPEL 239 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
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                 V  D SSA++ L  A +   + VT+ G G    +  +   + L  MGA +   + 
Sbjct: 240 RAAPVEVPADPSSAAFPLVAAVLVPESHVTLAGVGMNPQR--IGLIDTLREMGADILIRD 297 
 
Query: 303 TSVTVTGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
             +    P  +   R   L  I+V   + P   D    LAV A  A G T +  +   RV 
Sbjct: 298 PRIEAGEPVADLEVRASALTGIEVPAARAPSMIDEYPILAVAAACARGTTRMHGLGELRV 357 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII----TPPEKLNVTAIDTYDDHRMAMAF-SLA 413 
           KE++R+ A+ T L   G  V    D  I+    T P+     A++   DHR+ MAF  L  
Sbjct: 358 KESDRLSAVATGLAACGVDVTVDGDTLIVHGKGTVPKGGATVAVNL--DHRIGMAFLVLG 415 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
             +   VTI D      +FP +  +++ 
Sbjct: 416 LVSAEAVTIDDGRAIDTSFPGFVTLMT 442 
 
 
>ref|YP_178972.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           RM1221] 
 sp|Q5HUR3.1|AROA_CAMJR RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAW35307.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           RM1221] 
 gb|ADT72664.1| 5-Enolpyruvylshikimate-3-phosphate synthase / AroF [Campylobacter 
           jejuni subsp. jejuni S3] 
          Length = 428 
 
 Score = 88.6 bits (218), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 102/431 (23%), Positives = 184/431 (42%), Gaps = 34/431 (7%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG    +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGIFGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QKLKAFNFKSEIS-SAQVKTAMILSAFRA------- 178 
 
Query: 201 IIDKLISIPYVEMTLRLMERF--GVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASS 256 
             D + +   + ++    E     +KA    S D     I   +K    +N  +  D SS 
Sbjct: 179 --DNVCTFSEISLSRNHSENMLKAMKAPIRVSNDGLSLEINPLKKPLKAQNIIIPNDPSS 236 
 
Query: 257 ASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV--TWTETSVTVTGPPRE 313 
           A YF LA   +    + ++       +  ++  ++L+ MGAK+  T T+      G  R  
Sbjct: 237 AFYFVLAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMTITQNDFETIGEIRV 294 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
              + +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   
Sbjct: 295 ESSKLNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKL 354 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKT 431 
            G    E  D   I    +L  + I +Y DHR+AM+F++    C    + I D  C + + 
Sbjct: 355 CGVEARELDDGFEIEGGCELKSSKIKSYGDHRIAMSFAILGLLCG---IEIDDSDCIKTS 411 
 
Query: 432 FPDYFDVLSTF 442 
           FP++ ++LS   
Sbjct: 412 FPNFIEILSNL 422 
 
 
>sp|A8Z6D5.1|AROA_CAMC1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABW74752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           concisus 13826] 
          Length = 428 
 
 Score = 88.2 bits (217), Expect = 2e-15,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1535



 

 

 Identities = 109/431 (25%), Positives = 189/431 (43%), Gaps = 43/431 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + LS+  + V N L + D    L  +  LG  +E D  A+  +    
Sbjct: 17  IAADKSISHRCAMFSLLSDKPSRVRNYLRAGDTLNTLKIVELLGAKIE-DNGAEIIIT-- 73 
 
Query: 81  CGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
                P +  KE  ++   GN+G AMR     + A  G   +VL G   +  RP+  +   
Sbjct: 74  -----PPQKIKEPNEILECGNSGTAMRLFMGLLAAQDG--FFVLSGDKYLNSRPMARIAK 126 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVE 198 
            L ++GA +D     +  P+    I G    +      I+S Q  SALL+AA  + G    
Sbjct: 127 PLNEMGAKIDGANNANNAPL---CIRGTKFERFSFDSKIASAQVKSALLLAALYSNG--- 180 
 
Query: 199 IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
            +  +  +S  + E   R++   G   +  +      ++  +   SP +  V  D SSA  
Sbjct: 181 CKFSEPELSRDHTE---RMLAGMGANIKRDEL--EITLEPMRSPLSPLDIDVPNDPSSAF 235 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--------VTVTGP 310 
           +F   A I   +  +      + +  ++   VLE MGA++ + +TS        + V    
Sbjct: 236 FFAVAALIIPNSHIILKNILLN-KTRIEAYRVLEKMGAEIKFHKTSSKYEDIGDIEVRYS 294 
 
Query: 311 PREPFGRKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           P       +LK I+V  N++ + D A  LA+    A G + + +    RVKE++R+     
Sbjct: 295 P-------NLKGIEVSENISWLIDEAPALAIAFACAKGQSKLTNAKELRVKESDRIAVTI 347 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
             L + G    E  D  II   E    T ID++ DHR+AM+F++    +  + I       
Sbjct: 348 NALKQCGVDASELEDGFIINGSEAKFAT-IDSHGDHRIAMSFAILGL-KCGMQIEKSEFI 405 
 
Query: 429 RKTFPDYFDVL 439 
             +FP++ ++L 
Sbjct: 406 ATSFPNFAEIL 416 
 
 
>ref|YP_023380.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Picrophilus torridus 
           DSM 9790] 
 sp|Q6L1G5.1|AROA_PICTO RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 gb|AAT43187.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Picrophilus torridus 
           DSM 9790] 
          Length = 411 
 
 Score = 88.2 bits (217), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 90/432 (20%), Positives = 187/432 (43%), Gaps = 44/432 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G +  P SKS S R +L +A S     + N+  S+D    L   R  G  +E + +     
Sbjct: 12  GVINAPSSKSFSQRYILYSAFSNIPVTLKNVSFSDDERIALEIARACGADIEFNDSLTIK 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
               C          +E+    G +G ++R L   + AA    T++ +    ++ RP+ D 
Sbjct: 72  PDFRC---------PDEINA--GESGTSLR-LATGLLAARRCKTFIHEEASLLK-RPLDD 118 
 
Query: 137 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 196 
           L+  L +       F   D   + ++    +P   + + G  SSQ++S+++M   L  G  
Sbjct: 119 LIKTLSEKNV---VFNNLD-NGIMIDASNSIPSDSI-IDGGRSSQFVSSMMMYHSLTSGS 173 
 
Query: 197 VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
           ++      ++S  Y+++T++ +  FG+    S+ +  F    G+         +EGD SS 
Sbjct: 174 LKAL---NIVSNDYIKITIKTLNDFGISVYSSNGFFEF----GKTLMKGNKICIEGDYSS 226 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
           A++++    +  G + ++   + S Q D        ++      +E  + +          
Sbjct: 227 AAFWIV-LGLFKGDIEIKNLKSDSCQPDAA------IINIINGISERKIDIYNNKIVVHK 279 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
            + L  + ++++K PD+A  L+++ +F+D    I +     +KE+ R   I +     GA 
Sbjct: 280 TRFLGDLYIDVDKNPDLAPPLSIIGIFSDVAVHILNYRRLEIKESNREENIISMARSFGA 339 
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Query: 377 SVEEGPDYCI-----ITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRK 430 
            +E+  +  +     I+ PE++      ++ DHRM M+  +A   +   +   +     K 
Sbjct: 340 LIEKNDNEMVIRRGKISLPERI------SFSDHRMIMSSIIAGLISSGDILYENIENINK 393 
 
Query: 431 TFPDYFDVLSTF 442 
           ++P + + LS   
Sbjct: 394 SYPGFLNDLSNL 405 
 
 
>ref|NP_111838.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoplasma 
           volcanium GSS1] 
 sp|Q978S3.1|AROA_THEVO RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 dbj|BAB60484.1| 5-enolpyruvylshikimate 3-phosphate synthase [Thermoplasma volcanium 
           GSS1] 
          Length = 410 
 
 Score = 88.2 bits (217), Expect = 2e-15,   Method: Compositional matrix adjust. 
 Identities = 109/431 (25%), Positives = 193/431 (44%), Gaps = 42/431 (9%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SG  ++P SKS + R +L +A    + V++ +  + D    +    ++G ++  +    R 
Sbjct: 11  SGIAEMPSSKSFTQRYVLASAFLNKSVVLNGITITNDDDVAMRIAESVGSTITINN---R 67 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           ++ +    K P E       +++G +G + R L+  + AA G  T +  G   + +RPI  
Sbjct: 68  SIKISSNFKCPEE-------IYVGESGTSYR-LSIGLLAASGCVTRI-KGEDSLAKRPIE 118 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA-APLAL 194 
            L++ L + G     F   +     V+G        V++ GS SSQ++S+L++  A     
Sbjct: 119 PLLMALGENGVK---FERNEAGFYNVDGRNS-QKKHVEIEGS-SSQFVSSLMLYYAKKGG 173 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+     I    SI YV +T R++   G  A    +     I     +K+  +  VE D  
Sbjct: 174 GEFTARNIK---SIGYVYITKRVLYDLGYFANIERT---ITINPTGVWKTAID--VEPDY 225 
 
Query: 255 SSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
           SS ++F+    ++    V       + +Q D   + +L++    +      + V     E 
Sbjct: 226 SSMAFFMVLGLLSDSVDVRFRIKRISRIQPD---SVILDLFKNNILINGEEIRVISGINE 282 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
           P       ++D +MN  PD+   L+V+ +F+     IR+    + KE+ R   I     + 
Sbjct: 283 PV------SVDADMN--PDLCPPLSVIGIFSKYGVQIRNYERLKTKESNRYEGIIDLAER 334 
 
Query: 374 LGASVEE-GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKT 431 
            GA+VE+ G D  I   P  +    + +Y DHRM MA S+A+     P  I +   T K+ 
Sbjct: 335 FGANVEDNGQDLFI--KPGSVRFPDVISYKDHRMIMAASIASLIGGFPTVIENAEKTAKS 392 
 
Query: 432 FPDYFDVLSTF 442 
           FP +F  LS F 
Sbjct: 393 FPGFFAELSKF 403 
 
 
>ref|YP_001758244.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           radiotolerans JCM 2831] 
 sp|B1M0N9.1|AROA_METRJ RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACB27561.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium 
           radiotolerans JCM 2831] 
          Length = 449 
 
 Score = 87.8 bits (216), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 127/456 (27%), Positives = 188/456 (41%), Gaps = 50/456 (10%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   + G ++ PG KS+S+R ++L  LS+G T V+ LL  +DV     A + LG  VE   
Sbjct: 14  PGAPLRGRLRPPGDKSISHRSMILGLLSQGETRVEGLLEGDDVLRTAAAAKALGAGVERL 73 
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Query: 71  KAAK-RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              + R   VG GG     D      L  GNAG   R +   V   G   T   DG   + 
Sbjct: 74  GPGRWRVQGVGIGGLGDPADV-----LDFGNAGTGSRLMMGVV--GGQPVTATFDGDASL 126 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL---SGSISSQYLSAL 186 
           R RP+  ++  L ++G  V         P+ + G    P   + +   + + S+Q  SA+ 
Sbjct: 127 RSRPMRRILDPLTRMGTQVLSEAEGGRVPLTLRG----PREAIPITYETPAASAQIKSAV 182 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG----VKAEHSDSWDRFYIKGGQKY 242 
           L+A   A G     +I+   +  + E  LRL   FG    V+        R     GQ   
Sbjct: 183 LLAGLNAPG--VTTVIEAAATRDHTERMLRL---FGAAVSVEPHGPGGHGRKVALTGQPT 237 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               +  V  D SSA++ L  A I  G+ V +EG     L+  +     L  MGA++    
Sbjct: 238 LRGTDVVVPADPSSAAFPLVAALIVPGSDVVIEGVMMNPLR--IGLITTLLEMGAQIERV 295 
 
Query: 302 ETSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTA 349 
                     RE  G            L  +DV   + P   D    LAV A FA+G T  
Sbjct: 296 AE--------REEGGETVADLRVRASRLNGVDVPAERAPAMIDEYPVLAVAASFAEGRTR 347 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGA-SVEEGPDYCI-ITPPEKLNVTAIDTYDDHRMA 407 
           +  +   RVKE++R+ A+   L   G     EG D  +            ++T+ DHR+A 
Sbjct: 348 MSGLHELRVKESDRLAAVAAGLAANGVRHTVEGDDLVVEGDGAAAPGGGTVETHLDHRIA 407 
 
Query: 408 MAF-SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           MAF  +   A  PVT+ D      +FP +   +    
Sbjct: 408 MAFLVMGLAARNPVTVDDGAMIATSFPSFLPTMQAL 443 
 
 
>ref|ZP_00367067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter coli 
           RM2228] 
 ref|ZP_07401214.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter coli 
           JV20] 
 gb|EAL57713.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter coli 
           RM2228] 
 gb|EFM37777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter coli 
           JV20] 
          Length = 426 
 
 Score = 87.8 bits (216), Expect = 3e-15,   Method: Compositional matrix adjust. 
 Identities = 105/430 (24%), Positives = 190/430 (44%), Gaps = 37/430 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L +ED    L  +  LG  V+ + ++   +    
Sbjct: 16  IAADKSISHRFAIFSLLTQSENRAKNYLLAEDTLNTLKIIENLGAKVKREGSSVSIMP-- 73 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 74  -----PSEILSPNCVLECGNSGTAMRLMIGFL--AGVSGFFVLSGDKYLNNRPMKRICKP 126 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L ++GA +      +  P+ + G   L     K   S S+Q  +A++++A  A  D   + 
Sbjct: 127 LSEIGAKIYGREQANLAPLCIEG-QKLKAFDYKSEIS-SAQVKTAMILSAFRA--DKTSK 182 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
             +  +S  + E  L+ M       + SD +    I    +    ++  +  D SSA YF 
Sbjct: 183 FSEISLSRNHSENMLKAM---NAPLKISDDYLSLEISPLNQALKAQDILIPNDPSSAFYF 239 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 319 
            LA   +    V ++       +  ++  ++L+ MGAK+      + +T    E  G  H 
Sbjct: 240 ALAAIILPNSKVVLKNILLNPTR--IEAYKILQKMGAKL-----EIKITQNDFETIGEIH 292 
 
Query: 320 -----LKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 372 
                LKA++V  N+  + D A  LA+    A G + + +    RVKE++R+ A    L  
Sbjct: 293 ASSSELKAVEVKENIAWLIDEAPALAIAFALAKGKSKLINAKELRVKESDRIAATVENLK 352 
 
Query: 373 KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRK 430 
             G + +E  D   I   + +    I +Y DHR+AM+F++    C    + I +  C +  
Sbjct: 353 LCGVNAKELEDGFEIEGSQ-IKKAKIKSYGDHRIAMSFAILGLLCG---MEIDESECIKT 408 
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Query: 431 TFPDYFDVLS 440 
           +FP++ D+L+ 
Sbjct: 409 SFPNFMDILT 418 
 
 
>ref|YP_001253986.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A str. ATCC 3502] 
 ref|YP_001383824.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A str. ATCC 19397] 
 ref|YP_001387374.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A str. Hall] 
 emb|CAL83016.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A str. ATCC 3502] 
 gb|ABS34318.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A str. ATCC 19397] 
 gb|ABS36189.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A str. Hall] 
          Length = 442 
 
 Score = 87.4 bits (215), Expect = 4e-15,   Method: Compositional matrix adjust. 
 Identities = 106/455 (23%), Positives = 208/455 (45%), Gaps = 55/455 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGEYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++       ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGILSGIRAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA+++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAEIES--KDNKLPLKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ++ G   I       +  ++++   Y++ ++ +   +    + S S     I+  +   + 
Sbjct: 179 MSKGKTTIVENKSTRDHTERMLK--YLDASINIRNIYSKDKKKSSSKKEITIEKSKL--N 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTE 302 
            K+ YV GD SSA++ ++ A +  G+     C    L  +G +++  VL  MGA +   E 
Sbjct: 235 SKDIYVPGDISSAAFLISAALLIQGSNL---CIKNVLLNEGRIEYINVLRNMGANIE-IE 290 
 
Query: 303 TSVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVA 354 
               + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V  
Sbjct: 291 KGKLLNG---EPVGNIYVKESYLKGITVEKHITPNIIDEIPVLSVIAAFSEGKTIFKSVE 347 
 
Query: 355 SWRVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
             + KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+ 
Sbjct: 348 ELKFKESDRVEAIIENLKRADVKAIYKNGDLIIEGNRSYIDKSLE------IESFKDHRI 401 
 
Query: 407 AMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           A+AF + +      T I+D  CT  +FP+   + + 
Sbjct: 402 ALAFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|YP_001490938.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcobacter butzleri 
           RM4018] 
 sp|A8EWE5.1|AROA_ARCB4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABV68268.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcobacter butzleri 
           RM4018] 
          Length = 425 
 
 Score = 87.0 bits (214), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 107/433 (24%), Positives = 189/433 (43%), Gaps = 39/433 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + +  S  T+ + N L +ED    L  +  LG  ++ D +         
Sbjct: 20  IASDKSISHRCAMFSLFSNQTSYIKNYLTAEDTLNTLSIVEQLGAKIKRDGSYVEIT--- 76 
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Query: 81  CGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
                P     E   +   GN+G AMR     + +  G  +++L G   +R RP+  +   
Sbjct: 77  -----PTSTLTEPSDVLDCGNSGTAMRLFCGLLASVEG--SFILTGDKYLRNRPMKRVAD 129 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+ +GA +D     +  P+ + G+  L       S   S+Q  SA+++AA  A G     
Sbjct: 130 PLRSIGALIDGRENGNKAPLFIRGVKELKPFTYH-SPVDSAQVKSAMILAALRANGISRY 188 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 258 
           +  +  ++  + E   R++   G   E+ +D +   +   G  +  P N  V  D SSA  
Sbjct: 189 K--ENELTRDHTE---RMLNGMGATLEYDNDGFINIHPLNG--HLKPLNITVPTDPSSAF 241 
 
Query: 259 YFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG- 316 
           +F   AAIT  + V ++       +  V+  +VL+ MG  V + E          EP G  
Sbjct: 242 FFAVAAAITSKSRVLIKNVTLNPTR--VEAYQVLKRMGVIVNFIEKENVY-----EPIGD 294 
 
Query: 317 ----RKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                  L  +DV  N++ + D    L++    A G + + +    RVKE++R+ ++    
Sbjct: 295 IEVINNELNGVDVSENISWLIDELPALSIAMSLAKGKSKVSNAKELRVKESDRISSVVNN 354 
 
Query: 371 LTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           L        E  D Y I+     L    ID++ DHR+AM+F++A      + I D  C   
Sbjct: 355 LKLCKVDFTEFEDGYEIVGG--SLQKAVIDSHGDHRIAMSFAIAGL-NCDMDIEDIQCIE 411 
 
Query: 430 KTFPDYFDVLSTF 442 
            +FP++ ++L +  
Sbjct: 412 TSFPNFKEILDSL 424 
 
 
>ref|YP_001773239.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium sp. 
           4-46] 
 sp|B0UC54.1|AROA_METS4 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACA20805.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacterium sp. 
           4-46] 
          Length = 449 
 
 Score = 87.0 bits (214), Expect = 5e-15,   Method: Compositional matrix adjust. 
 Identities = 127/447 (28%), Positives = 188/447 (42%), Gaps = 52/447 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G ++ PG KS+S+R ++L  LS G T V+ LL  +DV     A R LG  ++ D   + 
Sbjct: 18  LRGRLRPPGDKSISHRAMILGLLSLGETRVEGLLEGDDVLRTAAAARALGAGIDRDGPGR 77 
 
Query: 75  -RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R   VG GG      +  E  L  GNAG   R +   V   G   T   DG   +R+RP 
Sbjct: 78  WRVRGVGIGGL-----SDPEGVLDFGNAGTGSRLMMGVV--GGQPVTATFDGDASLRKRP 130 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +  ++  L Q+GA +         P+ + G    P   + ++ +    S+Q  SA+L+A  
Sbjct: 131 MRRILDPLVQMGAQILSEQAGGRVPLTLRG----PEEAIPITYATPVASAQVKSAVLLAG 186 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG----VKAEHSDSWDRFYIKGGQKYKSPK 246 
             A G     +I+   +  + E  LRL   FG    V A       R     GQ       
Sbjct: 187 LNAPGTT--TVIEAAATRDHTERMLRL---FGAEVTVAAHGPAGHGRAIALTGQPTLRAA 241 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
              V  D SSA++ +  A I  G+ V +EG     L+        L  MGA +        
Sbjct: 242 EVIVPADPSSAAFPIVAALIVPGSDVVIEGVMMNPLR--TGLITTLIEMGADIARLNE-- 297 
 
Query: 306 TVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 353 
                 R+  G            L  + V   + P   D    LAV A FA+G T ++ + 
Sbjct: 298 ------RDEGGETVADLRVRASRLAGVTVPPERAPAMIDEYPVLAVAAAFAEGTTRMQGL 351 
 
Query: 354 ASWRVKETERMVAIRTELTKLG-ASVEEGPDYCIITP--PEKLNVTAIDTYDDHRMAMAF 410 
              RVKE++R+ A+   L   G A   EG D  +     P     T + T+ DHR+AMAF 
Sbjct: 352 HELRVKESDRLAAVADGLRANGVAHAVEGDDLIVHGDGRPAPGGGT-VATHLDHRIAMAF 410 
 
Query: 411 -SLAACAEVPVTIRDPGCTRKTFPDYF 436 
             +   A  PVT+ D      ++P +  
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Sbjct: 411 LVMGLAAGEPVTVDDGAMIATSYPAFL 437 
 
 
>ref|ZP_01870782.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio shilonii AK1] 
 gb|EDL50621.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Vibrio shilonii AK1] 
          Length = 94 
 
 Score = 87.0 bits (214), Expect = 6e-15,   Method: Composition-based stats. 
 Identities = 51/96 (53%), Positives = 69/96 (71%), Gaps = 3/96 (3%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E + LQPI+++SGTV LPGSKS+SNR LLLAAL+EGTT + NLL+S+D+ +ML AL +LG 
Sbjct: 2   ESLTLQPIQKVSGTVNLPGSKSVSNRALLLAALAEGTTTLTNLLDSDDIRHMLNALSSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 100 
           +  +  +   + +V G G  F V + KE   LFLGN 
Sbjct: 62  VEYQLSEDKTQCIVKGLGQPFSVSEPKE---LFLGN 94 
 
 
>ref|YP_220807.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           1 str. 9-941] 
 sp|P0C100.1|AROA_BRUAB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|AAX73446.1| AroA, 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           abortus bv. 1 str. 9-941] 
          Length = 450 
 
 Score = 86.7 bits (213), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQDFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSEVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|YP_003105996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella microti CCM 
           4915] 
 gb|ACU47047.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella microti CCM 
           4915] 
          Length = 450 
 
 Score = 86.7 bits (213), Expect = 6e-15,   Method: Compositional matrix adjust. 
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 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 ILLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|YP_002803900.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A2 str. Kyoto] 
 gb|ACO84572.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           A2 str. Kyoto] 
          Length = 442 
 
 Score = 86.7 bits (213), Expect = 6e-15,   Method: Compositional matrix adjust. 
 Identities = 106/455 (23%), Positives = 207/455 (45%), Gaps = 55/455 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGEYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++       ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTIRLMAGILSGIRAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--KDNKLPLKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ++ G   I       +  ++++   Y++ ++ +   +    + S S     I+  +   + 
Sbjct: 179 MSKGKTTIVENKSTRDHTERMLK--YLDASINIRNIYSKDKKKSSSKKEITIEKSKL--N 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTE 302 
            K+ YV GD SSA++ ++ A +  G+     C    L  +G +++  VL  MGA +   E 
Sbjct: 235 SKDIYVPGDISSAAFLISAALLIQGSNL---CIKNVLLNEGRIEYINVLRNMGANIE-IE 290 
 
Query: 303 TSVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVA 354 
               + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V  
Sbjct: 291 KGKLLNG---EPVGNIYVKESYLKGITVEKHITPNIIDEIPVLSVIAAFSEGKTIFKSVE 347 
 
Query: 355 SWRVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
             + KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+ 
Sbjct: 348 ELKFKESDRVEAIIENLKRADVKAIYKNGDLIIEGNRSYIDKSLE------IESFKDHRI 401 
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Query: 407 AMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           A+AF + +      T I+D  CT  +FP+   + + 
Sbjct: 402 ALAFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|YP_413526.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           biovar Abortus 2308] 
 ref|YP_001934058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus S19] 
 ref|ZP_05153594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           6 str. 870] 
 ref|ZP_05158286.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           2 str. 86/8/59] 
 ref|ZP_05189948.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           4 str. 292] 
 ref|ZP_05464130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           9 str. C68] 
 ref|ZP_05868229.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 6 
           str. 870] 
 ref|ZP_05871453.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 4 
           str. 292] 
 ref|ZP_05873173.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 2 
           str. 86/8/59] 
 ref|ZP_05896519.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           9 str. C68] 
 sp|Q2YPN6.1|AROA_BRUA2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|B2S7T0.1|AROA_BRUA1 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAJ09979.1| ATP/GTP-binding site motif A (P-loop):EPSP synthase 
           (3-phosphoshikimate 
           1-carboxyvinyltransferase):3-phosphoshikimate 1-carbo 
           [Brucella melitensis biovar Abortus 2308] 
 gb|ACD71584.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus S19] 
 gb|EEX56363.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 4 
           str. 292] 
 gb|EEX58083.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 2 
           str. 86/8/59] 
 gb|EEX62810.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 6 
           str. 870] 
 gb|EEX81502.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           9 str. C68] 
          Length = 450 
 
 Score = 86.7 bits (213), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSEVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
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Sbjct: 293 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|YP_001626705.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis ATCC 
           23445] 
 ref|YP_002731802.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           ATCC 23457] 
 ref|ZP_05162669.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 5 
           str. 513] 
 ref|ZP_05169101.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis M163/99/10] 
 ref|ZP_05170996.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis B2/94] 
 ref|ZP_05175201.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M644/93/1] 
 ref|ZP_05178063.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M13/05/1] 
 ref|ZP_05444323.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis M292/94/1] 
 ref|ZP_05450350.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella neotomae 
           5K33] 
 ref|ZP_05453454.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 3 str. Ether] 
 ref|ZP_05456591.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M490/95/1] 
 ref|ZP_05459650.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti B1/94] 
 ref|ZP_05467452.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 2 str. 63/9] 
 ref|ZP_05756423.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. F5/99] 
 ref|ZP_05932309.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M13/05/1] 
 ref|ZP_05935536.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti B1/94] 
 ref|ZP_05953953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis M163/99/10] 
 ref|ZP_05955882.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis B2/94] 
 ref|ZP_05960319.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M644/93/1] 
 ref|ZP_05963343.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella neotomae 
           5K33] 
 ref|ZP_05995059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 5 
           str. 513] 
 ref|ZP_06002849.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. F5/99] 
 ref|ZP_06100312.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis M292/94/1] 
 ref|ZP_06106529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 3 str. Ether] 
 ref|ZP_06109773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M490/95/1] 
 sp|B0CI45.1|AROA_BRUSI RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|C0RG90.1|AROA_BRUMB RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABY37135.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis ATCC 
           23445] 
 gb|ACN99847.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           ATCC 23457] 
 gb|EEX86492.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti B1/94] 
 gb|EEX89685.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M13/05/1] 
 gb|EEX97308.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
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           M644/93/1] 
 gb|EEX99404.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis B2/94] 
 gb|EEY03623.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella neotomae 
           5K33] 
 gb|EEY07279.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis M163/99/10] 
 gb|EEY27120.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. F5/99] 
 gb|EEY29029.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 5 
           str. 513] 
 gb|EEZ07674.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti 
           M490/95/1] 
 gb|EEZ10874.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 3 str. Ether] 
 gb|EEZ19006.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 2 str. 63/9] 
 gb|EEZ30213.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella 
           pinnipedialis M292/94/1] 
          Length = 450 
 
 Score = 86.7 bits (213), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|NP_697067.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis 1330] 
 ref|YP_001591902.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella canis ATCC 
           23365] 
 ref|ZP_05167035.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 3 
           str. 686] 
 ref|ZP_05837797.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 4 
           str. 40] 
 ref|ZP_05999624.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 3 
           str. 686] 
 sp|Q8G3C4.1|AROA_BRUSU RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 sp|A9M6N0.1|AROA_BRUC2 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
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 gb|AAN28982.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis 1330] 
 gb|ABX61131.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella canis ATCC 
           23365] 
 gb|EEW91925.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 4 
           str. 40] 
 gb|EEY33594.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella suis bv. 3 
           str. 686] 
          Length = 450 
 
 Score = 86.7 bits (213), Expect = 7e-15,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVRASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|ZP_06792105.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. NVSL 
           07-0026] 
 gb|EFG37020.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. NVSL 
           07-0026] 
          Length = 450 
 
 Score = 86.3 bits (212), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
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           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLTGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|ZP_02614795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           NCTC 2916] 
 gb|EDT80941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           NCTC 2916] 
          Length = 442 
 
 Score = 86.3 bits (212), Expect = 8e-15,   Method: Compositional matrix adjust. 
 Identities = 102/451 (22%), Positives = 207/451 (45%), Gaps = 47/451 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGEYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++       ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGILSGIRAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--KDNKLPLKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ++ G   I       +  ++++   Y++ ++ +   +    + S S     I+  +   + 
Sbjct: 179 MSKGKTTIVENKSTRDHTERMLK--YLDASINIRNIYSKDKKKSSSKKEITIEKSKL--N 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTE 302 
            K+ YV GD SSA++ ++ A +  G+     C    L  +G +++  VL  MGA +   + 
Sbjct: 235 SKDIYVPGDISSAAFLISAALLIQGS---NLCIKNVLLNEGRIEYINVLRNMGANIEIKK 291 
 
Query: 303 TSVTVTGPPREPFGRK-HLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVASWRV 358 
             +    P    + ++ +LK I V  +  P++      L+V+A F++G T  + V   +  
Sbjct: 292 GKLLNGEPVGNIYVKESYLKGITVEKHITPNIIDEIPVLSVIAAFSEGKTIFKSVEELKF 351 
 
Query: 359 KETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+A+AF 
Sbjct: 352 KESDRVEAIIENLKRADVKAIYKNGDLIIEGNRSYIDKSLE------IESFKDHRIALAF 405 
 
Query: 411 SLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
            + +      T I+D  CT  +FP+   + + 
Sbjct: 406 LVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|ZP_08032456.1| EPSP synthase [Actinomyces sp. oral taxon 171 str. F0337] 
 gb|EFW28280.1| EPSP synthase [Actinomyces sp. oral taxon 171 str. F0337] 
          Length = 220 
 
 Score = 86.3 bits (212), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 62/199 (31%), Positives = 102/199 (51%), Gaps = 11/199 (5%) 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +E D S+A  FLA A + GG V++    T + Q    + EVL  +G +VT T+ ++T  G 
Sbjct: 6   IEPDLSNAGPFLAAALVAGGRVSIPHWPTATTQAGDAWREVLPRLGGEVTLTDGTLTARG 65 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTA-IRDVASWRVKETERMVA 366 
             R       L  I  +++ + ++A T+A +A    A G T+ +  +A  R  ET+R+ A 
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Sbjct: 66  TGR-------LTGIHADLSDVGELAPTVAALATLAGAQGHTSTLTGIAHLRGHETDRLAA 118 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 426 
           +  ++  LG   EE  D  II  P  L+  A+ +Y DHRMA   ++   +   V++ D   
Sbjct: 119 LAAQIRLLGGEAEESNDGLIIR-PAPLHGAALRSYADHRMATFAAIIGLSVDGVSLDDVE 177 
 
Query: 427 CTRKTFPDYFDVLSTFVKN 445 
           CT KT P + D+ +  +   
Sbjct: 178 CTSKTLPGFTDLWAAMLAT 196 
 
 
>ref|YP_001781111.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           B1 str. Okra] 
 gb|ACA44749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Clostridium botulinum 
           B1 str. Okra] 
          Length = 442 
 
 Score = 86.3 bits (212), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 106/455 (23%), Positives = 207/455 (45%), Gaps = 55/455 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGEYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++       ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGILSGIRAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA ++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAKIES--KDNKLPLKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ++ G   I       +  ++++   Y++ ++ +   +    + S S     I+  +   + 
Sbjct: 179 MSKGKTTIVENKSTRDHTERMLK--YLDASINIRNIYSKDKKKSSSKKEITIEESKL--N 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTE 302 
            K+ YV GD SSA++ ++ A +  G+     C    L  +G +++  VL  MGA +   E 
Sbjct: 235 SKDIYVPGDISSAAFLISAALLIQGSNL---CIKNVLLNEGRIEYINVLRNMGANIE-IE 290 
 
Query: 303 TSVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVA 354 
               + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V  
Sbjct: 291 KGKLLNG---EPVGNIYVKESYLKGITVERHITPNIIDEIPVLSVIAAFSEGKTIFKSVE 347 
 
Query: 355 SWRVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
             + KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+ 
Sbjct: 348 ELKFKESDRVEAIIENLKRADVKAIYKNGDLIIEGNRSYIDKSLE------IESFKDHRI 401 
 
Query: 407 AMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           A+AF + +      T I+D  CT  +FP+   + + 
Sbjct: 402 ALAFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|ZP_05822047.1| 5-enolpyruvyl shikimate 3-phosphate synthase [Brucella abortus NCTC 
           8038] 
 gb|EEW80290.1| 5-enolpyruvyl shikimate 3-phosphate synthase [Brucella abortus NCTC 
           8038] 
          Length = 461 
 
 Score = 86.3 bits (212), Expect = 9e-15,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 27  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 86 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 87  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 137 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
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           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 138 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 190 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 191 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 245 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 246 TGQTIDVPGDPSSTAFPLVAALLVEGSEVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 303 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 304 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 355 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 356 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 415 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 416 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 449 
 
 
>sp|Q46550.1|AROA_DICNO RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAA82544.1| enolpyruvylshikimate 3-phosphate synthase [Dichelobacter nodosus] 
          Length = 443 
 
 Score = 86.3 bits (212), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 114/448 (25%), Positives = 194/448 (43%), Gaps = 38/448 (8%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P+  +SG + + G KS+S+R LLLAAL+EG T +   L   D      ALR LG+ ++ + 
Sbjct: 10  PVSALSGEITICGDKSMSHRALLLAALAEGQTEIRGFLACADCLATRQALRALGVDIQRE 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           K       VG  G  P      +  L + N+G +MR L   + A       VL G   +  
Sbjct: 70  KEIVTIRGVGFLGLQP-----PKAPLNMQNSGTSMRLLAGILAAQ--RFESVLCGDESLE 122 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMA 189 
           +RP+  ++  L Q+GA +        P      I G P   +  +  + S+Q  S L++A 
Sbjct: 123 KRPMQRIITPLVQMGAKIVSHSNFTAPL----HISGRPLTGIDYALPLPSAQLKSCLILA 178 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             LA G   +      IS  + E   R++  FG   E     ++  + GGQK         
Sbjct: 179 GLLADGTTRLHTCG--ISRDHTE---RMLPLFGGALEIKK--EQIIVTGGQKLHGCVLDI 231 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           V GD S+A++F+  A I     V +   G    +  +    +L+ MG ++           
Sbjct: 232 V-GDLSAAAFFMVAALIAPRAEVVIRNVGINPTRAAI--ITLLQKMGGRIELHHQRFWGA 288 
 
Query: 309 GPPRE-PFGRKHLKAIDV-------NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
            P  +       L+ I V        ++++P       + A  A+G T + +++  RVKE 
Sbjct: 289 EPVADIVVYHSKLRGITVAPEWIANAIDELP----IFFIAAACAEGTTFVGNLSELRVKE 344 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AE 417 
           ++R+ A+   L  LG + + G D+  I      +     ++++ DHR+AM+ ++A   A  
Sbjct: 345 SDRLAAMAQNLQTLGVACDVGADFIHIYGRSDRQFLPARVNSFGDHRIAMSLAVAGVRAA 404 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
             + I D      + P + D  +    N 
Sbjct: 405 GELLIDDGAVAAVSMPQFRDFAAAIGMN 432 
 
 
>ref|ZP_03784612.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti str. 
           Cudo] 
 gb|EEH15273.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ceti str. 
           Cudo] 
          Length = 480 
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 Score = 85.9 bits (211), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 111/452 (24%), Positives = 195/452 (43%), Gaps = 53/452 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +   K  
Sbjct: 46  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIR--KE 103 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               ++ G G    ++    E  L  GNAG   R     V       +++ D    + +R 
Sbjct: 104 GDVWIINGVGNGCLLQ---PEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLSKR 158 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           P+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA+L 
Sbjct: 159 PMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSAVL 211 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ   +  
Sbjct: 212 LAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKLTG 266 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   +   
Sbjct: 267 QTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID-- 322 
 
Query: 305 VTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
                 PR   G            LK + V   + P   D    LA+ A FA+G T +   
Sbjct: 323 ------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVMDG 376 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMA 409 
           +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+AM+ 
Sbjct: 377 LDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIAMS 436 
 
Query: 410 FSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           F +   A E PVT+ D      +FP++  +++ 
Sbjct: 437 FLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 468 
 
 
>ref|ZP_05180057.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. 83/13] 
 ref|ZP_06095941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. 83/13] 
 ref|ZP_07472782.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. NF 2653] 
 gb|EEZ32059.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. 83/13] 
 gb|EFM61237.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. NF 2653] 
          Length = 450 
 
 Score = 85.9 bits (211), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----TYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIHIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVRASKLKGVVVPPERAPSMIDEYPVLAIAAPFAEGETVM 344 
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Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|ZP_07891778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcobacter butzleri 
           JV22] 
 gb|EFU69888.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Arcobacter butzleri 
           JV22] 
          Length = 425 
 
 Score = 85.9 bits (211), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 109/434 (25%), Positives = 187/434 (43%), Gaps = 41/434 (9%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + +  S  T+ + N L +ED    L  +  LG  ++ D +         
Sbjct: 20  IASDKSISHRCAMFSLFSNQTSYIKNYLTAEDTLNTLSIVEQLGAKIKRDGSYVEIT--- 76 
 
Query: 81  CGGKFPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
                P     E   +   GN+G AMR     + +  G  +++L G   +R RP+  +   
Sbjct: 77  -----PTSTLTEPSDVLDCGNSGTAMRLFCGLLASVEG--SFILTGDKYLRNRPMKRVAD 129 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+ +GA +D     +  P+ + G+  L       S   S+Q  SA+++AA  A G     
Sbjct: 130 PLRSIGALIDGRENGNKAPLFIRGVKELKPFTYH-SPVDSAQVKSAMILAALRANG---- 184 
 
Query: 200 EIIDKLISIPYV-EMTLRLMERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
             I K        + T R++   G   E+ +D +   +   G  +  P N  V  D SSA 
Sbjct: 185 --ISKYKENELTRDHTERMLNGMGAILEYDNDGFINIHPLNG--HLKPLNITVPTDPSSA 240 
 
Query: 258 SYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
            +F   AAIT  + V ++       +  V+  +VL+ MG  V + E          EP G 
Sbjct: 241 FFFAVAAAITPKSRVLIKNVTLNPTR--VEAYQVLKRMGVIVNFIEKENVY-----EPIG 293 
 
Query: 317 -----RKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                   L  +DV  N++ + D    L++    A G + + +    RVKE++R+ ++   
Sbjct: 294 DIEVINNELNGVDVSENISWLIDELPALSIAMSLAKGKSKVSNAKELRVKESDRISSVVN 353 
 
Query: 370 ELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 428 
            L        E  D Y I+     L    ID++ DHR+AM+F++A      + I D  C  
Sbjct: 354 NLELCKVDFTEFEDGYEIVGG--SLQKAVIDSHGDHRIAMSFAIAGL-NCDMDIEDIQCI 410 
 
Query: 429 RKTFPDYFDVLSTF 442 
             +FP++ ++L +  
Sbjct: 411 ETSFPNFKEILDSL 424 
 
 
>ref|ZP_04593499.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus str. 
           2308 A] 
 ref|ZP_06931151.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           5 str. B3196] 
 gb|EEP63548.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus str. 
           2308 A] 
 gb|EFH33949.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           5 str. B3196] 
          Length = 480 
 
 Score = 85.9 bits (211), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 46  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 105 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 106 VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 156 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 157 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 209 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 210 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 264 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 265 TGQTIDVPGDPSSTAFPLVAALLVEGSEVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 322 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 323 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 374 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 375 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 434 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 435 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 468 
 
 
>ref|ZP_07475325.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. BO2] 
 gb|EFM58630.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella sp. BO2] 
          Length = 449 
 
 Score = 85.9 bits (211), Expect = 1e-14,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----TYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVRASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|YP_001258071.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ovis ATCC 
           25840] 
 gb|ABQ60885.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella ovis ATCC 
           25840] 
          Length = 461 
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 Score = 85.5 bits (210), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 27  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 86 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 87  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 137 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 138 KRPMGRVLNPLREMGVQVEAAEGDWMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 190 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 191 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 245 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 246 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 303 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 304 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 355 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 356 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 415 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 416 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 449 
 
 
>ref|ZP_05448692.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. Rev.1] 
 ref|ZP_05833592.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. 16M] 
 ref|ZP_06104787.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. Rev.1] 
 sp|Q8YEG1.2|AROA_BRUME RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EEW88214.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. 16M] 
 gb|EEZ15589.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. Rev.1] 
          Length = 450 
 
 Score = 85.1 bits (209), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 194/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
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Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 293 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVM 344 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 345 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVGTHLDHRIA 404 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 405 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>ref|ZP_01070338.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 260.94] 
 gb|EAQ58161.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni 260.94] 
          Length = 428 
 
 Score = 85.1 bits (209), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 100/427 (23%), Positives = 182/427 (42%), Gaps = 26/427 (6%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           +   KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +    
Sbjct: 17  IAADKSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP-- 74 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
                P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +    
Sbjct: 75  -----PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKP 127 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA +      +  P+ + G   L     K   S S+Q  +A++++A  A        
Sbjct: 128 LTQIGARIYGRNEANLAPLCIEG-QNLKAFNYKSEIS-SAQVKTAMILSAFRADNVCIFS 185 
 
Query: 201 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 260 
            I   +S  + E  L+ M+        S+      I   +K    +N  +  D SSA YF 
Sbjct: 186 EIS--LSRNHSENMLKAMK---APIRVSNDGLSLEISPLKKPLKAQNIIIPNDPSSAFYF 240 
 
Query: 261 -LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW--TETSVTVTGPPREPFGR 317 
            LA   +    + ++       +  ++  ++L+ MGAK+    T+      G  R    + 
Sbjct: 241 ALAAIILPKSQIILKNILLNPTR--IEAYKILQKMGAKLEMIITQNDFETIGEIRVESSK 298 
 
Query: 318 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
            +   +  N+  + D A  LA+    A G +++ +    RVKE++R+  +   L   G   
Sbjct: 299 LNGIEVKDNIAWLIDEAPALAIAFALAKGKSSLINAKELRVKESDRIAVMVENLKLCGVE 358 
 
Query: 378 VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDY 435 
             E  D   I    +L  + I +Y DHR+ M+F++    C    + I D  C + +FP++ 
Sbjct: 359 ARELDDGFEIEGGCELKSSKIKSYGDHRITMSFAILGLLCG---IEIDDSDCIKTSFPNF 415 
 
Query: 436 FDVLSTF 442 
            ++LS   
Sbjct: 416 IEILSNL 422 
 
 
>ref|ZP_05626392.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           gracilis RM3268] 
 gb|EEV16469.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter 
           gracilis RM3268] 
          Length = 424 
 
 Score = 85.1 bits (209), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 114/418 (27%), Positives = 184/418 (44%), Gaps = 26/418 (6%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + L+E T+ + N L +ED    L  +  LG SV+  +     ++       
Sbjct: 21  KSISHRAAIFSLLAEETSKISNYLAAEDTLNTLKIVELLGASVQ--RVEGEILIT----- 73 
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Query: 85  FPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P E  KE  V L  GN+G AMR     +  AG    +VL G   + ERP+  +   L + 
Sbjct: 74  -PPEIIKEPNVPLDCGNSGTAMRLFMGFL--AGCEGFFVLCGDRYLSERPMRRVADPLCK 130 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 203 
           +GA +    G +  P+ V  +G   G     S   S+Q  +AL++AA    G    +  + 
Sbjct: 131 VGAKIYGRAGGEKAPIAV--LGQKLGYFEYASKIASAQVKTALILAALRGSG---CKFSE 185 
 
Query: 204 KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 263 
             +S  + E  L+ M      A+ S +     +        P   ++  D SSA +F    
Sbjct: 186 PELSRDHSERMLKAM-----GAQISQNGLEIEVAPLSSPLKPFEIFIPNDPSSAFFFAVA 240 
 
Query: 264 AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VTVTGPPREPFGRKHLK 321 
           AAIT G+  V      + +  ++  E+L+ MGA+V + +TS      G     +   H   
Sbjct: 241 AAITPGSCIVLKNMLLN-KTRIEAYEILKRMGAEVKFHKTSEIYEQIGDIEVAYAPLHAV 299 
 
Query: 322 AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 381 
            +  N++ + D A  LA+    A G + +R+ A  RVKE +R+      L   G    E  
Sbjct: 300 EVSENISWLIDEAPALAIAFACAQGSSVLRNAAELRVKECDRIKVTCEGLRACGIKAREL 359 
 
Query: 382 PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
            D   I   E  N   I    DHR+AM+F++       + I D  C   +FP++  +L 
Sbjct: 360 QDGWQIEGGEA-NAAIITPCGDHRIAMSFAILG-LRSGMIIEDSDCIATSFPNFAAIL 415 
 
 
>emb|CBZ03356.1| 5-Enolpyruvylshikimate-3-phosphate synthase [Clostridium botulinum 
           H04402 065] 
          Length = 442 
 
 Score = 85.1 bits (209), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 105/455 (23%), Positives = 207/455 (45%), Gaps = 55/455 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G  ++ G KS+ +R L++ AL +G   V N   + D    L +++ LG+ +   K  
Sbjct: 10  KSLTGEYEIIGDKSIGHRSLIIGALPKGEYKVYNFPKNLDCMATLDSIKKLGVDI---KV 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLG-NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + V   G    E+  ++ ++  G N+G  +R +   ++       ++  G   +   
Sbjct: 67  EGNVLEVNSPG---YENFNKKPEVLQGKNSGTTVRLMAGILSGIRAETRFI--GDESLSC 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+  ++  L+++GA+++     +  P++     GL   K  +  + S+Q  S +L+A   
Sbjct: 122 RPMKRIIEPLEKMGAEIES--KDNKLPLKFLKHSGLNSIKYNMEIA-SAQVKSCILLAGL 178 
 
Query: 192 LALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           ++ G   I       +  ++++   Y++ ++ +   +    + S S     I+  +   + 
Sbjct: 179 MSKGKTTIVENKSTRDHTERMLK--YLDASINIRNIYSKDKKKSSSKKEITIEKSKL--N 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL--QGDVKFAEVLEMMGAKVTWTE 302 
            K+ YV GD SSA++ ++ A +   +     C    L  +G +++  VL  MGA +   E 
Sbjct: 235 SKDIYVPGDISSAAFLISAALLIQDS---NLCIKNVLLNEGRIEYINVLRNMGANIE-IE 290 
 
Query: 303 TSVTVTGPPREPFGR-----KHLKAIDVNMNKMPDVAM---TLAVVALFADGPTAIRDVA 354 
               + G   EP G       +LK I V  +  P++      L+V+A F++G T  + V  
Sbjct: 291 KGKLLNG---EPVGNIYVKESYLKGITVERHITPNIIDEIPVLSVIAAFSEGKTIFKSVE 347 
 
Query: 355 SWRVKETERMVAIRTELT--------KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
             + KE++R+ AI   L         K G  + EG    I    E      I+++ DHR+ 
Sbjct: 348 ELKFKESDRVEAIIENLKRADVKAIYKNGDLIIEGNRSYIDKSLE------IESFKDHRI 401 
 
Query: 407 AMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLS 440 
           A+AF + +      T I+D  CT  +FP+   + + 
Sbjct: 402 ALAFLVLSLKNKKHTLIKDYQCTEISFPNSLSLFN 436 
 
 
>ref|ZP_05922163.1| LOW QUALITY PROTEIN: 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Enterococcus faecium TC 6] 
 gb|EEW66073.1| LOW QUALITY PROTEIN: 3-phosphoshikimate 1-carboxyvinyltransferase 
           [Enterococcus faecium TC 6] 
          Length = 266 
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 Score = 84.7 bits (208), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 79/254 (31%), Positives = 128/254 (50%), Gaps = 16/254 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           LQ I  + GTV++P  KS+S+R ++  A++EGTT + N L +ED    L A + LG+ +E 
Sbjct: 1   LQQIHGLRGTVRIPADKSISHRSIMFGAIAEGTTTIQNFLRAEDCLSTLHAFQQLGVEIE 60 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            ++   +  + G G    V+  +    + +GN+G  +R L   +  AG   T  L G    
Sbjct: 61  EEEEVIK--IHGRGSHSFVQPTES---IDMGNSGTTIRLLMGIL--AGQPFTTTLFGDAS 113 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+G ++  L+++GAD+         P+ V G   L   +  +  + S+Q  SALL  
Sbjct: 114 LSKRPMGRVMEPLREMGADLQGEENDQYLPITVTGTRSLSPIRYNMPVA-SAQVKSALLF 172 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G     I++K  S  + E  +R   +FG +    D      + G QK    +   
Sbjct: 173 AALQAEGTS--VIVEKERSRNHTEEMIR---QFGGRITVEDKT--IIVTGPQKLTG-QQI 224 
 
Query: 249 YVEGDASSASYFLA 262 
            V GD SSA++FLA 
Sbjct: 225 TVPGDISSAAFFLA 238 
 
 
>ref|NP_540834.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. 16M] 
 gb|AAL53098.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella melitensis 
           bv. 1 str. 16M] 
          Length = 480 
 
 Score = 84.7 bits (208), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 111/452 (24%), Positives = 195/452 (43%), Gaps = 53/452 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +   K  
Sbjct: 46  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIR--KE 103 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               ++ G G    ++    E  L  GNAG   R     V       +++ D    + +R 
Sbjct: 104 GDVWIINGVGNGCLLQ---PEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLSKR 158 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           P+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA+L 
Sbjct: 159 PMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSAVL 211 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSP 245 
           +A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ   +  
Sbjct: 212 LAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKLTG 266 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   +   
Sbjct: 267 QTIDVPGDPSSTAFPLVAALLVEGSDVTIRNVLMNPTRTGLIL--TLQEMGADIEIID-- 322 
 
Query: 305 VTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRD 352 
                 PR   G            LK + V   + P   D    LA+ A FA+G T +   
Sbjct: 323 ------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVMDG 376 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMA 409 
           +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+AM+ 
Sbjct: 377 LDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVGTHLDHRIAMS 436 
 
Query: 410 FSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           F +   A E PVT+ D      +FP++  +++ 
Sbjct: 437 FLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 468 
 
 
>ref|ZP_05156657.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Brucella abortus bv. 
           3 str. Tulya] 
 ref|ZP_05929437.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 3 
           str. Tulya] 
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 gb|EEX83624.1| 5-enolpyruvylshikimate-3-phosphate synthase [Brucella abortus bv. 3 
           str. Tulya] 
          Length = 450 
 
 Score = 84.7 bits (208), Expect = 2e-14,   Method: Compositional matrix adjust. 
 Identities = 112/447 (25%), Positives = 194/447 (43%), Gaps = 43/447 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  E D 
Sbjct: 16  QALTGEIRIPGDKSISHRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 75 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 76  VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 126 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 127 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 179 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 180 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 234 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 235 TGQTIDVPGDPSSTAFPLVAALLVEGSEVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 292 
 
Query: 303 TSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
             +   G        K   LK + V   + P   D    LA+ A FA+G T +  +   R 
Sbjct: 293 PHL-AGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIAASFAEGETVMDGLDELR 351 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           VKE++R+ A+   L   G    EG     +      + L    + T+ DHR+AM+F +   
Sbjct: 352 VKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIAMSFLVMG 411 
 
Query: 415 CA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
            A E PVT+ D      +FP++  +++ 
Sbjct: 412 LASEKPVTVDDSTMIATSFPEFMGMMA 438 
 
 
>gb|AAK62987.2|AF387597_1 EPSP synthase [Nicotiana sylvestris] 
 gb|AAK62988.2|AF387598_1 EPSP synthase 1 [Nicotiana tabacum] 
          Length = 52 
 
 Score = 84.3 bits (207), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 39/50 (78%), Positives = 45/50 (90%) 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           + ++EE+QLFLGNAG AMR LTAAVT AGG++ YVLDGVPRMRERPIGDL 
Sbjct: 3   KKSEEEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVLDGVPRMRERPIGDL 52 
 
 
>gb|AAK62989.2|AF387599_1 EPSP synthase [Nicotiana tomentosiformis] 
          Length = 52 
 
 Score = 84.3 bits (207), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 38/50 (76%), Positives = 46/50 (92%) 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           +++++E+QLFLGNAG AMR LTAAVT AGG++ YVLDGVPRMRERPIGDL 
Sbjct: 3   KNSEQEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVLDGVPRMRERPIGDL 52 
 
 
>gb|AAK27445.1|AF326475_1 5-enolpyruvyl shikimate 3-phosphate synthase [Brucella abortus] 
          Length = 480 
 
 Score = 84.3 bits (207), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 113/454 (24%), Positives = 193/454 (42%), Gaps = 57/454 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EAD 70 
           + ++G +++PG KS+S R  +   L+ G T +  LL  EDV     A++ +G  +  E D 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1557



 

 

Sbjct: 46  QALTGEIRIPGDKSISTRSFMFGGLASGKTRITGLLEGEDVINTGRAMQAMGARIRKEGD 105 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                 V  GC         + E  L  GNAG   R     V       +++ D    +  
Sbjct: 106 VWIINGVGNGC-------LLQPEAPLDFGNAGTGARLTMGLVGTYDMKTSFIGDA--SLS 156 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +RP+G ++  L+++G  V+   G   P     P   N I      +V ++   S+Q  SA 
Sbjct: 157 KRPMGRVLNPLREMGVQVEAAEGDRMPLTLIGPRTANPI----AYRVPMA---SAQVKSA 209 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           +L+A     G     +I+ +++  + E   ++++ FG  +  E      R     GQ    
Sbjct: 210 VLLAGLNTPG--VTTVIEPVMTRDHTE---KMLQGFGADLTVETDKDGVRHIRIVGQGKL 264 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           + +   V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +   + 
Sbjct: 265 TGQTIDVPGDPSSTAFPLVPALLVEGSEVTIRNVLMNPTRTGLIL--TLQEMGADIEIID 322 
 
Query: 303 TSVTVTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAI 350 
                   PR   G            LK + V   + P   D    LA+ A FA+G T + 
Sbjct: 323 --------PRLAGGEDVADLRVKASKLKGVVVPPERAPSMIDEYPVLAIXASFAEGETVM 374 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMA 407 
             +   RVKE++R+ A+   L   G    EG     +      + L    + T+ DHR+A 
Sbjct: 375 DGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGLGGGTVATHLDHRIA 434 
 
Query: 408 MAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
           M+F +   A E PVT+ D      +FP++  +++ 
Sbjct: 435 MSFLVMGLASEKPVTVDDSTMIATSFPEFMGMMA 468 
 
 
>gb|AAK62986.2|AF387596_1 EPSP synthase 2 [Nicotiana tabacum] 
          Length = 52 
 
 Score = 84.3 bits (207), Expect = 3e-14,   Method: Compositional matrix adjust. 
 Identities = 38/50 (76%), Positives = 46/50 (92%) 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
           +++++E+QLFLGNAG AMR LTAAVT AGG++ YVLDGVPRMRERPIGDL 
Sbjct: 3   KNSEQEIQLFLGNAGTAMRPLTAAVTVAGGHSRYVLDGVPRMRERPIGDL 52 
 
 
>ref|YP_001209041.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dichelobacter nodosus 
           VCS1703A] 
 sp|A5EWS0.1|AROA_DICNV RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABQ13246.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Dichelobacter nodosus 
           VCS1703A] 
          Length = 442 
 
 Score = 83.6 bits (205), Expect = 5e-14,   Method: Compositional matrix adjust. 
 Identities = 113/444 (25%), Positives = 191/444 (43%), Gaps = 30/444 (6%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P+  +SG + + G KS+S+R LLLAAL+EG T +   L   D      ALR L + ++ + 
Sbjct: 9   PVSALSGEITICGDKSMSHRALLLAALAEGQTEIRGFLPCADCLATAQALRALWVDIQRE 68 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           K       VG  G  P      +  L + N+G +MR L   + A       VL G   +  
Sbjct: 69  KEIVTIRGVGFLGLQP-----PKAPLNMQNSGTSMRLLAGILAAQ--RFESVLCGDESLE 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMA 189 
           +RP+  ++  L Q+GA +        P      I G P   +  +  + S+Q  S L++A 
Sbjct: 122 KRPMQRIITPLVQMGAKIVSHSNFTAPL----HISGRPLTGIDYALPLPSAQLKSCLILA 177 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             LA G   +      IS  + E   R++  FG   E     ++  + GGQK         
Sbjct: 178 GLLADGTTRLHTCG--ISRDHTE---RMLPLFGGALETQK--EQIIVTGGQKLHGCVLEI 230 
 
Query: 250 VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
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           V GD S+A++F+  A I     V +   G    +  +    +L+ MG ++           
Sbjct: 231 V-GDLSAAAFFMVAALIAPRAEVVIRNVGINPTRSAI--ITLLQKMGGRIELHHQRFWGA 287 
 
Query: 309 GPPRE-PFGRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERM 364 
            P  +       L+ I V    + +    L    + A  A+G T + +++  RVKE++R+ 
Sbjct: 288 EPVADIVVYHSKLRGITVAPEWIANAIDELPIFFIAAACAEGTTFVGNLSELRVKESDRL 347 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVT 421 
            A+   L  LG + + G D+  I      +     ++++ DHR+AM+ ++A   A   +  
Sbjct: 348 AAMAQNLQTLGVACDVGADFIHIYGRSDRQFLPARVNSFGDHRIAMSLAVAGVRAAGELL 407 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVKN 445 
           I D      + P + D  +    N 
Sbjct: 408 IDDGAVAAVSMPQFRDFAAAIGMN 431 
 
 
>ref|ZP_03636944.1| hypothetical protein HOLDEFILI_04270 [Holdemania filiformis DSM 
           12042] 
 gb|EEF65600.1| hypothetical protein HOLDEFILI_04270 [Holdemania filiformis DSM 
           12042] 
          Length = 293 
 
 Score = 83.6 bits (205), Expect = 6e-14,   Method: Compositional matrix adjust. 
 Identities = 65/245 (26%), Positives = 114/245 (46%), Gaps = 16/245 (6%) 
 
Query: 18  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 77 
           TV +P SKS+++R ++ AAL++G +++ ++  S+D+   +  +R LG  +E + +  R   
Sbjct: 52  TVAIPPSKSMAHRAIICAALAQGESLIHHVDYSDDILTTIDGMRKLGAHIELEGSDVRVQ 111 
 
Query: 78  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 137 
            +      P  +  +  ++F   +G  +R      +  G    +   G  R+ +RP     
Sbjct: 112 GI------PDFNQLQSEEIFCKESGSTLRFFIPIFSLTGKRVRFT--GQNRLLQRP---- 159 
 
Query: 138 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
               +QL              + + G   L  G + L G ISSQ++S LL A      D  
Sbjct: 160 QTVYQQLFEAQGFHYSQTAEWIEIEG--ALQPGDITLRGDISSQFISGLLFALVCRKEDS 217 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 257 
            + I     S  YVE+TL++++ FGV A   D      I GGQ+Y++ +   VE D S   
Sbjct: 218 TLHIEPPFESRSYVELTLQMLQDFGVHAYFEDELT-LRIPGGQRYQACETT-VESDYSQL 275 
 
Query: 258 SYFLA 262 
            ++ A 
Sbjct: 276 GFYAA 280 
 
 
>ref|ZP_06522794.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis GM 1503] 
 gb|EFD74938.1| 3-phosphoshikimate 1-carboxyvinyltransferase aroA [Mycobacterium 
           tuberculosis GM 1503] 
          Length = 263 
 
 Score = 82.8 bits (203), Expect = 9e-14,   Method: Compositional matrix adjust. 
 Identities = 79/233 (33%), Positives = 116/233 (49%), Gaps = 26/233 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +  TV +PGSKS +NR L+LAAL+     G + +   L S D   ML AL+TLGL V+   
Sbjct: 13  VRATVTVPGSKSQTNRALVLAALAAAQGRGASTISGALRSRDTELMLDALQTLGLRVD-- 70 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEE---VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                    G G +  V    E     ++  G AG  +R +     AA G+     DG   
Sbjct: 71  ---------GVGSELTVSGRIEPGPGARVDCGLAGTVLRFVPP--LAALGSVPVTFDGDQ 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           + R RPI  L+  L++LG  VD   GT  P  RV G G L GG V +  S SSQ++S LL 
Sbjct: 120 QARGRPIAPLLDALRELGVAVD---GTGLP-FRVRGNGSLAGGTVAIDASASSQFVSGLL 175 
 
Query: 188 MAAPLALGDVEIEII-DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           ++A      + ++     L S P++ MT  ++ + GV  + S   +R+ ++ G 
Sbjct: 176 LSAASFTDGLTVQHTGSSLPSAPHIAMTAAMLRQAGVDIDDSTP-NRWQVRPG 227 
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>gb|AAX21644.1| AroA [Wolbachia persica] 
          Length = 172 
 
 Score = 82.8 bits (203), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 55/146 (37%), Positives = 76/146 (52%), Gaps = 4/146 (2%) 
 
Query: 167 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           L GG +++ G  SSQ+ S LLMAAP     + +  I      PY++MT ++ME FGV    
Sbjct: 26  LSGGNIEVDGEKSSQFASGLLMAAPFMRHGLRLNSITDYKQ-PYLDMTTKVMEEFGVIV- 83 
 
Query: 227 HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 286 
             D     Y     +Y SP N  VE D S+ASYF A AAITG    +     +  +   K 
Sbjct: 84  --DIDKNIYTVKKSQYISPSNYVVEPDVSTASYFWAFAAITGQLSRLCMLLKSLSKVISK 141 
 
Query: 287 FAEVLEMMGAKVTWTETSVTVTGPPR 312 
           F EVLE +G +V + +  + VTG  + 
Sbjct: 142 FLEVLENIGCQVNYCDDGIEVTGSDK 167 
 
 
>ref|ZP_03655937.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           canadensis MIT 98-5491] 
 ref|ZP_04870155.1| 5-enolpyruvylshikimate-3-phosphate synthase [Helicobacter 
           canadensis MIT 98-5491] 
 ref|ZP_07803665.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           canadensis MIT 98-5491] 
 gb|EES89335.1| 5-enolpyruvylshikimate-3-phosphate synthase [Helicobacter 
           canadensis MIT 98-5491] 
 gb|EFR48120.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           canadensis MIT 98-5491] 
          Length = 436 
 
 Score = 82.8 bits (203), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 115/437 (26%), Positives = 197/437 (45%), Gaps = 36/437 (8%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           ++   KS+S+R  + + LS+  +++ N L  ED    L   + LGL V  +      V+  
Sbjct: 17  EIAADKSISHRCAIFSLLSDKPSLIRNYLKGEDTLDSLNIAKRLGLEVREE--GNEMVLT 74 
 
Query: 80  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 139 
                 P    + +  L  GNAG A+R     ++A  G   +VL G   + +RP+  +V+ 
Sbjct: 75  P-----PPSIQEPKSILECGNAGTAIRLYLGLLSAQKG--LFVLSGDCYLNKRPMKRVVL 127 
 
Query: 140 GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 199 
            L+ +GA +      +  P+ V G G L       S   S+Q  SALL++   A GD    
Sbjct: 128 PLRSIGAVILGREDGNLAPLVVVGNGNLQSFDYT-SQIPSAQVKSALLLSGLFAKGDSRY 186 
 
Query: 200 EIIDKLISIPYVEMTLRLMERFGVKAEHS-DSWDRFYIKGG---QKYKSPKNAYVEGDAS 255 
              +  +S  + E   R++   GV+ E   +      I+     QK K P    +  D S 
Sbjct: 187 R--EPELSRDHTE---RMLSGMGVELESKMNGMGEVEIRLSPLKQKLK-PLIMEIPADPS 240 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQ-GDVKFAEVLEMMGAKVTWTETSVTVTGPPR-E 313 
           SA +F   AAI   +  V       L    ++   +LE MG K+ + ETS T       E 
Sbjct: 241 SAFFFALAAAIMPNSHLV--LKNILLNPTRIEAFRILEKMGVKIIYKETSNTYESIGDIE 298 
 
Query: 314 PFGRKHLKAIDVN------MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            F  + L++++V+      ++++P +A+ +A     A G + +++    RVKET+R+ A+ 
Sbjct: 299 IFSPQSLQSVEVSEKISWLIDEIPALAIAMAC----AKGISRVKNAKELRVKETDRIKAV 354 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
              L   G    E  D   I   E +    + +Y DHR+AM+F++A      + I      
Sbjct: 355 VENLKLCGIEANELEDGFEIKGGE-IQRAEVSSYGDHRIAMSFAIAGLKN-GMEITQAEY 412 
 
Query: 428 TRKTFPDYFDVLSTFVK 444 
              +FP++ ++LS   + 
Sbjct: 413 INISFPNFLEILSKITQ 429 
 
 
>emb|CBL42035.1| 5-enolpyruvylshikimate-3-phosphate synthase [butyrate-producing 
           bacterium SS3/4] 
          Length = 276 
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 Score = 82.4 bits (202), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 79/294 (26%), Positives = 131/294 (44%), Gaps = 30/294 (10%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L     + G + +PG KS+S+R ++  ++++GTT + N L S D    +G  R +G+ +E 
Sbjct: 3   LHKADHVRGEITVPGDKSISHRSVMFGSIAKGTTEIHNFLESADCLSTIGCFRRMGIDIE 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                    VV   GK     A     L  GN+G   R ++  +  A  N    L G    
Sbjct: 63  NKNG-----VVTVHGKGMHGLAAPAETLDCGNSGTTTRLISGIL--APQNFDVTLTGDES 115 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALL 187 
           +++RP+  ++  L  +GAD+    G DC P+R   I G P   +  +  + S+Q  S++L 
Sbjct: 116 IQKRPMKRIIEPLSMMGADIRSVRGNDCAPLR---ICGKPLAGIHYTSKVASAQVKSSIL 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS----WDRFYIKGGQKYK 243 
           +A   A  D    I +  +S  + E+ L+    FG + E   +    W    + G +    
Sbjct: 173 LAGLYA--DGLTSITEPQVSRNHTELMLKF---FGAELESKGTTVTIWPATELFGNR--- 224 
 
Query: 244 SPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                 V GD SS+ YF+ AG  +    V ++  G    +      +V E MGA 
Sbjct: 225 ----IDVPGDISSSVYFVAAGLILPNSEVLIKNVGINPTRAG--LIKVCEAMGA 272 
 
 
>pdb|2PQD|A Chain A, A100g Cp4 Epsps Liganded With (R)-Difluoromethyl 
           Tetrahedral Reaction Intermediate Analog 
          Length = 445 
 
 Score = 82.4 bits (202), Expect = 1e-13,   Method: Compositional matrix adjust. 
 Identities = 118/452 (26%), Positives = 200/452 (44%), Gaps = 54/452 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +     
Sbjct: 13  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGARIRKEGDTW 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG         E  L  GNAG   R     V     ++T++ D    + +RP+ 
Sbjct: 73  IIDGVGNGGLL-----APEAPLDFGNAGTGCRLTMGLVGVYDFDSTFIGDA--SLTKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 126 GRVLNPLREMGVQVKSEDG-DRLPVTLRG----PKTPTPITYRVPMASAQVKSAVLLAGL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
              G     +I+ +++  + E   ++++ FG        +D      ++G  K    +   
Sbjct: 181 NTPGIT--TVIEPIMTRDHTE---KMLQGFGANLTVETDADGVRTIRLEGRGKLTG-QVI 234 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +          
Sbjct: 235 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGADIEVIN----- 287 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PR   G            LK + V  ++ P   D    LAV A FA+G T +  +   
Sbjct: 288 ---PRLAGGEDVADLRVRSSTLKGVTVPEDRAPSMIDEYPILAVAAAFAEGATVMNGLEE 344 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMA 409 
            RVKE++R+ A+   L   G   +EG    ++   P  K     +  A+ T+ DHR+AM+ 
Sbjct: 345 LRVKESDRLSAVANGLKLNGVDCDEGETSLVVRGRPDGKGLGNASGAAVATHLDHRIAMS 404 
 
Query: 410 F-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           F  +   +E PVT+ D      +FP++ D+++ 
Sbjct: 405 FLVMGLVSENPVTVDDATMIATSFPEFMDLMA 436 
 
 
>pdb|2GGD|A Chain A, Cp4 Epsp Synthase Ala100gly Liganded With S3p And 
           Glyphosate 
          Length = 455 
 
 Score = 82.0 bits (201), Expect = 2e-13,   Method: Compositional matrix adjust. 
 Identities = 118/452 (26%), Positives = 200/452 (44%), Gaps = 54/452 (11%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +     
Sbjct: 18  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGARIRKEGDTW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG         E  L  GNAG   R     V     ++T++ D    + +RP+ 
Sbjct: 78  IIDGVGNGGLL-----APEAPLDFGNAGTGCRLTMGLVGVYDFDSTFIGDA--SLTKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRVLNPLREMGVQVKSEDG-DRLPVTLRG----PKTPTPITYRVPMASAQVKSAVLLAGL 185 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
              G     +I+ +++  + E   ++++ FG        +D      ++G  K    +   
Sbjct: 186 NTPGIT--TVIEPIMTRDHTE---KMLQGFGANLTVETDADGVRTIRLEGRGKLTG-QVI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +          
Sbjct: 240 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGADIEVIN----- 292 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PR   G            LK + V  ++ P   D    LAV A FA+G T +  +   
Sbjct: 293 ---PRLAGGEDVADLRVRSSTLKGVTVPEDRAPSMIDEYPILAVAAAFAEGATVMNGLEE 349 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMA 409 
            RVKE++R+ A+   L   G   +EG    ++   P  K     +  A+ T+ DHR+AM+ 
Sbjct: 350 LRVKESDRLSAVANGLKLNGVDCDEGETSLVVRGRPDGKGLGNASGAAVATHLDHRIAMS 409 
 
Query: 410 F-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           F  +   +E PVT+ D      +FP++ D+++ 
Sbjct: 410 FLVMGLVSENPVTVDDATMIATSFPEFMDLMA 441 
 
 
>ref|YP_001407856.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter curvus 
           525.92] 
 sp|A7GXB4.1|AROA_CAMC5 RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|EAU00796.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter curvus 
           525.92] 
          Length = 424 
 
 Score = 81.3 bits (199), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 107/436 (24%), Positives = 192/436 (44%), Gaps = 28/436 (6%) 
 
Query: 7   IVLQPIK-EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           I+ +PI  E+S   ++   KS+S+R  + + LS+  + V N L + D    L  +RTLG  
Sbjct: 5   ILNEPINVELS---RIAADKSISHRCAIFSLLSDKPSHVRNYLKAGDTLNTLDIVRTLGA 61 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            ++  +  +  ++       P +  + +V L  GN+G +MR     + A  G   +VL G 
Sbjct: 62  QIQ--ERGEEVIITP-----PEKILEPDVVLECGNSGTSMRLFMGLLAAQDG--FFVLSG 112 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP+  +   L  +GA +D     +  P+ + G   L   K   S   S+Q  SA 
Sbjct: 113 DKYLNRRPMARVAKPLVAVGAKIDGANEANTAPLCIRG-KKLERFKYD-SPVASAQVKSA 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LL+AA  + G    E  +  +S  + E  L+     G+ A+         ++      +P 
Sbjct: 171 LLLAALYSNG---CEFSEPELSRDHTERMLK-----GMGAKIKTQGASIALEPMSTPLAP 222 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V  D SSA +F   A I   +  V        +  ++  ++L+ MGA + + E S  
Sbjct: 223 LDIDVPNDPSSAFFFAVAACIIPNSHIVLK-NVLLNETRIEAYKILQKMGADIKFKEISG 281 
 
Query: 306 TVTGPPREPFGRKHLKAIDV--NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                         L A++V  N++ + D A  LA+    A G + +++    RVKE +R 
Sbjct: 282 KYESIGDIEIRYAALNAVEVSENISWLIDEAPALAIAFANAKGTSVLKNAKELRVKECDR 341 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
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           +      L K G    E  D   ++  +  +   ID++ DHR+AM+F++    +  + I  
Sbjct: 342 IAVTVAGLKKCGIKARELEDGFEVSGSDA-SCAIIDSHGDHRIAMSFAVLGL-KCGMIIE 399 
 
Query: 424 DPGCTRKTFPDYFDVL 439 
                  +FP++  +L 
Sbjct: 400 KSEFIATSFPNFVSIL 415 
 
 
>ref|YP_374215.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium luteolum 
           DSM 273] 
 sp|Q3B659.1|AROA_PELLD RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ABB23172.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Chlorobium luteolum 
           DSM 273] 
          Length = 433 
 
 Score = 80.9 bits (198), Expect = 3e-13,   Method: Compositional matrix adjust. 
 Identities = 108/442 (24%), Positives = 191/442 (43%), Gaps = 47/442 (10%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK------AAK 74 
           LP  KS+S+R  L+A+LS+G T + N     D    LG L+  G+ V  ++       A  
Sbjct: 11  LPPDKSISHRAALIASLSDGETEIMNFSAGFDNQSTLGVLQACGIPVRQEEVPGPWGTAI 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             VV+   G + +      +Q    N+G  MR  +  +  AG      L G   + +RP+ 
Sbjct: 71  LRVVIKSKGLWSLTPPSAPLQ--CNNSGSTMRMFSGIL--AGQPFQSELVGDASLLKRPM 126 
 
Query: 135 GDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
             +   L Q+GA V    +GT   PV + G   L     +L   ++S  + +L+  A L  
Sbjct: 127 RRIADPLIQMGAGVSLSPIGT--APVVITGSKDLHAIDYRL--PVASAQVKSLVAFAGLH 182 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
             + E  I + L S  + E+ L L  R        ++ +R  +  G++ +  +   +  D 
Sbjct: 183 -AEGETRIYEPLSSRNHTELMLGLEPRV-------ENEERVIVVPGRRQREARPFQIPAD 234 
 
Query: 254 ASSASYFLA-GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP- 311 
            S+A + ++ G    G  + +        +    F ++L   GA VT  E   TV G    
Sbjct: 235 PSAACFIVSLGLLARGSEIMIRDVCLNPTRA--AFLDILIRAGAAVT-IENRRTVGGESI 291 
 
Query: 312 ----------REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
                      EP      + + + ++++P     L V++ FA     + +    R KE+ 
Sbjct: 292 GDILVEGTRDMEPLVISDPQEVAIAIDELP----MLGVLSAFATERFELMNAGELRTKES 347 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAFSLA--ACAE 417 
           +R+ A+   L +LG    + P    +T           ++ +DDHR+AM+F++A  AC E 
Sbjct: 348 DRIEALALNLERLGFVCHQEPGGLSVTGRKGRPSGPVVVECFDDHRIAMSFAVASKACGE 407 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVL 439 
             + + D      +FP++F +L 
Sbjct: 408 -DIELSDREVAGVSFPNFFSLL 428 
 
 
>ref|YP_003109953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidimicrobium 
           ferrooxidans DSM 10331] 
 gb|ACU54280.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Acidimicrobium 
           ferrooxidans DSM 10331] 
          Length = 434 
 
 Score = 80.9 bits (198), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 120/441 (27%), Positives = 200/441 (45%), Gaps = 31/441 (7%) 
 
Query: 6   EIVLQP-IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++V++P     SG ++ P  KS+S+R LL A L+ GTT+V+ L  + DV   L A+R  G 
Sbjct: 2   DLVIRPGAHAPSGVLEPPPDKSISHRALLGALLARGTTIVEGLSRALDVTATLEAIRAFG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V +++A     + G G +  VE    E  + +GN+G   R      T   G    V+D 
Sbjct: 62  -AVVSERANGTLEIDGPGIEGLVE---PEGVIDVGNSGTLARLGLGVATLVPG--LVVID 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
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           G   +R RP+  ++  L+ LGA +D   G    P  V G   L GG ++L   ++S  +  
Sbjct: 116 GDASVRRRPMARVIEPLRSLGAVIDARGGARWLPAAVRG-ARLAGGTIEL--RVASAQVK 172 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           + L+ A        + +++ + + P+ E  L L+     + E +D   R  +  G      
Sbjct: 173 SALLLA-GLGAASAVSVVEPVATRPHTEELLGLLGLEVDEEELADGRHRVSVVPGTPRPV 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGC--GTTSLQGDVKFAEVLEMMGAKV-TWT 301 
            +       +++A + +A AA  G  + V G   G T       + +VL  MGA++     
Sbjct: 232 ERIVVARDPSAAAFFVVAAAATPGARLEVRGAYLGPTR----TGYLDVLRRMGAEIEVLG 287 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 358 
             +V V G          L A  +  +++P   D    LAV    A G + I   A  RV 
Sbjct: 288 RDTVIVRG--------AALGATTIVADEVPSLIDEVPVLAVAFAAARGTSRIEGAAELRV 339 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPD-YCIITPPEKLNVTAIDTYDDHRMAMAFSL-AACA 416 
           KE++R+      L   GA+VE   D + +  P        +D+  DHR+AM+ ++ AA   
Sbjct: 340 KESDRIETTARMLEAFGATVETSHDGFVVEGPTSPSGPVLVDSVRDHRIAMSAAVWAATQ 399 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFD 437 
            +   IRD      ++P + D 
Sbjct: 400 GIGARIRDAEWVATSYPGFVD 420 
 
 
>gb|ADI18937.1| 5-enolpyruvylshikimate-3-phosphate synthase [uncultured SAR11 
           cluster bacterium HF0010_09O16] 
          Length = 441 
 
 Score = 80.9 bits (198), Expect = 4e-13,   Method: Compositional matrix adjust. 
 Identities = 106/453 (23%), Positives = 198/453 (43%), Gaps = 32/453 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I+ + I   +  + +PG KSLS R +L+++L+ G +   NLL SEDV   + A+R LG+  
Sbjct: 6   IIKKKIGNYNKKITIPGDKSLSIRWVLISSLANGISQAKNLLMSEDVIATINAIRKLGVR 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD-- 124 
            + +    +   VG  G       K+ + +   N+G   R L   +     N+ Y +    
Sbjct: 66  AKINNKICKIHGVGING----FKYKKNLVIDAQNSGTLGRLLAGLLI----NSPYPIKII 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +R    +   LK+ GA++         P+ + G   L   +  L    S+Q  S 
Sbjct: 118 GDKSLSKRDFKRIAQPLKKFGANLR-LKNNYTLPLTIKGSQNLKPIRY-LENKGSAQVKS 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++ A     G   I+      S  + E   + + +  +K +   ++D   I   +K K  
Sbjct: 176 CIIFAGARTNGKTIIKCKQ---SRDHSERIFKYL-KLPIKIKRKKNYDLIEISKVKKIK- 230 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           P N  +  D SS ++F+A  A++G + +T++       +  V    +L+ MG K+++    
Sbjct: 231 PINYKIPSDLSSCAFFIALTALSGKSKLTIKEVNINPTRTGV--LTILKKMGVKISFFNK 288 
 
Query: 304 SVTVTGPPREPFGR--KHLKAIDV--NMNKMP-DVAMTLAVVALFADGPTAIRDVASWRV 358 
            +    P  + F +  K LK+I+   N+N    D  + L ++A  A G +  +++      
Sbjct: 289 KIYKGEPIADIFIQSPKMLKSINCPSNLNSAAIDEFLVLFLIAAKAKGVSFFKNLDELNK 348 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAI--DTYDDHRMAMAFSLAA 414 
           KE+ R+      L  +G  V    +   I   P  K N   I  +   DHR+ M   +AA 
Sbjct: 349 KESPRLKWGSKILKMMGVKVITTKNSIKIFGNPELKTNKKIIIKNYLKDHRVFMTSVIAA 408 
 
Query: 415 CAEVP---VTIRDPGCTRKTFPDYFDVLSTFVK 444 
            +       +I +P   + +FP++  +++   K 
Sbjct: 409 LSFTDGGVWSIANPESVKTSFPNFLKIINQLKK 441 
 
 
>pdb|2PQB|A Chain A, Cp4 Epsps Liganded With (R)-Difluoromethyl Tetrahedral 
           Intermediate Analog 
 pdb|2PQC|A Chain A, Cp4 Epsps Liganded With (R)-Phosphonate Tetrahedral 
           Reaction Intermediate Analog 
          Length = 445 
 
 Score = 80.1 bits (196), Expect = 6e-13,   Method: Compositional matrix adjust. 
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 Identities = 117/452 (25%), Positives = 199/452 (44%), Gaps = 54/452 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +     
Sbjct: 13  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGARIRKEGDTW 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG         E  L  GNA    R     V     ++T++ D    + +RP+ 
Sbjct: 73  IIDGVGNGGLL-----APEAPLDFGNAATGCRLTMGLVGVYDFDSTFIGDA--SLTKRPM 125 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 126 GRVLNPLREMGVQVKSEDG-DRLPVTLRG----PKTPTPITYRVPMASAQVKSAVLLAGL 180 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
              G     +I+ +++  + E   ++++ FG        +D      ++G  K    +   
Sbjct: 181 NTPGIT--TVIEPIMTRDHTE---KMLQGFGANLTVETDADGVRTIRLEGRGKLTG-QVI 234 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +          
Sbjct: 235 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGADIEVIN----- 287 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PR   G            LK + V  ++ P   D    LAV A FA+G T +  +   
Sbjct: 288 ---PRLAGGEDVADLRVRSSTLKGVTVPEDRAPSMIDEYPILAVAAAFAEGATVMNGLEE 344 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMA 409 
            RVKE++R+ A+   L   G   +EG    ++   P  K     +  A+ T+ DHR+AM+ 
Sbjct: 345 LRVKESDRLSAVANGLKLNGVDCDEGETSLVVRGRPDGKGLGNASGAAVATHLDHRIAMS 404 
 
Query: 410 F-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           F  +   +E PVT+ D      +FP++ D+++ 
Sbjct: 405 FLVMGLVSENPVTVDDATMIATSFPEFMDLMA 436 
 
 
>ref|YP_001697683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lysinibacillus 
           sphaericus C3-41] 
 gb|ACA39553.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lysinibacillus 
           sphaericus C3-41] 
          Length = 186 
 
 Score = 79.7 bits (195), Expect = 8e-13,   Method: Compositional matrix adjust. 
 Identities = 59/182 (32%), Positives = 88/182 (48%), Gaps = 7/182 (3%) 
 
Query: 261 LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKH 319 
           +AGA      +T+E  G    +  +   EVL  MGA +T      +   P           
Sbjct: 1   MAGAICHNSQLTLENVGVNPTRDGI--IEVLSKMGATMTVMPNDNSQAEPTATIQIQTST 58 
 
Query: 320 LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
           L    +  + +P   D    LA++A  A G T I+D    +VKET+R+ A+  EL KLGA 
Sbjct: 59  LSGTTIEGDMIPRLIDEIPILALLATQAHGQTIIKDAEELKVKETDRITAVVAELKKLGA 118 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDY 435 
           ++E   D  II  P  L   ++ TY DHR+ M  ++AA   E PVT+ D  C   ++P + 
Sbjct: 119 NIEATNDGMIIEGPTPLKGASLKTYGDHRIGMMGAVAALMTEGPVTLDDAQCIAVSYPSF 178 
 
Query: 436 FD 437 
           F+ 
Sbjct: 179 FE 180 
 
 
>sp|Q9R4E4.2|AROA_AGRSC RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 pdb|2GG4|A Chain A, Cp4 Epsp Synthase (Unliganded) 
 pdb|2GG6|A Chain A, Cp4 Epsp Synthase Liganded With S3p 
 pdb|2GGA|A Chain A, Cp4 Epsp Synthase Liganded With S3p And Glyphosate 
          Length = 455 
 
 Score = 79.7 bits (195), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 117/452 (25%), Positives = 199/452 (44%), Gaps = 54/452 (11%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +     
Sbjct: 18  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGARIRKEGDTW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG         E  L  GNA    R     V     ++T++ D    + +RP+ 
Sbjct: 78  IIDGVGNGGLL-----APEAPLDFGNAATGCRLTMGLVGVYDFDSTFIGDA--SLTKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRVLNPLREMGVQVKSEDG-DRLPVTLRG----PKTPTPITYRVPMASAQVKSAVLLAGL 185 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
              G     +I+ +++  + E   ++++ FG        +D      ++G  K    +   
Sbjct: 186 NTPGIT--TVIEPIMTRDHTE---KMLQGFGANLTVETDADGVRTIRLEGRGKLTG-QVI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +          
Sbjct: 240 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGADIEVIN----- 292 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PR   G            LK + V  ++ P   D    LAV A FA+G T +  +   
Sbjct: 293 ---PRLAGGEDVADLRVRSSTLKGVTVPEDRAPSMIDEYPILAVAAAFAEGATVMNGLEE 349 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMA 409 
            RVKE++R+ A+   L   G   +EG    ++   P  K     +  A+ T+ DHR+AM+ 
Sbjct: 350 LRVKESDRLSAVANGLKLNGVDCDEGETSLVVRGRPDGKGLGNASGAAVATHLDHRIAMS 409 
 
Query: 410 F-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           F  +   +E PVT+ D      +FP++ D+++ 
Sbjct: 410 FLVMGLVSENPVTVDDATMIATSFPEFMDLMA 441 
 
 
>gb|AAL67577.1|AF464188_1 CP4EPSPS [Glycine max] 
 gb|AAO17037.1| CP4EPSPS protein [synthetic construct] 
          Length = 455 
 
 Score = 79.7 bits (195), Expect = 9e-13,   Method: Compositional matrix adjust. 
 Identities = 117/452 (25%), Positives = 199/452 (44%), Gaps = 54/452 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +     
Sbjct: 18  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGARIRKEGDTW 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG         E  L  GNA    R     V     ++T++ D    + +RP+ 
Sbjct: 78  IIDGVGNGGLL-----APEAPLDFGNAATGCRLTMGLVGVYDFDSTFIGDA--SLTKRPM 130 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 131 GRVLNPLREMGVQVKSEDG-DRLPVTLRG----PKTPTPITYRVPMASAQVKSAVLLAGL 185 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
              G     +I+ +++  + E   ++++ FG        +D      ++G  K    +   
Sbjct: 186 NTPGIT--TVIEPIMTRDHTE---KMLQGFGANLTVETDADGVRTIRLEGRGKLTG-QVI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +          
Sbjct: 240 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGADIEVIN----- 292 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PR   G            LK + V  ++ P   D    LAV A FA+G T +  +   
Sbjct: 293 ---PRLAGGEDVADLRVRSSTLKGVTVPEDRAPSMIDEYPILAVAAAFAEGATVMNGLEE 349 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMA 409 
            RVKE++R+ A+   L   G   +EG    ++   P  K     +  A+ T+ DHR+AM+ 
Sbjct: 350 LRVKESDRLSAVANGLKLNGVDCDEGETSLVVRGRPDGKGLGNASGAAVATHLDHRIAMS 409 
 
Query: 410 F-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           F  +   +E PVT+ D      +FP++ D+++ 
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Sbjct: 410 FLVMGLVSENPVTVDDATMIATSFPEFMDLMA 441 
 
 
>ref|YP_664289.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           acinonychis str. Sheeba] 
 sp|Q17YI6.1|AROA_HELAH RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 emb|CAJ99290.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter 
           acinonychis str. Sheeba] 
          Length = 429 
 
 Score = 79.3 bits (194), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 111/446 (24%), Positives = 185/446 (41%), Gaps = 59/446 (13%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KSLS+R ++ + L++    V N L   D    L   + LG  VE    AK +  +      
Sbjct: 11  KSLSHRAVIFSLLAKKPCFVRNFLMGGDCLSSLEIAQNLGARVE--NIAKNSFKIT---- 64 
 
Query: 85  FPVEDAKEEVQLF-LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 143 
            P    KE  ++    N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  
Sbjct: 65  -PPWALKEPRKILNCNNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNSRPMKRIIEPLKA 121 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 202 
            G  +   LG +        I G P         I+S Q  SA +++A  A G        
Sbjct: 122 FGTKI---LGREDNHFAPLVILGSPLKACDYESPIASAQVKSAFILSALQAQGTSTYR-- 176 
 
Query: 203 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF-L 261 
           +  +S  + E+ L+      + A   D      I   +K     +  +  D SSA +F L 
Sbjct: 177 ESELSRNHTEIMLK-----SLGANIKDQDGVLKISPLEKPLEAFDFKIANDPSSAFFFAL 231 
 
Query: 262 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-- 319 
           A A +    + ++       +  ++  EVL+ MG     T     +     E  G  +   
Sbjct: 232 ACAILPKSRLLLKNVLLNPTR--IEAFEVLKKMG-----THIECVIKSKDLEIIGDIYIE 284 
 
Query: 320 ---LKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 374 
              LKAI  D N+  + D    L +  LFA G + +++    R KE++R+ A+ + L  L 
Sbjct: 285 HALLKAITIDQNIASLIDEIPALGIAMLFAKGKSVVKNAKDLRSKESDRIKALISNLKAL 344 
 
Query: 375 GASVEEGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           G   EE  D                +  I PP       I +++DHR+AM+F++     + 
Sbjct: 345 GIECEEFEDGFYIEGLEDISQLKQRFSQIKPP------IIKSFNDHRIAMSFAILTLM-L 397 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           P+ I +  C   +FP +  +L+ F K 
Sbjct: 398 PLEIDNLECANISFPQFKRLLNLFKK 423 
 
 
>dbj|BAD94823.1| 5-enol-pyruvylshikimate-3-phospate synthase class 2 precursor 
           [Agrobacterium sp. CP4] 
          Length = 527 
 
 Score = 79.0 bits (193), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 115/444 (25%), Positives = 199/444 (44%), Gaps = 38/444 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +  +     
Sbjct: 90  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGARIRKEGDTW 149 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
               VG GG         E  L  GNA    R     V     ++T++ D    + +RP+ 
Sbjct: 150 IIDGVGNGGLL-----APEAPLDFGNAATGCRLTMGLVGVYDFDSTFIGDA--SLTKRPM 202 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
           G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A   
Sbjct: 203 GRVLNPLREMGVQVKSEDG-DRLPVTLRG----PKTPTPITYRVPMASAQVKSAVLLAGL 257 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK---AEHSDSWDRFYIKGGQKYKSPKNA 248 
              G     +I+ +++  + E   ++++ FG        +D      ++G  K    +   
Sbjct: 258 NTPGIT--TVIEPIMTCDHTE---KMLQGFGANLTVETDADGVRTIRLEGRGKLTG-QVI 311 
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Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +      +   
Sbjct: 312 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGADIEVINLRLAG 369 
 
Query: 308 TGPPREPFGRKH-LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                +   R   LK + V  ++ P   D    LAV A FA+G T +  +   RVKE++R 
Sbjct: 370 GEDVADLRVRSSTLKGVTVPEDRAPPMIDEYPILAVAAAFAEGATVMNGLEELRVKESDR 429 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMAF-SLAACA 416 
           + A+   L   G   +EG    ++   P  K     +  A+ T+ DHR+AM+F  +   + 
Sbjct: 430 LSAVANGLKLNGVDCDEGETSLVVRGRPDGKGLGNASGAAVATHLDHRIAMSFLVMGLVS 489 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLS 440 
           E PVT+ D      +FP++ D+++ 
Sbjct: 490 ENPVTVDDATMIATSFPEFMDLMA 513 
 
 
>gb|EDZ73130.1| YDR127Wp-like protein [Saccharomyces cerevisiae AWRI1631] 
          Length = 535 
 
 Score = 79.0 bits (193), Expect = 1e-12,   Method: Compositional matrix adjust. 
 Identities = 56/138 (40%), Positives = 75/138 (54%), Gaps = 11/138 (7%) 
 
Query: 5   EEIVLQPIKEI----SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           +E ++ P K+I       V  PGSKS+SNR L+LAAL EG   + NLL+S+D  +ML A+ 
Sbjct: 401 DETLVYPFKDIPADQQKVVIPPGSKSISNRALILAALGEGQCKIKNLLHSDDTKHMLTAV 460 
 
Query: 61  RTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR---SLTAAVTAAG 116 
             L G ++  +   +  VV G GG      A     L+LGNAG A R   SL A V +   
Sbjct: 461 HELKGATISWEDNGETVVVEGHGGSTLSACADP---LYLGNAGTASRFLTSLAALVNSTS 517 
 
Query: 117 GNATYVLDGVPRMRERPI 134 
                VL G  RM++RPI 
Sbjct: 518 SQKYIVLTGNARMQQRPI 535 
 
 
>ref|ZP_08072352.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylocystis sp. 
           ATCC 49242] 
 gb|EFY00154.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Methylocystis sp. 
           ATCC 49242] 
          Length = 410 
 
 Score = 78.6 bits (192), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 115/423 (27%), Positives = 176/423 (41%), Gaps = 30/423 (7%) 
 
Query: 32  LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV-VGCGGKF-PVED 89 
           ++   L+ G T ++ LL  EDV     A R LG  +        +V   G G    P E  
Sbjct: 1   MIFGLLAVGETRIEGLLEGEDVLRTAQACRQLGAKIVRHAPGSWSVWGAGLGSLLQPTE- 59 
 
Query: 90  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV- 148 
                 L  GNAG   R +   V  AG       DG   +R+RP+  ++  L   GA V  
Sbjct: 60  -----TLDFGNAGTGSRLMMGVV--AGHPIVARFDGDASLRKRPMRRILDPLALQGAQVL 112 
 
Query: 149 DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLIS 207 
           +   G   P V       LP   V+    ++S Q  SA+L+    + G     +I+   S 
Sbjct: 113 EQAEGGRLPLVLQGASEPLP---VEYKTPVASAQIKSAVLLCGLNSPG--RTVVIEAEAS 167 
 
Query: 208 IPYVEMTLRLMERFGVK--AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 265 
             + E   +++  FG K  +E   +  R     G+     +   V  D SSA++ +  A  
Sbjct: 168 RDHTE---KMLAHFGAKVTSEPYGAHGRKITLEGRPELVAREVRVPADPSSAAFPIVAAL 224 
 
Query: 266 ITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR-KHLKAI 323 
           I  G+ + VEG  T  L+        L+ MGA +T             +   R   L+ + 
Sbjct: 225 IAPGSDIVVEGVMTNPLRSG--LLTTLQEMGADITLDNRRDEGGEEVADVLARFSSLRGV 282 
 
Query: 324 DVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 380 
           DV   + P   D    LAV A FA G T +R ++  RVKE++R+ AI   L   G   E  
Sbjct: 283 DVPAERAPSMIDEYPILAVAAAFAQGETRMRGLSELRVKESDRLAAIAAGLAVNGVDCEI 342 
 
Query: 381 GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFPDYFDVL 439 
             D  I+          ++T+ DHR+AM+F +   A +  VT+ D      +FP +  ++ 
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Sbjct: 343 VGDDLIVRGGAVKGGGVVETHLDHRIAMSFLVMGLASQSKVTVDDETMIATSFPSFRALM 402 
 
Query: 440 STF 442 
            T  
Sbjct: 403 ETL 405 
 
 
>ref|ZP_08142635.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas sp. TJI-51] 
 gb|EGB96080.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas sp. TJI-51] 
          Length = 290 
 
 Score = 78.6 bits (192), Expect = 2e-12,   Method: Compositional matrix adjust. 
 Identities = 84/287 (29%), Positives = 129/287 (44%), Gaps = 20/287 (6%) 
 
Query: 157 PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 216 
           PP+ + G   L G    L  + S+Q  S LL+A   A G   +         P  + T R 
Sbjct: 1   PPLTIRGGHRLKGLTYTLPMA-SAQVKSCLLLAGLYAEGKTTVTE-----PAPTRDHTER 54 
 
Query: 217 LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEG 275 
           ++  FG   E +       ++ G K  + +   V  D SSA++FL  A+I  G+ + +E  
Sbjct: 55  MLRGFGYAVESNGPVA--SLQSGGKLTATR-IEVPADISSAAFFLVAASIAEGSELVLEH 111 
 
Query: 276 CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK--HLKAIDVNMNKMP-- 331 
            G    +  V   ++L +MG  ++  E    V G P      +   LK ID+    +P   
Sbjct: 112 VGINPTRTGV--IDILRLMGGDISL-ENQREVGGEPVADLRVRGAKLKGIDIPEELVPLA 168 
 
Query: 332 -DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP 390 
            D    L V A  A+G T +R     RVKE++R+  +   L  LG   E  PD  II    
Sbjct: 169 IDEFPVLFVAAACAEGRTVLRGAEELRVKESDRIQVMADGLLTLGIKCEPTPDGIIID-G 227 
 
Query: 391 EKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
            +L    +  + DHR+AMAFS+A+  A  P+ I D      +FP++  
Sbjct: 228 GQLGGGEVHGHGDHRIAMAFSVASLRASAPIRIHDCANVATSFPNFL 274 
 
 
>gb|ADU03259.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus suis] 
          Length = 235 
 
 Score = 78.2 bits (191), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 64/232 (27%), Positives = 122/232 (52%), Gaps = 17/232 (7%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++++ G +++PG KS+S+R ++  +L++G T V ++L  EDV   +   R LG+ +E +  
Sbjct: 7   VEKLQGVIRVPGDKSISHRSIIFGSLAKGVTRVHDILRGEDVLSTMQVFRDLGVKIEDNG 66 
 
Query: 72  AAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                  VG  G + P  D      L +GN+G ++R ++  +  AG +    + G   +  
Sbjct: 67  DIVEVHGVGFDGLQVPKND------LDMGNSGTSIRLISGVL--AGQDFEATMFGDDSLS 118 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           +RP+  + + L Q+G ++      D PP+ + G   L   + +L  + S+Q  SAL+ AA 
Sbjct: 119 KRPMDRVTIPLSQMGVEISGQTERDLPPLTIKGNKNLKPIRYQLPVA-SAQVKSALIFAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
             A G  E  I++K ++  + E    ++ +FG + E +    R  I+GGQ++ 
Sbjct: 178 LQAEG--ESVIVEKELTRNHTE---DMIVQFGGQLEVNGKEIR--IQGGQEF 222 
 
 
>ref|ZP_04126962.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar sotto str. T04001] 
 gb|EEM41408.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar sotto str. T04001] 
          Length = 170 
 
 Score = 78.2 bits (191), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 53/161 (32%), Positives = 78/161 (48%), Gaps = 5/161 (3%) 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA--- 344 
           +VLE MGA  T    +   + P          LK I++  + +P +   + V+AL A    
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Sbjct: 10  DVLEKMGATFTVDLINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQA 69 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           +G T I+D    +VKET R+  +  ELTKLGA +E   D  II     L    +++Y DH 
Sbjct: 70  EGITVIKDAHELKVKETNRIDTVVAELTKLGARIEATDDGMIIYGKSALKGNTVNSYGDH 129 
 
Query: 405 RMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           R+ M  ++A C AE    I D      ++P +FD L    K 
Sbjct: 130 RIGMMLAIAGCLAEGKTIIEDAEAVGVSYPTFFDELQKLAK 170 
 
 
>ref|YP_002828058.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium fredii 
           NGR234] 
 sp|C3MC80.1|AROA_RHISN RecName: Full=3-phosphoshikimate 1-carboxyvinyltransferase; 
           AltName: Full=5-enolpyruvylshikimate-3-phosphate 
           synthase; Short=EPSP synthase; Short=EPSPS 
 gb|ACP27305.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium fredii 
           NGR234] 
          Length = 448 
 
 Score = 77.8 bits (190), Expect = 3e-12,   Method: Compositional matrix adjust. 
 Identities = 118/452 (26%), Positives = 201/452 (44%), Gaps = 52/452 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ GTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +   K   
Sbjct: 17  DLKGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMGAKIR--KEG 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    +     E  L  GNAG   R     V     ++T++ D    + +RP 
Sbjct: 75  DTWIINGVGNGALL---APEAPLDFGNAGTGCRLTMGLVGVYDFDSTFIGDA--SLTKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A  
Sbjct: 130 MGRVLDPLREMGVQVKSAEG-DRLPVTLRG----PKTPNPITYRVPMASAQVKSAVLLAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNA 248 
               G     +I+ +++  + E   ++++ FG  +  E   +  R     G+   + +   
Sbjct: 185 LNTPGIT--TVIEPVMTRDHTE---KMLQGFGANLSVETDTAGVRTIRLEGRGKLTGQVI 239 
 
Query: 249 YVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V GD SS ++ L  A +  G+ VT+        +  +     L+ MGA +          
Sbjct: 240 DVPGDPSSTAFPLVAALLVPGSDVTILNVLMNPTRTGLIL--TLQEMGANIEVMN----- 292 
 
Query: 308 TGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 355 
              PR   G            LK + V   + P   D    LAV A FA+G T +  +   
Sbjct: 293 ---PRLAGGEDVADLRVRYSELKGVTVPEERAPSMIDEYPVLAVAAAFAEGATVMNGLDE 349 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK-LNVTA---IDTYDDHRMAMA 409 
            RVKE++R+ A+   L   G   +EG    ++   P  K L   A   + T+ DHR+AM+ 
Sbjct: 350 LRVKESDRLSAVADGLKLNGVDCDEGEASLVVRGRPGGKGLGNAAGGQVKTHLDHRIAMS 409 
 
Query: 410 F-SLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           F  L   +E PVT+ D      +FP++ D+++ 
Sbjct: 410 FLVLGLASEHPVTVDDATMIATSFPEFMDLMT 441 
 
 
>ref|ZP_03806227.1| hypothetical protein PROPEN_04629 [Proteus penneri ATCC 35198] 
 gb|EEG83858.1| hypothetical protein PROPEN_04629 [Proteus penneri ATCC 35198] 
          Length = 65 
 
 Score = 77.8 bits (190), Expect = 3e-12,   Method: Composition-based stats. 
 Identities = 40/55 (72%), Positives = 41/55 (74%) 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K   VEGDASSASYFLA AAI GGTV V G G  SLQGD+ FA VLE MGAKV W 
Sbjct: 9   KKYLVEGDASSASYFLAAAAIKGGTVRVTGIGKNSLQGDIHFASVLEKMGAKVRW 63 
 
 
>ref|ZP_03510971.1| 3-phosphoshikimate 1-carboxyvinyltransferase protein [Rhizobium 
           etli 8C-3] 
          Length = 166 
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 Score = 76.6 bits (187), Expect = 6e-12,   Method: Compositional matrix adjust. 
 Identities = 48/120 (40%), Positives = 69/120 (57%), Gaps = 6/120 (5%) 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL--GA 376 
           HL A +++ ++M D   T+AV+A F   P     +A+ RVKE +R+ A+ T L  +  G  
Sbjct: 4   HLPA-EIDGSQMQDAVPTIAVLAAFNATPVRFVGIANLRVKECDRIRALSTGLNNIREGL 62 
 
Query: 377 SVEEGPDYCIITPPEKLNVT---AIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           +VEEG D  + + P     T    IDT+ DHR+AM+F+LA      +TI DP C  KTFP 
Sbjct: 63  AVEEGDDLIVHSDPALAGQTLPAEIDTFADHRIAMSFALAGLKIDGITILDPDCVGKTFP 122 
 
 
>ref|ZP_02862022.1| hypothetical protein ANASTE_01235 [Anaerofustis stercorihominis DSM 
           17244] 
 gb|EDS71533.1| hypothetical protein ANASTE_01235 [Anaerofustis stercorihominis DSM 
           17244] 
          Length = 426 
 
 Score = 75.5 bits (184), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 72/332 (21%), Positives = 150/332 (45%), Gaps = 18/332 (5%) 
 
Query: 30  RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 89 
           R L+ +  +  T+++ N+L  ++   +L  L  LG  +  D+   +   +   G +P +  
Sbjct: 25  RYLICSLFTNETSIIKNVLLDKETKEILDILSLLGARITVDEFKGKRKTLRIKGSYPFDI 84 
 
Query: 90  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 149 
             EE+ L  GN    +R+    +  +     + L     + + P+        + G     
Sbjct: 85  KLEEIDL--GNNLNLLRTFAPILLIS--KTKFNLKYKNTIIQNPLNSFYSLFFEKGF-TK 139 
 
Query: 150 CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 209 
             +     P+++    G+      +   I  + LS LL   P A    ++ I+ ++     
Sbjct: 140 IQMEKGEYPLKIKT--GIDKSVFYIRADIEKECLSTLLSMLPRAYRASKVIIVGEIKDKA 197 
 
Query: 210 YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 269 
           YV  T+++++ F +   +++ +  F I    KY+ P N  VE D + AS ++  +A+ G  
Sbjct: 198 YVNRTIQILKDFEIDVRNNN-FKEFDI-INTKYE-PCNVTVENDFTMASIWITASAL-GH 253 
 
Query: 270 TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 329 
            V V+     S Q + K  ++L+++G  +  +     +  P R       + A +++++K 
Sbjct: 254 KVMVKDLNLKSRQDNKKLLDILKVIGIDIFASPNGDIIARPNR-------INAFNIDISK 306 
 
Query: 330 MPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           +PD+   LAV+A  ADG + +++V    VK+T 
Sbjct: 307 VPDLMPYLAVIASVADGTSKLKNVEDIYVKDT 338 
 
 
>ref|ZP_02164769.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hoeflea phototrophica 
           DFL-43] 
 gb|EDQ35464.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Hoeflea phototrophica 
           DFL-43] 
          Length = 420 
 
 Score = 75.5 bits (184), Expect = 1e-11,   Method: Compositional matrix adjust. 
 Identities = 112/438 (25%), Positives = 186/438 (42%), Gaps = 61/438 (13%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKAAKRAVVVGCGGKFPVEDA 90 
           +   L+ G T +  LL  EDV     A++ +G S+  E D      V  GC          
Sbjct: 1   MFGGLANGETRITGLLEGEDVINTGKAMQAMGASIRKEGDAWVINGVGNGC-------LL 53 
 
Query: 91  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 150 
             E  L  GNAG   R     V     + T+V D    +  RP+G ++  L+ +G  V   
Sbjct: 54  APEKPLDFGNAGTGCRLTMGLVGPYDFDTTFVGDA--SLSRRPMGRVLDPLRLMGVQVRS 111 
 
Query: 151 FLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAPLALGDVEIEIIDKLIS 207 
             G D  PV ++G    P     +S  +   S+Q  SA+L+A     G     +I+ +++ 
Sbjct: 112 EDG-DRLPVTLHG----PLAPAPISYRVPMASAQVKSAVLLAGLNVPG--VTTVIEPVMT 164 
 
Query: 208 IPYVEMTLRLMERFGVKAEHSDSWD--RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 265 
             + E   +++  FG + E     D  R     G+   + +   V GD SS ++ L  A  
Sbjct: 165 RDHTE---KMLAGFGAQLEVETGADGVRTIRLEGRGTLTAQIIDVPGDPSSTAFPLVAAL 221 
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Query: 266 ITGGT-VTVEGCGTTSLQGDVKFAEVLEM--MGAKVTWTETSVTVTGPPREPFGR----- 317 
           +   + VT+       L  + +   +L +  MGA +   +        PR+  G       
Sbjct: 222 LVPDSDVTIRNV----LMNETRTGLILTLQEMGANIEIID--------PRQAGGEDVADL 269 
 
Query: 318 ----KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 370 
                 L  ++V  ++ P   D    LAV A FA+G T +  +   RVKE++R+ A+    
Sbjct: 270 RVRSSELTGVNVPADRAPSMIDEYPVLAVAASFAEGETVMTGLDELRVKESDRLSAVARG 329 
 
Query: 371 LTKLGASVEEGPDYCIIT-PPEKLNVTA------IDTYDDHRMAMAFSLAACA-EVPVTI 422 
           L   G    EG D+  +   P+   + A      + T+ DHR+AM+F +   A E PV + 
Sbjct: 330 LEINGVDCTEGDDWLSVRGRPDGKGLGARSEKAVVKTWLDHRIAMSFLVMGLASEHPVHV 389 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D      +FP++ D+++ 
Sbjct: 390 DDSAIIATSFPEFMDMMT 407 
 
 
>gb|ABC00780.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 53 
 
 Score = 74.7 bits (182), Expect = 2e-11,   Method: Compositional matrix adjust. 
 Identities = 46/53 (86%), Positives = 49/53 (92%), Gaps = 1/53 (1%) 
 
Query: 82  GGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           GG+FP+E DAKEEV+LFLGNAG AMR LTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 1   GGRFPIEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGGNATYVLDGVPRMRERP 53 
 
 
>gb|EFV96997.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae ATCC 13813] 
          Length = 229 
 
 Score = 72.8 bits (177), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 60/235 (25%), Positives = 106/235 (45%), Gaps = 14/235 (5%) 
 
Query: 217 LMERFGVKAEHSDSWDR-FYIKGGQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVE 274 
           ++ +FG    H D  D+   + GGQ     ++  V GD SSA++++ AG  I    + +E 
Sbjct: 1   MIRQFG---GHLDIKDKEIRLNGGQSLVG-QDIRVPGDISSAAFWIVAGLIIPNSHIILE 56 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
             G    +  +   +V+  MG K+  +     V           HL+A  ++   +P +  
Sbjct: 57  NVGINETRTGI--LDVVSKMGGKIKLSSVDNQVKSATL-TVDYSHLQATHISGAMIPRLI 113 
 
Query: 335 MTLAVVALFA---DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 391 
             L ++AL A    G T I D    +VKET+R+  +   L ++GA +    D  II     
Sbjct: 114 DELPIIALLATQAQGTTVIADAQELKVKETDRIQVVVESLKQMGADITATADGMIIRGNT 173 
 
Query: 392 KLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
            L+  ++D + DHR+ M  ++AA    E  V +        ++P++ + L   V  
Sbjct: 174 PLHAASLDCHGDHRIGMMIAIAALLVKEGEVDLSGEEAINTSYPNFLEHLEGLVN 228 
 
 
>gb|ABZ09592.1| putative EPSP synthase (3-phosphoshikimate 
           1-carboxyvinyltransferase) [uncultured marine 
           microorganism HF4000_APKG8D23] 
          Length = 394 
 
 Score = 72.8 bits (177), Expect = 9e-11,   Method: Compositional matrix adjust. 
 Identities = 71/199 (35%), Positives = 99/199 (49%), Gaps = 16/199 (8%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           LP SKS   R L LAA +EG TV+  +    EDV  M   LR LG  +E  ++A +  V  
Sbjct: 17  LPPSKSHMMRWLALAAQAEGETVLSFDSEPGEDVLSMAECLRQLGAGIE--QSASQWSVT 74 
 
Query: 80  GCGGK-FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 138 
           G G   F    ++ E  L  GN+G A R LTA   AAG  +   LDG   +R R +  L  
Sbjct: 75  GVGADGF----SEPEGVLDCGNSGTAARFLTA--IAAGLASAVALDGDASLRRRDLSALN 128 
 
Query: 139 VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 198 
             L++ G    C + +D  P+ VNG  G   G+  L    SSQ LSALL+A+P     +  
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Sbjct: 129 SALREFG----CEISSDAVPLSVNGPAG--PGRAYLEVGSSSQPLSALLLASPGYSARLH 182 
 
Query: 199 IEIIDKLISIPYVEMTLRL 217 
           + + +  +S  Y  ++  L 
Sbjct: 183 LGLSEGSVSRGYSRLSFEL 201 
 
 
>emb|CBL42034.1| 5-enolpyruvylshikimate-3-phosphate synthase [butyrate-producing 
           bacterium SS3/4] 
          Length = 107 
 
 Score = 72.4 bits (176), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 39/107 (36%), Positives = 61/107 (57%), Gaps = 1/107 (0%) 
 
Query: 339 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 398 
           ++A FA+G T IRD A  +VKE+ R+  +   L  +GA VEE  D  II   + L+   + 
Sbjct: 1   MMACFAEGTTVIRDAAELKVKESNRIAIMVENLRAMGADVEETEDGMIIHGGKPLHGAVV 60 
 
Query: 399 DTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           D++ DHR+AM F++AA  A+    I D  C   ++P +++ L    K 
Sbjct: 61  DSHKDHRIAMTFAVAALAADGETEIIDADCVDISYPAFYEELEKLTK 107 
 
 
>ref|YP_261736.1| prephenate dehydrogenase /3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas fluorescens Pf-5] 
 gb|AAY93899.1| prephenate dehydrogenase, putative/3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas fluorescens Pf-5] 
          Length = 447 
 
 Score = 72.4 bits (176), Expect = 1e-10,   Method: Compositional matrix adjust. 
 Identities = 113/448 (25%), Positives = 182/448 (40%), Gaps = 64/448 (14%) 
 
Query: 21  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 80 
           LP  KS+S+R++L AAL+     + +L   + V  +L AL+ LGL V   +  +    +  
Sbjct: 27  LPSDKSISHRMILFAALARHPVRLRDLNRGKAVTLLLDALQQLGLEVTPGQTPQ---TLE 83 
 
Query: 81  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 140 
             G+F +  A  E ++ LG +  A R L   +   G N   ++DG   +R RP   +V   
Sbjct: 84  ISGEFAL--ATHERRVDLGPSSAAARLLIGMLV--GLNVPCIVDGDETLRNRPFDWIVEP 139 
 
Query: 141 LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 200 
           L Q+GA ++        P+R++      GG  ++    S+Q +S LL A   A        
Sbjct: 140 LNQMGAHLEYLGRPGALPIRIHQ-AAFRGGAAQIHIG-SAQAISTLLFAGVAA------- 190 
 
Query: 201 IIDKLISIPY----VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 256 
              K +SI Y     + T R++  FG         DR   +  Q +  P++  +  + S  
Sbjct: 191 --RKPMSIRYPVVARDHTQRIINSFG---------DRLLDEQLQIHYQPRDCAIPEEISI 239 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV------------LEMMGAKVTWTETS 304 
                  +AI         C     Q  + F  V            L   G  +T    S 
Sbjct: 240 PR---DPSAIAYPAALFLLCNRHQEQQRLSFDNVCLNPTRLGFFNWLLACGFNLTLEVDS 296 
 
Query: 305 VTVTGPPREPFGRKHL------KAIDV----NMNKMPD-VAMTLAVVALFADGPTAIRDV 353 
           +       EP GR  L      +A D+      + M D V + LA+  +   G     D+ 
Sbjct: 297 IRHG----EPVGRLLLRGGGQPRAHDLRDKHQFHAMIDEVPLALAISCVLP-GSATFSDL 351 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAM-AFS 411 
                KE++R+ A R+ L  LG   + +G D  +          AI T+ DHR++M A   
Sbjct: 352 YELTFKESDRIAATRSMLNALGLDYQVDGYDVRVEGGQVPSVQGAIPTFGDHRLSMTAHV 411 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           L     +  TI +  C + +FP +   L 
Sbjct: 412 LLLAHGLQATILEGHCYQTSFPGFAQCL 439 
 
 
>ref|ZP_06221622.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae HK1212] 
 gb|EFA29383.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae HK1212] 
          Length = 104 
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 Score = 72.0 bits (175), Expect = 2e-10,   Method: Composition-based stats. 
 Identities = 43/107 (40%), Positives = 59/107 (55%), Gaps = 4/107 (3%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL+ LG+  +         + G GG F +++    + LFLGNAG AMR LTAA+    
Sbjct: 1   MLNALKALGVRYQLSDDKTICEIEGLGGAFNIQN---NLSLFLGNAGTAMRPLTAALCLK 57 
 
Query: 116 GGNAT-YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 161 
           G   +  +L G PRM+ERPI  LV  L+Q GAD+        PP+ + 
Sbjct: 58  GKTESEIILTGEPRMKERPILHLVDALRQAGADIRYLENEGYPPLAI 104 
 
 
>ref|ZP_06223002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae HK1212] 
 gb|EFA28002.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Haemophilus 
           influenzae HK1212] 
          Length = 103 
 
 Score = 71.6 bits (174), Expect = 2e-10,   Method: Composition-based stats. 
 Identities = 43/105 (40%), Positives = 58/105 (55%), Gaps = 4/105 (3%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           ML AL+ LG+  +         + G GG F +++    + LFLGNAG AMR LTAA+    
Sbjct: 1   MLNALKALGVRYQLSDDKTICEIEGLGGAFNIQN---NLSLFLGNAGTAMRPLTAALCLK 57 
 
Query: 116 GGNAT-YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 159 
           G   +  +L G PRM+ERPI  LV  L+Q GAD+        PP+ 
Sbjct: 58  GKTESEIILTGEPRMKERPILHLVDALRQAGADIRYLENEGYPPL 102 
 
 
>gb|ACB05434.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 53 
 
 Score = 71.6 bits (174), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 45/53 (84%), Positives = 48/53 (90%), Gaps = 1/53 (1%) 
 
Query: 82  GGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           GG+FP+E DAKEEV+LFLGNA  AMR LTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 1   GGRFPIEKDAKEEVKLFLGNAVTAMRPLTAAVVAAGGNATYVLDGVPRMRERP 53 
 
 
>ref|NP_147921.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeropyrum pernix K1] 
 dbj|BAA80401.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Aeropyrum pernix K1] 
          Length = 419 
 
 Score = 71.6 bits (174), Expect = 2e-10,   Method: Compositional matrix adjust. 
 Identities = 113/440 (25%), Positives = 179/440 (40%), Gaps = 48/440 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
            +V++P  +I G +  P SK  +   L  + L+ G + +   L S DV   + A+R  G  
Sbjct: 2   NLVVKP-SQIGGEIIAPSSKGHTIAALFASLLAGGRSKISEPLYSRDVDTAIYAVRRFGG 60 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V+     +R ++V      P       V     ++ +   S+  A  A G +  Y   G 
Sbjct: 61  LVQK---GERDLIVDS----PPRPWWPRVVNCRRSSTVLRHSIVTAALAPGISLVY---G 110 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG---IGGLPGGKVKLSGSISSQY 182 
                  P+ +L   LK++GA+V    G   PPV V G    G   G  V  S   S    
Sbjct: 111 DSHTNSTPVSELAGALKKIGAEVVTTNGR--PPVAVKGPLARGCCEGETVGASDGESLAA 168 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
           L         A+            S  +V + L ++  FG K     S+D     GG  Y 
Sbjct: 169 LLLASPLLGFAIKRAGTH------SWHHVAVALHVLRGFGAKI----SFD-----GGIYY 213 
 
Query: 243 K----SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
                 P    V GD  +A+  L   AI G  +TV        QG+  F  +L   GAK+ 
Sbjct: 214 PDKPYGPGAYAVPGDYVNAAPLLLAGAIAG-RITVRRLDPEDPQGEKVFLNILAQAGAKL 272 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
              E+SV V G          L+  + ++++ P +A  LAV+A +A G + I+ ++  R+ 
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Sbjct: 273 KAGESSVEVVG-------TGSLEGFEADVSETPSLAPVLAVLAAYAKGRSVIKGISHLRL 325 
 
Query: 359 KETERMVAIRTELTKLGASVEE--GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           KE   +  + + L +L    +   G D   +     +       Y D RM MAF++A  A 
Sbjct: 326 KEGGNLKPLMSNLRRLKVKAKPRCGGDCLEVYGEGYVEGGTAKGYGDPRMTMAFAVAGLA 385 
 
Query: 417 EVPVTIRDPGCTRKTFPDYF 436 
                +R  G +R  + DY+ 
Sbjct: 386 SRK-GVRVTGASR--YRDYY 402 
 
 
>ref|YP_001329109.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium medicae 
           WSM419] 
 gb|ABR62274.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sinorhizobium medicae 
           WSM419] 
          Length = 456 
 
 Score = 71.6 bits (174), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 112/451 (24%), Positives = 202/451 (44%), Gaps = 50/451 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ GTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G  +   K   
Sbjct: 17  DLKGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGRAMQAMGAKIR--KEG 74 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    +     E  L  GNAG   R     V     ++T++ D    + +RP 
Sbjct: 75  DTWIIDGVGNGALL---APEAPLDFGNAGTGCRLTMGLVGVYDFDSTFIGDA--SLTKRP 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAA 190 
           +G ++  L+++G  V    G D  PV + G    P     ++  +   S+Q  SA+L+A  
Sbjct: 130 MGRVLDPLREMGVQVKSAEG-DRLPVTLRG----PKTPNPITYRVPMASAQVKSAVLLAG 184 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-----FYIKGGQKYKSP 245 
               G     +++ +++  + E   ++++ FG  A+ S   DR       ++G  K +   
Sbjct: 185 LNTPGIT--TVVEPVMTRDHTE---KMLQGFG--ADLSVETDRDGVRTIRLEGRGKLRG- 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGT------VTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +   V GD SS ++ L  A +  G+      V +    T  +    +    +E++ +++  
Sbjct: 237 QVIDVPGDPSSTAFPLVAALLVPGSDLSIFNVLMNPTRTGLILTLQEMGARIEVLSSRLA 296 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 356 
             E    +            LK + V   + P   D    LAV A FA+G T +  +    
Sbjct: 297 GGEDVADLR------VRYSELKGVTVPEERAPSMIDEYPVLAVAAAFAEGATVMNGLEEL 350 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEK----LNVTAIDTYDDHRMAMAF 410 
           RVKE++R+ A+   L   G   +EG    ++   P  K     +   + T+ DHR+AM+F 
Sbjct: 351 RVKESDRLSAVAEGLKLNGVDCDEGEASLVVRGRPGGKGLGNDSGGQVKTHLDHRIAMSF 410 
 
Query: 411 SLAACA-EVPVTIRDPGCTRKTFPDYFDVLS 440 
            +   A E PVT+ D      +FP++  +++ 
Sbjct: 411 LVMGLASERPVTVDDATMIATSFPEFMGLMT 441 
 
 
>gb|ACB05431.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 53 
 
 Score = 70.9 bits (172), Expect = 4e-10,   Method: Compositional matrix adjust. 
 Identities = 45/53 (84%), Positives = 48/53 (90%), Gaps = 1/53 (1%) 
 
Query: 82  GGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           GG+F +E DAKEEV+LFLGNAG AMR LTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 1   GGRFQLEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGGNATYVLDGVPRMRERP 53 
 
 
>ref|ZP_03832182.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Pectobacterium 
          carotovorum subsp. carotovorum WPP14] 
          Length = 92 
 
 Score = 70.5 bits (171), Expect = 6e-10,   Method: Composition-based stats. 
 Identities = 47/83 (56%), Positives = 59/83 (71%), Gaps = 4/83 (4%) 
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Query: 5  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
          E + LQPIK I+GT+ LPGSKS+SNR LLLAAL+EG T + NLL+S+DV +ML AL  LG 
Sbjct: 3  ESLTLQPIKLINGTLNLPGSKSVSNRALLLAALAEGKTRLTNLLDSDDVRHMLTALTALG 62 
 
Query: 65 LSVEADKAAKRAV--VVGCGGKF 85 
            VE   ++ R V  + G GG F 
Sbjct: 63 --VEYHLSSDRTVCEITGLGGAF 83 
 
 
>ref|ZP_04126963.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar sotto str. T04001] 
 gb|EEM41409.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar sotto str. T04001] 
          Length = 236 
 
 Score = 69.7 bits (169), Expect = 7e-10,   Method: Compositional matrix adjust. 
 Identities = 67/258 (25%), Positives = 123/258 (47%), Gaps = 35/258 (13%) 
 
Query: 1   MAGAEEIVLQPIKE-ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 59 
           M   +E  +QP+   ++G + +PG KS+S+R ++  +++EG T +   L+  D    +   
Sbjct: 1   MKNVKERTIQPVNNGLNGNITIPGDKSISHRAVMFGSIAEGKTTIKGFLSGADCLSTISC 60 
 
Query: 60  LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            + +G  VE  +      VVG G    +E  +E +  L +GN+G  +R ++  +     N 
Sbjct: 61  FKEMG--VEITQNGDEVTVVGKG----LEGLQEPKAVLDVGNSGTTIRLMSGILA----N 110 
 
Query: 119 ATY--VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK--- 173 
             +   + G   + +RP+  +   LKQ+GA++D        P+ +       GG +K    
Sbjct: 111 TPFFSCVQGDESIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIR------GGDLKAIE 164 
 
Query: 174 -LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV--EMTLRLMERFGVKAEHSDS 230 
            +S   S+Q  SA+L+A   A G          ++ P++  + T R++E FGVK   +   
Sbjct: 165 YISPVASAQVKSAILLAGLRAEGVT-------AVTEPHISRDHTERMLEAFGVKV--TRE 215 
 
Query: 231 WDRFYIKGGQKYKSPKNA 248 
                + GGQK  S K++ 
Sbjct: 216 GKTVKLSGGQKINSNKHS 233 
 
 
>ref|YP_001815138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Exiguobacterium 
           sibiricum 255-15] 
 gb|ACB62121.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Exiguobacterium 
           sibiricum 255-15] 
          Length = 434 
 
 Score = 69.3 bits (168), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 106/377 (28%), Positives = 158/377 (41%), Gaps = 47/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+IV++  ++++GTVK+ G+K+   + L+   L SEGT+V+ N+    DV+ +   LR L 
Sbjct: 2   EKIVVRGGRKLAGTVKVEGAKNAVLKTLVATLLASEGTSVLQNVPRLADVYTINNVLRNL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  D  A   V V    +   E   E V           R + A++   G      G 
Sbjct: 62  NAEVTFDAEAN-TVSVNAEAELKDEAPLEYV-----------RKMRASILVMGPLLARLG 109 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   + G   +  RPI   + G + +GA     +G       V+  G L G K+ L    
Sbjct: 110 RARVAMPGGCAIGSRPIDLHLKGFEAMGA--KTIIGNGFVEAHVD--GRLQGAKIYLDFP 165 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G   IE + K    P +      +   G K   + + +   ++ 
Sbjct: 166 -SVGATENIMMAATLAEGTTVIENVAKE---PEIVDLANFLNAMGAKVRGAGT-ETIRVE 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K     N YV  D   A  F+  AAIT G V V G     L+        +E MG K 
Sbjct: 221 GVEKLHG-GNHYVIPDRIEAGTFMIAAAITEGDVEVIGAEREHLR---PLISKMEEMGVK 276 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           ++ TE  + V GP       K L AIDV     P    DV   +  + L A+G + I +  
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Sbjct: 277 ISDTEEGLRVVGP-------KKLVAIDVKTMPHPGFPTDVQAQMMALVLKAEGTSVITET 329 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 330 VFENRFMHVEEFRRMNA 346 
 
 
>ref|ZP_01264335.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1002] 
 gb|EAS84822.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1002] 
          Length = 442 
 
 Score = 69.3 bits (168), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 102/452 (22%), Positives = 182/452 (40%), Gaps = 38/452 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I+   IK+ +  +++ G KSLS R +LLA+ + G +   NLL SEDV   + +++ LG+  
Sbjct: 6   IIKDKIKKFNKQIRVSGDKSLSIRWVLLASQAIGKSKGYNLLMSEDVLAAIDSIKKLGIK 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V   K      +VG G    +   K    L +                        + G  
Sbjct: 66  VRIQKNY--CEIVGNG----INGFKYNKNLTIDAKNSGTLGRLILGLLIKSTKKIKIIGD 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +R    +   L++ G      +     P+ + G     G K       S+Q  S++ 
Sbjct: 120 KSLSKRDFSRVTTPLRKFGVKFSYKIKNKL-PLTILGTQSAKGIKY-FENKGSAQCKSSV 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++AA  A G   I+      S  + E+  + + +  +K   +  +D   IK  +K  +   
Sbjct: 178 MLAALNASGTTSIKAKK---SRNHTELLFKYL-KIPIKVRKAKKFDFIDIKKPKKINAF- 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           N  + GD SS+++F+    +   + + ++          V    +L+ MGAK+T  E    
Sbjct: 233 NYQIPGDISSSAFFMVLTTLADNSKLLIKNVNINP--SRVGVITILKKMGAKIT-LENQK 289 
 
Query: 306 TVTGPPREPF---GRKHLKAID--VNMNKMP-DVAMTLAVVALFADGPTAIRDVASWRVK 359 
              G           K LKAI+  V +N    D  + + ++A  A G +  +D++    K 
Sbjct: 290 NYRGEKISDILIKSSKKLKAINCPVELNSSAIDEFLVIFLIAAKAKGISYFKDLSELNQK 349 
 
Query: 360 ETER---------MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           E+ R         M+ I+T+LT     +   PD  I  P     +T  +   DHR+ M   
Sbjct: 350 ESPRLIWGSKILNMMGIKTDLTNDSIKIYGQPDLEIKKP-----ITVKNYLKDHRVFMMS 404 
 
Query: 411 SLAACAE-VPVTIRDPGCTRKTFPDYFDVLST 441 
           ++AA        I D      +FP +  ++   
Sbjct: 405 TIAALTFGGKWKIYDKDSINTSFPSFLKIIKN 436 
 
 
>ref|ZP_00051744.2| COG0128: 5-enolpyruvylshikimate-3-phosphate synthase 
           [Magnetospirillum magnetotacticum MS-1] 
          Length = 398 
 
 Score = 69.3 bits (168), Expect = 1e-09,   Method: Compositional matrix adjust. 
 Identities = 112/391 (28%), Positives = 155/391 (39%), Gaps = 49/391 (12%) 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R V VG GG   ++D   E  L  GNAG   R +   V   G   T   DG   +R+RP+ 
Sbjct: 24  RIVGVGIGG---MQDP--EGVLDFGNAGTGSRLMMGVV--GGQPVTATFDGDASLRKRPM 76 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI---SSQYLSALLMAAP 191 
             ++  L Q+GA V         P+ + G    P   + L   +   S+Q  SA+L A   
Sbjct: 77  RRILDPLLQMGAQVVSEAEGGRVPLTLKG----PREAIPLRYELPVASAQIKSAVLFAGL 132 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFG----VKAEHSDSWDRFYIKGGQKYKSPKN 247 
            A G   +  I+   S  + E  LRL   FG    V         R     GQ        
Sbjct: 133 NAPGTTTV--IETAASRDHTERMLRL---FGAEVTVTPHGEGGHGRSVALTGQPVLRGTE 187 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             V  D SSA++ L  A I  G+ VT+ G     L+        L  MGA +   +     
Sbjct: 188 VIVPADPSSAAFPLVAALIVPGSEVTLRGVMMNPLR--TGLITTLIEMGAAIERLDE--- 242 
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Query: 307 VTGPPREPFGR---------KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 354 
                RE  G            L  +DV   + P   D    LAV A FA+G T +  +  
Sbjct: 243 -----REEGGETVADLRVRASRLHGVDVPAERAPSMIDEYPILAVAAAFAEGTTRMNGLH 297 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--PPEKLNVTAIDTYDDHRMAMAF-S 411 
             RVKE++R+ A+   L   G S     D  I+T           + T+ DHR+AMAF   
Sbjct: 298 ELRVKESDRLAAVAAGLAANGVSYAIEGDDLIVTGEGAPPAGGGTVATHLDHRIAMAFLV 357 
 
Query: 412 LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +   A  PVT+ D      +FP +   +S   
Sbjct: 358 MGLAARQPVTVDDGAMIATSFPTFRPTMSAL 388 
 
 
>ref|ZP_03634371.1| hypothetical protein HOLDEFILI_01664 [Holdemania filiformis DSM 
           12042] 
 gb|EEF68158.1| hypothetical protein HOLDEFILI_01664 [Holdemania filiformis DSM 
           12042] 
          Length = 156 
 
 Score = 68.9 bits (167), Expect = 2e-09,   Method: Compositional matrix adjust. 
 Identities = 43/126 (34%), Positives = 66/126 (52%), Gaps = 4/126 (3%) 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 379 
           L   +++M   PD+   L V+A FA G T + + A  R KE++R+ A+ TEL K+G  +  
Sbjct: 25  LSGCELDMQNCPDLGPILMVLASFAQGETKMINAARLRYKESDRIEAMETELRKVGVPIH 84 
 
Query: 380 EGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
                  I  P   K  VT +D + DHR+ MA ++ A  A+ PVTI       K++P +F 
Sbjct: 85  SSEGEVWIQGPTAWKGGVT-LDGHKDHRIVMALAIGATMADAPVTIEGAEAIAKSYPGFF 143 
 
Query: 437 DVLSTF 442 
             L +  
Sbjct: 144 RDLRSL 149 
 
 
>ref|YP_088899.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           succiniciproducens MBEL55E] 
 sp|Q65RU6.1|MURA_MANSM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAU38314.1| MurA protein [Mannheimia succiniciproducens MBEL55E] 
          Length = 421 
 
 Score = 67.8 bits (164), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 108/417 (25%), Positives = 177/417 (42%), Gaps = 42/417 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           ++GTV + G+K+ +  IL  + L+E   ++ N+ + +DV      LR LG++VE A++   
Sbjct: 12  LTGTVDISGAKNAALPILFASILAEEPVILTNVPDLKDVETTFKILRKLGVNVECAEEPG 71 
 
Query: 74  KRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           K  +  G   +F  P E  K         A +  R     V+  GG           +   
Sbjct: 72  KVLIDAGNINQFVAPYELVKTMRASIWALAPLLSRFHEGQVSLPGGCT---------IGA 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MAA  
Sbjct: 123 RPVDMHISGLEKMGAAIEL----DEGYVKATVNGRLKGARIYMD-KVSVGATLSIIMAAT 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     +I+     P V  T   +   G K   + + D   I+G ++    ++  V  
Sbjct: 178 LAEGKT---VIENAAREPEVVDTAIFLNAMGAKISGAGT-DTISIEGVERLAGCRHRIVP 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D      FL  AAI+GG +T  G    +L+  +   E L   G ++  TE S+T+     
Sbjct: 234 -DRIETGTFLVAAAISGGRITCRGTKADTLEAVI---EKLREAGMQIDITEDSITLDSLG 289 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR--- 368 
           + P      KA  VN+  MP       + A F    T +  VA    K TE +   R    
Sbjct: 290 QRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNVVAEGTSKITETIFENRFMH 337 
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Query: 369 -TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
             EL ++GA  E   +  I    E L+   +    D R +++  LA C     TI D 
Sbjct: 338 IPELIRMGAKAEIEGNTAICHGVEHLSGAQV-MATDLRASISLVLAGCIASGETIVD 393 
 
 
>gb|ABZ10397.1| putative EPSP synthase (3-phosphoshikimate 
           1-carboxyvinyltransferase) [uncultured marine bacterium 
           HF4000_APKG3108] 
          Length = 443 
 
 Score = 67.8 bits (164), Expect = 3e-09,   Method: Compositional matrix adjust. 
 Identities = 106/452 (23%), Positives = 189/452 (41%), Gaps = 40/452 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++   I + + T+ +   KS+S+R LL+A+   G + +  +L SEDV   +  L+ LG   
Sbjct: 8   LIKNKITKFNKTILVENDKSISHRALLIASQCIGPSNLKGVLESEDVKNTIICLKKLG-- 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V+  K  K+ +V G G +   +  K    L++GN+G   R L A V A   N    + G  
Sbjct: 66  VKILKKNKKYIVYGNGLRSFRKPHKN--LLYVGNSGTLARMLIALV-ATHPNLKVKVSGD 122 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             + +R +  ++  L ++G     F   D    P+ + G   +P  +       S+Q  S 
Sbjct: 123 NSLNKRDMKRIIEPLSKIGC---TFYPRDKTTLPLTIEG-TSMPLAQKHTETLGSAQVKS 178 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+AA    G   +E  +K IS  + E    L              +      GQ+  S 
Sbjct: 179 AILLAAINTHGITTVE--EKKISRNHTENL--LTAIKASIKVKKIKKNNLISLRGQENLS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             N  + GD SSA+ F+    +T G+   +    C  T     + F ++L+ M A +    
Sbjct: 235 NFNLEIHGDPSSAAPFIVLTLLTAGSKLLIKNVNCNPTR----IGFIKILKKMNANIRIK 290 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT--------LAVVALFADGPTAIRDV 353 
                +     E  G   +K+  +     P   ++        L ++A    G      + 
Sbjct: 291 ----NLKKKSGEHVGNIFVKSGSLKPISCPKELVSSAIDEFPLLFIIASVIKGVCKFSGI 346 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTY--DDHRMAMA 409 
              R KE++R+ +I   L ++G   +   D   I   P  K+  T ++ Y  +DHR+A++ 
Sbjct: 347 NELRHKESDRIKSIEIGLNQIGIKTKSTIDSLKIFGNPNIKIKKT-LEVYPKNDHRIAVS 405 
 
Query: 410 FS-LAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           +  L    E  + I +      +FP +  + S 
Sbjct: 406 YVILGLLLEGKIKIHNCETINTSFPRFLKINS 437 
 
 
>ref|NP_872847.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           ducreyi 35000HP] 
 sp|Q7VP51.1|MURA_HAEDU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAP95236.1| UDP-N-Acetyllglucosamine- 1-carboxyvinyltransferase [Haemophilus 
           ducreyi 35000HP] 
          Length = 426 
 
 Score = 67.8 bits (164), Expect = 4e-09,   Method: Compositional matrix adjust. 
 Identities = 104/417 (24%), Positives = 171/417 (41%), Gaps = 41/417 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SGTV + G+K+ +  IL    L+E    + N+ + +DV      LR LG+ +E D    
Sbjct: 11  KLSGTVDISGAKNAALPILFATILAEEPISLTNVPDLKDVDTTFKILRKLGVVIERDANG 70 
 
Query: 74  KRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +       +  P E  K         A +  R     V+  GG           +   
Sbjct: 71  VVQIDASHIQHYVAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCT---------IGA 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   +  L+++GA ++     D   V+    G L G ++ +   +S     +++MAA  
Sbjct: 122 RPVDMHITSLEKMGAIIEL----DEGYVKATANGRLQGARIYMD-KVSVGATLSVMMAAT 176 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1579



 

 

 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     II+     P +  T   +   G +   + + D   IKG ++    ++ ++  
Sbjct: 177 LAEGST---IIENAAREPEIVDTAHFLNAMGAEISGAGT-DTITIKGKERLTGCQH-HIV 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D      FL  AAI+GG +T +G    +L   +   E L   G +VT TE S+T+     
Sbjct: 232 ADRIETGTFLVAAAISGGKITCQGTKADTLDAVI---EKLREAGMEVTVTENSITLDTKG 288 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR--- 368 
           + P      KA  VN+  MP       + A F    T +  VA    + TE +   R    
Sbjct: 289 QRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNAVAEGTSRITETIFENRFMH 336 
 
Query: 369 -TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
             EL ++GA  E   +  I    E+L    +    D R +++  LA C     TI D 
Sbjct: 337 IPELNRMGAKAEIEGNTAICQGVEQLKPAEV-MATDLRASISLVLAGCIASGETIVD 392 
 
 
>gb|ABZ06003.1| putative EPSP synthase (3-phosphoshikimate 
           1-carboxyvinyltransferase) [uncultured marine 
           microorganism HF4000_005D21] 
          Length = 446 
 
 Score = 67.0 bits (162), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 105/451 (23%), Positives = 189/451 (41%), Gaps = 40/451 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           ++   I + + T+ +   KS+S+R LL+A+   G + +  +L SEDV   +  L+ LG   
Sbjct: 8   LIKNKITKFNKTILVENDKSISHRALLIASQCIGPSNLKGVLESEDVKNTIICLKKLG-- 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V+  K  K+ +V G G +   +  K    L++GN+G   R L A V A   N    + G  
Sbjct: 66  VKILKKNKKYIVYGNGLRSFRKPHKN--LLYVGNSGTLARMLIALV-ATHPNLKVKVSGD 122 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTD--CPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
             + +R +  ++  L ++G     F   D    P+ + G   +P  +       S+Q  S 
Sbjct: 123 NSLNKRDMKRIIEPLSKIGC---TFYPRDKTTLPLTIEGT-SMPLAQKHTETLGSAQVKS 178 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
           A+L+AA    G   +E  +K IS  + E    L              +      GQ+  S 
Sbjct: 179 AILLAAINTHGITTVE--EKKISRNHTENL--LTAIKASIKVKKIKKNNLISLRGQENLS 234 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             N  + GD SSA+ F+    +T G+   +    C  T     + F ++L+ M A +    
Sbjct: 235 NFNLEIHGDPSSAAPFIVLTLLTAGSKLLIKNVNCNPTR----IGFIKILKKMNANIRIK 290 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT--------LAVVALFADGPTAIRDV 353 
                +     E  G   +K+  +     P   ++        L ++A    G      + 
Sbjct: 291 ----NLKKKSGEHVGNIFVKSGSLKPISCPKELVSSAIDEFPLLFIIASVIKGVCKFSGI 346 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNVTAIDTY--DDHRMAMA 409 
              R KE++R+ +I   L ++G   +   D   I   P  K+  T ++ Y  +DHR+A++ 
Sbjct: 347 NELRHKESDRIKSIEIGLNQIGIKTKSTIDSLKIFGNPNIKIKKT-LEVYPKNDHRIAVS 405 
 
Query: 410 FS-LAACAEVPVTIRDPGCTRKTFPDYFDVL 439 
           +  L    E  + I +      +FP +  ++ 
Sbjct: 406 YVILGLLLEGKIKIHNCETINTSFPGFLKLI 436 
 
 
>ref|ZP_04978529.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           haemolytica PHL213] 
 gb|EDN74925.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           haemolytica PHL213] 
          Length = 426 
 
 Score = 67.0 bits (162), Expect = 5e-09,   Method: Compositional matrix adjust. 
 Identities = 107/419 (25%), Positives = 172/419 (41%), Gaps = 46/419 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV + G+K+ +  IL  A L+E T  + N+ + +DV      LR LG++VE  K +  
Sbjct: 12  LNGTVDISGAKNAALPILFAAILAEKTVTLKNVPDLKDVDTTFKILRQLGVTVE--KGSD 69 
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Query: 75  RAVVVGCGGKF-----PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           + VV     K      P E  K         A +  R     V+  GG           + 
Sbjct: 70  KGVVHIDASKINNYVAPYELVKTMRASIWALAPLVARFQLGQVSLPGGCT---------I 120 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MA 
Sbjct: 121 GARPVDMHISGLEKMGAKIEL----DEGYVKATSNGRLNGARIYMD-KVSVGATLSVMMA 175 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             LA G     +I+     P +  T   +   G K   + + D   I+G +     +++  
Sbjct: 176 GTLAKGTT---VIENAAREPEIVDTADFLNAMGAKISGAGT-DMITIEGVEHLGGCEHSV 231 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V  D      FL  AAI+GG +T       +L   +   E L   G +V  TE ++T+   
Sbjct: 232 VP-DRIETGTFLVAAAISGGRITCRNTKADTLDAVI---EKLREAGMQVDVTENTITLDS 287 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR- 368 
             R P      KA  VN+  MP       + A F    T +  VA    + TE +   R  
Sbjct: 288 LGRRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNTVAEGTSRITETIFENRF 335 
 
Query: 369 ---TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
               EL ++GA  E   +  I    E+L    +    D R +++  LA C     TI D 
Sbjct: 336 MHIPELIRMGAKAEIEGNIAICYGVEQLKSAEV-MATDLRASISLVLAGCIATGETIVD 393 
 
 
>ref|ZP_07528285.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 ref|ZP_07537002.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 9 str. CVJ13261] 
 ref|ZP_07541346.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 11 str. 56153] 
 gb|EFM85037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 1 str. 4074] 
 gb|EFM94033.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 9 str. CVJ13261] 
 gb|EFM98131.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 11 str. 56153] 
          Length = 424 
 
 Score = 67.0 bits (162), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 107/421 (25%), Positives = 175/421 (41%), Gaps = 51/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D++   
Sbjct: 12  LSGTVDISGAKNAALPILFAAVLATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDESGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDMHISGLEKMGALIEL----DEGYVKATSNGRLHGARIYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   +   G K   + + D   I+G ++    ++  V   
Sbjct: 178 AEGTTTIE---NAAREPEIVDTALFLNAMGAKISGAGT-DTITIEGVERLTGCQHRIV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG +T  G    +L+  +   E L   G +VT TE ++T+    + 
Sbjct: 233 DRIETGTFLVAAAISGGKITCRGTKADTLEAVI---EKLREAGMEVTVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKET---ER 363 
            P      KA  VN+  MP      D+     ++ + A+G +        R+ ET    R 
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQFTLLNVVAEGTS--------RITETIFENR 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI  
Sbjct: 334 FMHI-PELNRMGAKGEIEGNTAICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIV 391 
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Query: 424 D 424 
           D 
Sbjct: 392 D 392 
 
 
>ref|ZP_05990592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. BOVINE] 
 ref|ZP_05992480.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. OVINE] 
 gb|EEY09613.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. OVINE] 
 gb|EEY11455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mannheimia 
           haemolytica serotype A2 str. BOVINE] 
          Length = 426 
 
 Score = 67.0 bits (162), Expect = 6e-09,   Method: Compositional matrix adjust. 
 Identities = 107/419 (25%), Positives = 172/419 (41%), Gaps = 46/419 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV + G+K+ +  IL  A L+E T  + N+ + +DV      LR LG++VE  K +  
Sbjct: 12  LNGTVDISGAKNAALPILFAAILAEKTVTLKNVPDLKDVDTTFKILRQLGVTVE--KGSD 69 
 
Query: 75  RAVVVGCGGKF-----PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
           + VV     K      P E  K         A +  R     V+  GG           + 
Sbjct: 70  KGVVHIDASKINNYVAPYELVKTMRASIWALAPLVARFQLGQVSLPGGCT---------I 120 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MA 
Sbjct: 121 GARPVDMHISGLEKMGAKIEL----DEGYVKATSNGRLNGARIYMD-KVSVGATLSVMMA 175 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
             LA G     +I+     P +  T   +   G K   + + D   I+G +     +++  
Sbjct: 176 GTLAKGTT---VIENAAREPEIVDTADFLNAMGAKISGAGT-DMITIEGVEHLGGCEHSV 231 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V  D      FL  AAI+GG +T       +L   +   E L   G +V  TE ++T+   
Sbjct: 232 VP-DRIETGTFLVAAAISGGRITCRNTKADTLDAVI---EKLREAGMQVDVTENTITLDS 287 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR- 368 
             R P      KA  VN+  MP       + A F    T +  VA    + TE +   R  
Sbjct: 288 LGRRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNTVAEGTSRITETIFENRF 335 
 
Query: 369 ---TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
               EL ++GA  E   +  I    E+L    +    D R +++  LA C     TI D 
Sbjct: 336 MHIPELIRMGAKAEIEGNTAICYGVEQLKSAEV-MATDLRASISLVLAGCIATGETIVD 393 
 
 
>gb|AAA81514.1| 5-enolpyruvylshikimate-3-phosphate-synthase [Escherichia coli str. 
           K-12 substr. MG1655] 
          Length = 48 
 
 Score = 66.6 bits (161), Expect = 7e-09,   Method: Composition-based stats. 
 Identities = 28/41 (68%), Positives = 33/41 (80%) 
 
Query: 400 TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 440 
           TY+DHRMAM FSL A ++ PVTI DP CT KTFPDYF+ L+ 
Sbjct: 2   TYNDHRMAMCFSLVALSDTPVTILDPKCTAKTFPDYFEQLA 42 
 
 
>ref|ZP_05922164.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TC 6] 
 gb|EEW66074.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Enterococcus faecium 
           TC 6] 
          Length = 135 
 
 Score = 66.6 bits (161), Expect = 7e-09,   Method: Compositional matrix adjust. 
 Identities = 38/108 (35%), Positives = 58/108 (53%), Gaps = 1/108 (0%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 396 
           LA+VA  A+G T I+D    +VKET R+ A+  EL K+GA ++   D  II  P  L+   
Sbjct: 21  LALVATQAEGITIIKDAEELKVKETNRIDAVAEELQKMGAKIKATADGLIIHGPTPLHGA 80 
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Query: 397 AIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
            + +  DHR+ M   +AA  A+ P  +        ++P +FD L+  V 
Sbjct: 81  KVSSRGDHRIGMMLQVAALIADGPCELEGAEAVSISYPAFFDDLAELV 128 
 
 
>emb|CBI77162.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella rochalimae 
           ATCC BAA-1498] 
          Length = 442 
 
 Score = 66.6 bits (161), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 103/449 (22%), Positives = 192/449 (42%), Gaps = 45/449 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SGT+K+PG KS+S++ L+L  L+ G + +  LL ++ V  +   ++ +G   +  K   
Sbjct: 14  NLSGTIKMPGDKSISHKALILGGLAHGESHIHGLLENDSVLRIATIMQAMG--AQCYKKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    ++    +  L  GN+G +   +   V++     T++  G   +   P 
Sbjct: 72  NLWIIHGTGNGCLLQ---AQTPLNFGNSGTSAHLIMGLVSSYHMKTTFL--GSASLSRYP 126 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL-SALLMAAPL 192 
           +  ++  L+ +G + +  LG   P   +   G      ++    ++S  + SA+L+A    
Sbjct: 127 MEHILNPLRLMGVETEPTLGNHLP---LTLYGPKMANPIRYPIPMASAPVKSAILLAGLN 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             G     II++ ++  + E   ++++ FG  +  +   +  RF    GQ +   +   V 
Sbjct: 184 TAGTT--TIIEQTLTQDHTE---KMLQAFGAEIDIKIDKTGTRFTSLKGQPHLIGQIINV 238 
 
Query: 251 EGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVK--FAEVLEMMGAKV-------TW 300 
            GD S A++  +A   +    +T++      L  D K  F + L  MGAK+       T  
Sbjct: 239 PGDLSLAAFPIIAALLVENSDITLKNV----LVNDEKMEFIQTLWEMGAKIELLNQRKTG 294 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
            E  V +     E      LK + V   + P   D    LA+ A FA G T I  +     
Sbjct: 295 IENIVDIRVKSSE------LKGVTVPKERAPLIIDEYPALAIAAAFAKGKTIISGIEGLF 348 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSL-A 413 
            K ++R+  +   L       E G D+ II      + L    + T+ DH++AM F +   
Sbjct: 349 YKISDRLSTLAEGLKINHIHCENGKDFLIIHGKNSTKDLGGGRVTTHFDHQIAMCFLIFG 408 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             +E PV I D        P++  ++    
Sbjct: 409 LVSEKPVMIDDKQMIITNCPEFIPLMHQL 437 
 
 
>emb|CBI78616.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella sp. AR 
           15-3] 
          Length = 442 
 
 Score = 66.2 bits (160), Expect = 8e-09,   Method: Compositional matrix adjust. 
 Identities = 98/445 (22%), Positives = 189/445 (42%), Gaps = 37/445 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SGT+K+PG KS+S+R L+L  L+ G + +  LL S++V      ++ +G   +  K   
Sbjct: 14  NLSGTIKMPGDKSISHRALILGGLAHGESYIHGLLESDNVLRTATIMQAMG--AQCYKKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    ++    ++ L  GN+G +   +   V++     T++  G   + +   
Sbjct: 72  NLWIIRGTGNGCLLQ---AQIPLNFGNSGTSAHLIMGLVSSYHIKTTFL--GHASLSKLS 126 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCP-----PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  ++  L+ +G +++   G   P     P   N I      + ++  + S+Q  SA+L  
Sbjct: 127 MEHILSPLRLMGVEIEPTRGNRLPLTFYGPKMANPI------RYRIPMA-STQVKSAILF 179 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE--HSDSWDRFYIKGGQKYKSPK 246 
           A     G   +     + S P  + T ++++ FG + +     +  R     GQ +   + 
Sbjct: 180 AGLNTAGTTTV-----IESTPTRDHTEKMLQAFGAELDIKTDKTGTRSTSLKGQPHLIGQ 234 
 
Query: 247 NAYVEGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT-WTETS 304 
              V GD S A++  +A   +    +T+E       +  ++F + L  MGAK+    +   
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Sbjct: 235 IINVPGDLSLAAFPIIAALLVEDSDITLENVLINDFR--MEFIQTLWEMGAKIELLNQRK 292 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V +            LK + V   ++P   D    LA+ A FA G T +  +     K + 
Sbjct: 293 VNLENIVDIRIKSSELKGVTVPKERVPLMIDEYPALAIAAAFAKGKTIMSGIEEPCFKVS 352 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA---IDTYDDHRMAMAF-SLAACAE 417 
            R+ A+   L       E G  + II     +  +    + TY DH++AM F      +E 
Sbjct: 353 NRLSALAEGLKINHIHCESGKGFLIIHGKNSIKGSGGGHVTTYFDHQIAMCFLVFGLISE 412 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
            PV I +      + P++  ++    
Sbjct: 413 KPVIIDNKQIIATSCPEFIPLMHQL 437 
 
 
>ref|YP_001053977.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae L20] 
 ref|ZP_07336829.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 ref|ZP_07338253.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. 4226] 
 ref|ZP_07530336.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. S1536] 
 ref|ZP_07534809.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 ref|ZP_07539122.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 10 str. D13039] 
 sp|A3N1T6.1|MURA_ACTP2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABN74372.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 5b str. L20] 
 gb|EFL79253.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. 4226] 
 gb|EFL80779.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 gb|EFM87359.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 2 str. S1536] 
 gb|EFM91584.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 6 str. Femo] 
 gb|EFM96115.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 10 str. D13039] 
          Length = 424 
 
 Score = 66.2 bits (160), Expect = 9e-09,   Method: Compositional matrix adjust. 
 Identities = 106/421 (25%), Positives = 175/421 (41%), Gaps = 51/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D++   
Sbjct: 12  LSGTVDISGAKNAALPILFAAVLATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDESGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDMHISGLEKMGALIEL----DEGYVKATSNGRLHGARIYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   +   G K   + + D   I+G ++    ++  V   
Sbjct: 178 AEGTTTIE---NAAREPEIVDTALFLNAMGAKISGAGT-DTITIEGVERLTGCQHRIV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L+  +   E L   G +VT TE ++T+    + 
Sbjct: 233 DRIETGTFLVAAAVSGGKITCRGTKADTLEAVI---EKLREAGMEVTVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKET---ER 363 
            P      KA  VN+  MP      D+     ++ + A+G +        R+ ET    R 
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQFTLLNVVAEGTS--------RITETIFENR 333 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI  
Sbjct: 334 FMHI-PELNRMGAKGEIEGNTAICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIV 391 
 
Query: 424 D 424 
           D 
Sbjct: 392 D 392 
 
 
>ref|YP_002475331.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parasuis SH0165] 
 sp|B8F4Y1.1|MURA_HAEPS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACL32383.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parasuis SH0165] 
          Length = 424 
 
 Score = 66.2 bits (160), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 111/418 (26%), Positives = 173/418 (41%), Gaps = 45/418 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+E   ++ N+ N +DV   +  LR LG+ VE  +A   
Sbjct: 12  LSGTVDISGAKNAALPILFAAILAEEPVILTNVPNLKDVETTVKILRKLGVVVE--RAEN 69 
 
Query: 75  RAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            AV +          P E  K         A +  R     V+  GG           +  
Sbjct: 70  NAVHIDASKIDHYVAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCT---------IG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+++GA +      D   V+    G L G ++ L   +S     +++MAA 
Sbjct: 121 ARPVDMHIAGLEKMGATITL----DEGYVKAEVNGRLTGARI-LMDKVSVGATLSVMMAA 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G   IE        P +  T   + + G K   + + D   I+G ++    ++ ++ 
Sbjct: 176 TLAKGTTTIE---NAAREPEIVDTAIFLNKMGAKITGAGT-DTITIEGVERLGGCEH-HI 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AAI+GG +T  G    +L   +   E L   G +V  TE S+T+    
Sbjct: 231 VPDRIETGTFLVAAAISGGRITCRGTKADTLDAVI---EKLREAGMQVDVTENSITLDSL 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-- 368 
              P      KA  VN+  MP       + A F    T +  VA+   K TE +   R   
Sbjct: 288 GMRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNVVANGTSKITETIFENRFM 335 
 
Query: 369 --TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    E L+   +    D R +++  LA C     TI D 
Sbjct: 336 HIPELIRMGAKAEIEGNTAICHGVENLSGAEV-MATDLRASISLVLAGCIANGQTIVD 392 
 
 
>ref|ZP_02868920.1| 3-phosphoshikimate 1-carboxyvinyltransferase [candidate division 
           TM7 single-cell isolate TM7a] 
          Length = 202 
 
 Score = 65.9 bits (159), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 60/206 (29%), Positives = 104/206 (50%), Gaps = 16/206 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL--SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++G +++P SKS S+R ++ AAL  SE  + +DNL  S D+      +   G  ++  ++ 
Sbjct: 10  LNGKIEIPPSKSYSHRAVIAAALAESEKKSTIDNLKFSVDITTTTDIMENWGAKIKRFES 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT-AAVTAAGGNATYVLDGVPRMRE 131 
           A    +VG  GK   +D  + VQ     +G  +R L    +T+       + DG  ++ + 
Sbjct: 70  ALE--IVGNDGKVVPKD--KYVQC--NESGSTIRFLIPVGITSEN---ELIFDGKGKLVD 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+       ++ G   +   G    P+ VNG   L  G  ++ G+ISSQ+++ LL A P 
Sbjct: 121 RPLDSYYKIFEEQGLKYETTDGK--LPLTVNG--KLKAGNYEIDGNISSQFITGLLYALP 176 
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Query: 192 LALGDVEIEIIDKLISIPYVEMTLRL 217 
           L  GD ++ I   L S  Y+++TL + 
Sbjct: 177 LLDGDSKLIINKNLESKGYIDLTLEI 202 
 
 
>ref|ZP_03366990.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
          subsp. enterica serovar Typhi str. E98-0664] 
          Length = 83 
 
 Score = 65.9 bits (159), Expect = 1e-08,   Method: Composition-based stats. 
 Identities = 40/79 (50%), Positives = 52/79 (65%) 
 
Query: 5  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
          E + LQPI  + G + LPGSKS+SNR LLLAAL+ G TV+ NLL+S+DV +ML AL  LG 
Sbjct: 2  ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTVLTNLLDSDDVRHMLNALSALG 61 
 
Query: 65 LSVEADKAAKRAVVVGCGG 83 
          ++        R  + G GG 
Sbjct: 62 INYTLSADRTRCDITGNGG 80 
 
 
>emb|CBI80133.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Bartonella sp. 1-1C] 
          Length = 442 
 
 Score = 65.9 bits (159), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 106/449 (23%), Positives = 189/449 (42%), Gaps = 45/449 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SGT+K+PG KS+S+R L+L  L+ G + +  LL SE V      ++ +G   +  K   
Sbjct: 14  NLSGTIKMPGDKSISHRALILGGLAHGESHIHGLLESESVLRTATIMQAMG--AQYYKKN 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
              ++ G G    ++    +  L  GN+G +   +   V++      ++  G   +   P 
Sbjct: 72  NLWIIHGTGNGCLLQ---AQTPLNFGNSGTSAHLIMGLVSSYHMKTAFL--GGALLSRYP 126 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL-SALLMAAPL 192 
           +  ++  L+ +G + +  LG   P   +   G      ++    ++S  + SA+L+A    
Sbjct: 127 MKHILNPLRLMGVETEPTLGNHLP---LTLYGPKMANPIRYPIPMASAPVKSAILLAGLN 183 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             G     II+  ++  + E   ++++ FG  +  +   +  RF    GQ +   +   V 
Sbjct: 184 TAGTT--TIIEPTLTQDHTE---KMLQAFGAEIDIKIDKTGTRFTSLKGQPHLIGQIINV 238 
 
Query: 251 EGDASSASY-FLAGAAITGGTVTVEGCGTTSLQGDVK--FAEVLEMMGAKV-------TW 300 
            GD S A++  +A   +    +T+E      L  D K  F + L  MGAK+       T  
Sbjct: 239 PGDLSLAAFPIIAALLVENSDITLENV----LVNDEKMGFIQTLWEMGAKIELLNQRKTG 294 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
            E  V +     E      LK + V   + P   D    LA+ A FA G T I  +     
Sbjct: 295 IENIVDIRVKSSE------LKGVTVPKERAPLIIDKYPALAIAAAFAKGKTIISGIEGLF 348 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSL-A 413 
            K ++R+  +   L       E G D+ II      + L    + T+ DH++AM F +   
Sbjct: 349 CKISDRLSILAEGLKINHIHCENGKDFLIIHGKNSIKDLGGGRVTTHFDHQIAMCFLIFG 408 
 
Query: 414 ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             +E PV I D        P++  ++    
Sbjct: 409 LVSEKPVMIDDKQMIITNCPEFIPLMHQL 437 
 
 
>ref|ZP_06552741.1| hypothetical protein AWRIB429_0131 [Oenococcus oeni AWRIB429] 
 gb|EFD89284.1| hypothetical protein AWRIB429_0131 [Oenococcus oeni AWRIB429] 
          Length = 165 
 
 Score = 65.5 bits (158), Expect = 1e-08,   Method: Compositional matrix adjust. 
 Identities = 40/135 (29%), Positives = 69/135 (51%), Gaps = 8/135 (5%) 
 
Query: 319 HLKAIDVNMNKMPDVAMTLAVVAL---FADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
           +L A+++   ++P+V   L ++ L    A G T I      RVKET R+  +  EL KLG 
Sbjct: 26  NLHAVEITSKEIPNVIDELPILTLAASLAKGRTIISGAGELRVKETYRISVVAAELKKLG 85 
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Query: 376 ASVEEGPDYCIITPPEKLNV--TAIDTYDDHRMAMAFSLAAC---AEVPVTIRDPGCTRK 430 
           A ++E  D  +I    KL +    + T+ DHR+ M  ++AA        +T+ +P   +  
Sbjct: 86  ARIQEKSDGMVIDGCPKLQIPENNLATHGDHRIGMMLAVAALLVDTSKTITLNNPEAIKI 145 
 
Query: 431 TFPDYFDVLSTFVKN 445 
           ++P++F  L   + N 
Sbjct: 146 SYPNFFRDLDYLLNN 160 
 
 
>ref|ZP_03148433.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           G11MC16] 
 gb|EDY05376.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           G11MC16] 
          Length = 458 
 
 Score = 65.5 bits (158), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 103/374 (27%), Positives = 156/374 (41%), Gaps = 43/374 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    ++    L S+GT+ + ++    DV+ +   LR L 
Sbjct: 26  EKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLASKGTSTIHDVPALSDVYTISEVLRYL 85 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  V   + A  AV+V   G   VE   E V+         MR+   +   + A  G A  
Sbjct: 86  GADV---RIAGNAVMVDATGPLTVEAPFEYVR--------KMRASVLVMGPLLARNGRAR 134 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA V   +G       +NG   L G KV L    S  
Sbjct: 135 VALPGGCAIGSRPIDQHLKGFEAMGASVK--VGNGFIDAEING--RLRGAKVYLDFP-SV 189 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      +   G K   + +     I+G   
Sbjct: 190 GATENIMMAAVLAEGTT---VIENCAKEPEIVDLANFLNAMGAKIRGAGTGT-IRIEGVD 245 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  +  D   A  F+  AAITGG V V+G     L         LE MG  V   
Sbjct: 246 ELVGTAHTVIP-DRIEAGTFMVAAAITGGNVLVQGAVPEHLS---SLIAKLEEMGVTVIE 301 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA-- 354 
            ET V V GP       + LKA+D+     P    D+   +  + L A+G + I +     
Sbjct: 302 EETGVRVIGP-------ETLKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMITETVFE 354 
 
Query: 355 --SWRVKETERMVA 366 
                V+E  RM A 
Sbjct: 355 NRFMHVEEFRRMNA 368 
 
 
>ref|YP_001127373.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
 gb|ABO68628.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
          Length = 434 
 
 Score = 65.5 bits (158), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 103/374 (27%), Positives = 156/374 (41%), Gaps = 43/374 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    ++    L S+GT+ + ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLASKGTSTIHDVPALSDVYTISEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  V   + A  AV+V   G   VE   E V+         MR+   +   + A  G A  
Sbjct: 62  GADV---RIAGNAVMVDATGPLTVEAPFEYVR--------KMRASVLVMGPLLARNGRAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA V   +G       +NG   L G KV L    S  
Sbjct: 111 VALPGGCAIGSRPIDQHLKGFEAMGASVK--VGNGFIDAEING--RLRGAKVYLDFP-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      +   G K   + +     I+G   
Sbjct: 166 GATENIMMAAVLAEGTT---VIENCAKEPEIVDLANFLNAMGAKIRGAGTGT-IRIEGVD 221 
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Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  +  D   A  F+  AAITGG V V+G     L         LE MG  V   
Sbjct: 222 ELVGTAHTVIP-DRIEAGTFMVAAAITGGNVLVQGAVPEHLS---SLIAKLEEMGVTVIE 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA-- 354 
            ET V V GP       + LKA+D+     P    D+   +  + L A+G + I +     
Sbjct: 278 EETGVRVIGP-------ETLKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMITETVFE 330 
 
Query: 355 --SWRVKETERMVA 366 
                V+E  RM A 
Sbjct: 331 NRFMHVEEFRRMNA 344 
 
 
>ref|ZP_00135108.1| COG0766: UDP-N-acetylglucosamine enolpyruvyl transferase 
           [Actinobacillus pleuropneumoniae serovar 1 str. 4074] 
          Length = 424 
 
 Score = 65.1 bits (157), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 104/421 (24%), Positives = 173/421 (41%), Gaps = 51/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D++   
Sbjct: 12  LSGTVDISGAKNAALPILFAAVLATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDESGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDMHISGLEKMGALIEL----DEGYVKATSNGRLHGARIYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   +   G K   + + D   I+G ++    ++  V   
Sbjct: 178 AEGTTTIE---NAAREPEIVDTALFLNAMGAKISGAGT-DTITIEGVERLTGCQHRIV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L+  +   E L   G +VT TE ++T+    + 
Sbjct: 233 DRIETGTFLVAAAVSGGKITCRGTKADTLEAVI---EKLREAGMEVTVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKET---ER 363 
            P          VN+  MP      D+     ++ + A+G +        R+ ET    R 
Sbjct: 290 RPK--------PVNIRTMPHPGFPTDMQAQFTLLNVVAEGTS--------RITETIFENR 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI  
Sbjct: 334 FMHI-PELNRMGAKGEIEGNTAICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIV 391 
 
Query: 424 D 424 
           D 
Sbjct: 392 D 392 
 
 
>ref|ZP_07532482.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 4 str. M62] 
 gb|EFM89543.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 4 str. M62] 
          Length = 424 
 
 Score = 64.7 bits (156), Expect = 2e-08,   Method: Compositional matrix adjust. 
 Identities = 105/421 (24%), Positives = 174/421 (41%), Gaps = 51/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D++   
Sbjct: 12  LSGTVDISGAKNAALPILFAAVLATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDESGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++G+ ++     D   V+    G L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDMHISGLEKMGSVIEL----DEGYVKATSNGRLHGARIYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   +   G K   + + D   I+G ++    ++  V   
Sbjct: 178 AEGTTTIE---NAAREPEIVDTALFLNAMGAKISGAGT-DTITIEGVERLTGCQHRIV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L+  +   E L   G  VT TE ++T+    + 
Sbjct: 233 DRIETGTFLVAAAVSGGKITCRGTKADTLEAVI---EKLREAGMDVTVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKET---ER 363 
            P      KA  VN+  MP      D+     ++ + A+G +        R+ ET    R 
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQFTLLNVVAEGTS--------RITETIFENR 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI  
Sbjct: 334 FMHI-PELNRMGAKGEIEGNTAICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIV 391 
 
Query: 424 D 424 
           D 
Sbjct: 392 D 392 
 
 
>ref|YP_001652299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 3 str. JL03] 
 sp|B0BQM0.1|MURA_ACTPJ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABY69855.1| UDP-N-Acetyllglucosamine-1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 3 str. JL03] 
          Length = 424 
 
 Score = 64.7 bits (156), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 105/421 (24%), Positives = 175/421 (41%), Gaps = 51/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D++   
Sbjct: 12  LSGTVDISGAKNAALPILFAAVLATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDESGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++G+ ++     D   V+    G L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDMHISGLEKMGSVIEL----DEGYVKATSNGRLHGARIYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   +   G K   + + D   I+G ++    ++  V   
Sbjct: 178 AEGTTTIE---NAAREPEIVDTALFLNAMGAKISGAGT-DTITIEGVERLTGCQHRIV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L+  +   E L   G +VT TE ++T+    + 
Sbjct: 233 DRIETGTFLVAAAVSGGKITCRGTKADTLEAVI---EKLREAGMEVTVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKET---ER 363 
            P      KA  VN+  MP      D+     ++ + A+G +        R+ ET    R 
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQFTLLNVVAEGIS--------RITETIFENR 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI  
Sbjct: 334 FMHI-PELNRMGAKGEIEGNTAICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIV 391 
 
Query: 424 D 424 
           D 
Sbjct: 392 D 392 
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>ref|YP_265919.2| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1062] 
          Length = 442 
 
 Score = 64.7 bits (156), Expect = 3e-08,   Method: Compositional matrix adjust. 
 Identities = 102/450 (22%), Positives = 187/450 (41%), Gaps = 38/450 (8%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I+   IK+ +  +++ G KSLS R +LLA+ + G +   NLL SEDV   + +++ LG+  
Sbjct: 6   IIKDKIKKFNKQIRVSGDKSLSIRWVLLASQAIGKSKGYNLLMSEDVLAAIDSIKKLGIK 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           V   K     V  G  G   +++   + +    N+G   R +   +  +       + G  
Sbjct: 66  VRIQKNYCEIVGNGINGFKYIKNLTIDAK----NSGTLGRLILGLLIKSP--KKIKIIGD 119 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             + +R    +   L++ G     +   +  P+ + G     G K       S+Q  S++ 
Sbjct: 120 KSLSKRDFSRVTTPLRKFGVKF-FYKIKNKLPLTILGTQSAKGIKY-FENKGSAQCKSSV 177 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++AA  A G   I+      S  + E+  + + +  +K   +  +D F      K      
Sbjct: 178 MLAALNASGTTSIKAKK---SRNHTELLFKYL-KIPIKVRKTKKFD-FIDIKKPKKIIAF 232 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           N  + GD SS+++F+    +   + + ++          V    +L+ MGAK+T  E    
Sbjct: 233 NYQIPGDISSSAFFMVLTTLADNSKLLIKNVNINP--SRVGVITILKKMGAKIT-LENQK 289 
 
Query: 306 TVTGPPREPF---GRKHLKAID--VNMNKMP-DVAMTLAVVALFADGPTAIRDVASWRVK 359 
              G           K LKAI+  V +N    D  + + ++A  A G +  +D++    K 
Sbjct: 290 NYRGEKISDILIKSSKKLKAINCPVELNSSAIDEFLVIFLIAAKAKGISYFKDLSELNQK 349 
 
Query: 360 ETER---------MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           E+ R         M+ I+T+LT     +   PD  I  P     +T  +   DHR+ M   
Sbjct: 350 ESPRLIWGSKILNMMGIKTDLTNDSIKIYGQPDLEIKKP-----ITVKNYLKDHRVFMMS 404 
 
Query: 411 SLAACAE-VPVTIRDPGCTRKTFPDYFDVL 439 
           ++AA        I D      +FP +  ++ 
Sbjct: 405 TIAALTFGGKWKIYDKDSINTSFPSFLKII 434 
 
 
>gb|ACB05432.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 47 
 
 Score = 64.3 bits (155), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 40/46 (86%), Positives = 43/46 (93%) 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +DAKEEV+LFLGNA  AMR+LTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 2   KDAKEEVKLFLGNAVTAMRALTAAVVAAGGNATYVLDGVPRMRERP 47 
 
 
>gb|AAD47362.2|AF038578_5 cyclohexadienyl dehydrogenase/5-enolpyruvylshikmate 3-P synthase 
           [Pseudomonas stutzeri] 
          Length = 505 
 
 Score = 64.3 bits (155), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 54/191 (28%), Positives = 92/191 (48%), Gaps = 10/191 (5%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
            P   ++G +++PG KS+S+R ++L +L+EGTT  +  L  ED      A R +G+ +E  
Sbjct: 309 NPGGSLTGQLRVPGDKSISHRSIMLGSLAEGTTEXEGFLEGEDALATXQAFRXMGVVIEG 368 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               +  V  VG  G            ++LGN+G +MR L   + A   + T  L G    
Sbjct: 369 PHQGRVTVHGVGLHGL-----QAPPGPIYLGNSGTSMRLLAGLLAAQPFDTT--LSGDAS 421 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + +RP+  +   L+++GA ++       PP+ + G   L G    +  + S+Q  S LL+ 
Sbjct: 422 LTKRPMNRVAKPLREMGAVIET-AAEGRPPLTIRGGKKLSGMHYDMPMA-SAQVKSCLLL 479 
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Query: 189 AAPLALGDVEI 199 
           A   A G   + 
Sbjct: 480 AGLYAAGKTSV 490 
 
 
>ref|ZP_02477459.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parasuis 29755] 
 gb|EDS25450.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parasuis 29755] 
          Length = 424 
 
 Score = 63.9 bits (154), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 110/418 (26%), Positives = 173/418 (41%), Gaps = 45/418 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+E   ++ N+ + +DV   +  LR LG+ VE  +A   
Sbjct: 12  LSGTVDISGAKNAALPILFAAILAEEPVILTNVPDLKDVETTVKILRKLGVVVE--RAEN 69 
 
Query: 75  RAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            AV +          P E  K         A +  R     V+  GG           +  
Sbjct: 70  NAVHIDASKIDHYVAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCT---------IG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+++GA +      D   V+    G L G ++ L   +S     +++MAA 
Sbjct: 121 ARPVDMHIAGLEKMGATITL----DEGYVKAEVNGRLTGARI-LMDKVSVGATLSVMMAA 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G   IE        P +  T   + + G K   + + D   I+G ++    ++ ++ 
Sbjct: 176 TLAKGTTTIE---NAAREPEIVDTAIFLNKMGAKITGAGT-DTITIEGVERLGGCEH-HI 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AAI+GG +T  G    +L   +   E L   G +V  TE S+T+    
Sbjct: 231 VPDRIETGTFLVAAAISGGRITCRGTKADTLDAVI---EKLREAGMQVDVTENSITLDSL 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-- 368 
              P      KA  VN+  MP       + A F    T +  VA+   K TE +   R   
Sbjct: 288 GMRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNVVANGTSKITETIFENRFM 335 
 
Query: 369 --TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    E L+   +    D R +++  LA C     TI D 
Sbjct: 336 HIPELIRMGAKAEIEGNTAICHGVESLSGAEV-MATDLRASISLVLAGCIANGQTIVD 392 
 
 
>ref|ZP_03437775.1| hypothetical protein HPB128_142g26 [Helicobacter pylori B128] 
 gb|EEC24657.1| hypothetical protein HPB128_142g26 [Helicobacter pylori B128] 
          Length = 168 
 
 Score = 63.9 bits (154), Expect = 4e-08,   Method: Compositional matrix adjust. 
 Identities = 42/143 (29%), Positives = 69/143 (48%), Gaps = 25/143 (17%) 
 
Query: 320 LKAIDVNMN--KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 377 
           LKAI +  N   + D    L+V  LFA G + +++    R KE++R+ A+ +    LG   
Sbjct: 27  LKAISIEQNIASLIDEIPALSVAMLFAKGKSMVKNAKDLRSKESDRIKAVVSNFKALGIE 86 
 
Query: 378 VEEGPD----------------YCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
            EE  D                +  I PP       I +++DHR+AM+F++   A +P+  
Sbjct: 87  CEEFEDGFYIEGLEDISPLKQCFSRIKPP------LIKSFNDHRIAMSFAVLTLA-LPLE 139 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTFVK 444 
           I +  CT  +FP +  +L+ F K 
Sbjct: 140 IDNLECTNISFPQFKRLLNLFKK 162 
 
 
>ref|YP_001969131.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 7 str. AP76] 
 ref|ZP_07543429.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 12 str. 1096] 
 ref|ZP_07545554.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 13 str. N273] 
 sp|B3H259.1|MURA_ACTP7 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
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           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACE61989.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 7 str. AP76] 
 gb|EFN00392.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 12 str. 1096] 
 gb|EFN02454.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           pleuropneumoniae serovar 13 str. N273] 
          Length = 424 
 
 Score = 63.9 bits (154), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 105/421 (24%), Positives = 174/421 (41%), Gaps = 51/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D++   
Sbjct: 12  LSGTVDISGAKNAALPILFAAVLATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDESGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   +  L+++GA ++     D   V+    G L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDMHISSLEKMGALIEL----DEGYVKATSNGRLHGARIYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   +   G K   + + D   I+G ++    ++  V   
Sbjct: 178 AEGTTTIE---NAAREPEIVDTALFLNAMGAKISGAGT-DTITIEGVERLTGCQHRIV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L+  +   E L   G +VT TE ++T+    + 
Sbjct: 233 DRIETGTFLVAAAVSGGKITCRGTKADTLEAVI---EKLREAGMEVTVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKET---ER 363 
            P      KA  VN+  MP      D+     ++ + A+G +        R+ ET    R 
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQFTLLNVVAEGTS--------RITETIFENR 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI  
Sbjct: 334 FMHI-PELNRMGAKGEIEGNTAICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIV 391 
 
Query: 424 D 424 
           D 
Sbjct: 392 D 392 
 
 
>gb|EFV96998.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Streptococcus 
           agalactiae ATCC 13813] 
          Length = 154 
 
 Score = 63.5 bits (153), Expect = 5e-08,   Method: Compositional matrix adjust. 
 Identities = 39/149 (26%), Positives = 77/149 (51%), Gaps = 7/149 (4%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++PG KS+S+R ++  ++S+G T + ++L  EDV   + A + +G+ +E D     
Sbjct: 10  LKGTIRVPGDKSISHRAIIFGSISQGVTRIVDVLRGEDVLSTIEAFKQMGVLIEDD---- 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              ++   GK      +    L +GN+G +MR +   +       T V D    + +RP+ 
Sbjct: 66  -GEIITIYGKGFAGLTQPNNLLDMGNSGTSMRLIAGVLAGQEFEVTMVGDN--SLSKRPM 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNG 163 
             + + L ++GA +      D PP+++ G 
Sbjct: 123 DRIALPLSKMGARISGVTNRDLPPLKLQG 151 
 
 
>gb|ABC00790.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 38 
 
 Score = 63.5 bits (153), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 31/38 (81%), Positives = 35/38 (92%), Gaps = 1/38 (2%) 
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Query: 78  VVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           VVGCGG+FP+E DAKEEV+LFLGNAG AMR+LTAAV A 
Sbjct: 1   VVGCGGRFPIEKDAKEEVKLFLGNAGTAMRTLTAAVVA 38 
 
 
>ref|YP_004066395.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni ICDCCJ07001] 
 gb|ADT66206.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni ICDCCJ07001] 
          Length = 182 
 
 Score = 63.5 bits (153), Expect = 6e-08,   Method: Compositional matrix adjust. 
 Identities = 41/156 (26%), Positives = 74/156 (47%), Gaps = 3/156 (1%) 
 
Query: 289 EVLEMMGAKVTW--TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 346 
           ++L+ MGAK+    T+      G  R    + +   +  N+  + D A  LA+    A G 
Sbjct: 22  KILQKMGAKLEMIITQNDFETIGEIRVESSKLNGIEVKDNIAWLIDEAPALAIAFALAKG 81 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
            +++ +    RVKE++R+  +   L   G    E  D   I    +L  + I +Y DHR+ 
Sbjct: 82  KSSLINAKELRVKESDRIAVMVENLKLCGVEARELDDGFEIEGGCELKSSKIKSYGDHRI 141 
 
Query: 407 AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           AM+F++       + I D  C + +FP++ ++LS   
Sbjct: 142 AMSFAILGLL-CGIEIDDSDCIKTSFPNFIEILSNL 176 
 
 
>ref|YP_004168093.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Nitratifractor 
           salsuginis DSM 16511] 
 gb|ADV46344.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Nitratifractor 
           salsuginis DSM 16511] 
          Length = 424 
 
 Score = 63.2 bits (152), Expect = 9e-08,   Method: Compositional matrix adjust. 
 Identities = 107/417 (25%), Positives = 168/417 (40%), Gaps = 51/417 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG++++ G+K+ +  ++    LS+   V++NL N  D+  +L  L  LG  VE +   
Sbjct: 10  KRLSGSIRISGAKNAALPVIAATILSDQPVVLENLPNVVDIRTLLKLLEMLGAEVEHEGH 69 
 
Query: 73  AKR---AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
             R     +      + +        L LG            + A  G     L G   + 
Sbjct: 70  VARIDPGTITSTRAVYEIVAQMRASILVLG-----------PLLARFGECEVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
            +RPI   +  ++ +GA ++    ++    P       GGL G KV     +S        
Sbjct: 119 GQRPIDLHLKAMEAMGAQIEIKGGYVRAIAPE------GGLQGAKVVFD-KVSVGATENT 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK--GGQKYKS 244 
           LMAA LA G  E   I      P +     +++  GV  E   +  R  I+  GG      
Sbjct: 172 LMAAALAHGTTE---IINAAREPEIVQLCEMLQAGGVNIEGIGT-GRLTIEGTGGTLLHF 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TET 303 
           P++  +  D   A  +L   AIT   +T+E      LQ  +   + LE MG    + +E  
Sbjct: 228 PESIRIIPDRIEAGTYLCAGAITYSQITLEAVNIEHLQSTI---DKLEAMGCSFEYPSEE 284 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           SVT+  P R   G K +  +       P D+   L  VA  A G + I +    R+ E   
Sbjct: 285 SVTIF-PAR--GGLKEVNIVTAEYPGFPTDMQAQLMAVATLAAGESLIEE----RLFENR 337 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAACA 416 
            M    +EL +LGA +    +   + P EKL   +V A D     R + A  LA  A 
Sbjct: 338 FMHV--SELNRLGADIWLKGNVAAVRPVEKLYGADVMATDL----RASSALVLAGLA 388 
 
 
>ref|ZP_08068303.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           ureae ATCC 25976] 
 gb|EFX90894.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           ureae ATCC 25976] 
          Length = 439 
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 Score = 62.4 bits (150), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 103/416 (24%), Positives = 169/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+ + +DV      LR LG+ VE D+    
Sbjct: 26  LSGTVDISGAKNAALPILFAAILATEPVTLTNVPDLKDVDTTFKILRKLGVVVERDETGA 85 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 86  VQIDASHIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 136 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++GA ++     D   V+    G L G ++ +   +S     +++MA  L 
Sbjct: 137 PVDMHISGLEKMGALIEL----DEGYVKATSNGRLQGTRIYMD-KVSVGATLSVMMAGTL 191 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   +   G K   + + D   ++G ++    ++  V   
Sbjct: 192 AEGTT---VIENAAREPEIVDTALFLNAMGAKISGAGT-DTITVEGVERLTGCQHRVV-A 246 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L   +   E L   G +VT TE ++T+    + 
Sbjct: 247 DRIETGTFLVAAAVSGGKITCRGTKADTLDAVI---EKLREAGMEVTVTEDTITLDSKGQ 303 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR---- 368 
            P      KA  VN+  MP       + A F    T +  VA    + TE +   R     
Sbjct: 304 RP------KA--VNIRTMPHSGFPTDMQAQF----TLLNVVAEGTSRITETIFENRFMHI 351 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++GA  E   +  I    EKL    +    D R +++  LA C     TI D 
Sbjct: 352 PELNRMGAKGEIEGNTVICHGVEKLKSAEV-MATDLRASISLVLAGCIASGETIVD 406 
 
 
>ref|YP_004010930.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodomicrobium 
           vannielii ATCC 17100] 
 gb|ADP69831.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodomicrobium 
           vannielii ATCC 17100] 
          Length = 429 
 
 Score = 62.4 bits (150), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 97/375 (25%), Positives = 160/375 (42%), Gaps = 35/375 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-K 71 
           + ++GT+ + G+K+ +  +++ + L+  T  + N+ N  DV  ++  LR  G     D K 
Sbjct: 10  RHLNGTIPISGAKNAALPLMIASLLTPETVTLKNVPNLADVSLLIRILRNHGTDAAFDGK 69 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPR 128 
            A   V  G    F   D  +    +  +    MR+   +   + A  G A   L G    
Sbjct: 70  RANGHVHQGDTIHFTARDIVDTTAPY--DLVRRMRASFWVLGPLLAREGKARVSLPGGCA 127 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+ LGAD+      D   V  +  GGL GG V+    IS      +LM 
Sbjct: 128 IGTRPVDLHLTGLQALGADIKL----DGGYVVASAPGGLKGGVVRFP-KISVGATHNVLM 182 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+V   +I+     P V      + + G K E + +    +I+G  + +   +  
Sbjct: 183 AATLAKGEV---VIENAACEPEVVDVAACLSKMGAKIEGAGT-PTIHIQGVDELEGATHT 238 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +     + +Y +A AA  GG VT+EG     L G     ++L   G ++  T   + VT 
Sbjct: 239 VLPDRIETGTYAMAVAA-AGGDVTLEGARGDLLPG---VLDLLRNAGVEIAETNRGIRVT 294 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
                      L+ + V     P    D+   L  +   ADG + IR+     + E   M 
Sbjct: 295 ------RNGAALRPVTVETEPFPGFPTDLQAQLMALMCRADGISEIRET----IFENRFM 344 
 
Query: 365 VAIRTELTKLGASVE 379 
               +ELT+LGA +E 
Sbjct: 345 HV--SELTRLGADIE 357 
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>ref|YP_003426316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           pseudofirmus OF4] 
 gb|ADC49424.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           pseudofirmus OF4] 
          Length = 438 
 
 Score = 62.0 bits (149), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 107/416 (25%), Positives = 172/416 (41%), Gaps = 65/416 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGAL 60 
           E+I+++   ++ GTVK+ G+K   N +L + A S    +GT+ + ++    DV+ M   L 
Sbjct: 2   EKIIVRGGNKLEGTVKVEGAK---NAVLPVIAASILAGKGTSKLYDVPELADVYTMREVL 58 
 
Query: 61  RTLGLSVE---------ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 111 
           R L + VE         A+K  K         + P E  ++    FL      M  L A  
Sbjct: 59  RNLNIDVEYVNNTFTVNAEKTLKT--------EAPFEYVRKMRASFL-----VMGPLLAR 105 
 
Query: 112 VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 171 
           V    G A   L G   +  RPI   + G + +GA V+  +G      R++G   L G K 
Sbjct: 106 V----GKARIALPGGCAIGSRPIDQHLKGFEAMGATVE--IGNGFIEARIDG--KLQGTK 157 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
           + L    S      ++MAA LA G     II+ +   P +      +   G K   + +  
Sbjct: 158 IYLDFP-SVGATENIMMAAVLAEGTT---IIENVAEEPEIVCLANYLNGMGAKVRGAGTG 213 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
               I+G ++    K+  + GD   A  F+  AAITGG V VEG     L+        + 
Sbjct: 214 I-IRIEGVEELNGAKHTVI-GDRIEAGTFMVAAAITGGNVLVEGAVAEHLR---PLIAKM 268 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGP 347 
             MG ++   E  + V GP       + LKAID+     P    D+   +  + L A G  
Sbjct: 269 REMGVEIKEEENGLRVIGP-------ETLKAIDIKTMPHPGFPTDMQAQMMALLLKAKGT 321 
 
Query: 348 TAIRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           + I + V   R    E       E  ++ ++++      II+ P  L    + + D 
Sbjct: 322 SVITETVFENRFMHVE-------EFRRMNSNIKIEGRSAIISGPNNLQGAEVASTD 370 
 
 
>ref|YP_660138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Pseudoalteromonas atlantica T6c] 
 sp|Q15YF4.1|MURA_PSEA6 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABG39084.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Pseudoalteromonas atlantica T6c] 
          Length = 419 
 
 Score = 62.0 bits (149), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 79/329 (24%), Positives = 138/329 (41%), Gaps = 44/329 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K + G+V++ G+K+ +  IL+ + L++ T   DN+    D++  L  L  LG 
Sbjct: 2   DKLLIKASKPLQGSVRISGAKNAALPILMSSILADTTCYFDNVPELRDINTSLALLAELG 61 
 
Query: 65  LSVEADKAAKRAV------VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
              +A + +  AV      +  C   + +        L LG            + A  G  
Sbjct: 62  --ADAKRVSGHAVEIDPSSINNCNASYDLVKTMRASILVLG-----------PLLAKYGE 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+++GA +D   G     +R    G L G  + +   + 
Sbjct: 109 ANVSLPGGCAIGARPVNLHLQGLEKMGAKIDVEAGY----IRAKVDGRLKGANIFMD-MV 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      L+MAA LA G+    +++     P +      +   G K  H+ S D+  I+G 
Sbjct: 164 SVGATENLMMAACLADGET---VLENAAREPEIVDLANCLNAMGAKVTHAGS-DKIRIQG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++ +  + A +  D      FL  AA+TGG +  E     +L       + L M GA + 
Sbjct: 220 VERLQGCRYAVLP-DRIETGTFLIAAAVTGGKIRCENAAPETLDA---VLDKLVMAGAVI 275 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1595



 

 

Query: 299 T----WTE--------TSVTVTGPPREPF 315 
           T    W E        TSV +   P   F 
Sbjct: 276 TTGDDWIELDMQGHPLTSVNIKTAPHPGF 304 
 
 
>emb|CAN79289.1| hypothetical protein VITISV_044036 [Vitis vinifera] 
          Length = 133 
 
 Score = 62.0 bits (149), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 32/38 (84%), Positives = 34/38 (89%), Gaps = 1/38 (2%) 
 
Query: 93  EVQLFLGNAGIAMRSLTAAVTAAGGNATY-VLDGVPRM 129 
           EVQLFLGNAG AMR LTAAVTAAGGNA+Y V DGVPR+ 
Sbjct: 63  EVQLFLGNAGTAMRPLTAAVTAAGGNASYHVPDGVPRI 100 
 
 
>ref|ZP_04858335.1| conserved hypothetical protein [Ruminococcus sp. 5_1_39B_FAA] 
 gb|EES75581.1| conserved hypothetical protein [Ruminococcus sp. 5_1_39BFAA] 
          Length = 430 
 
 Score = 62.0 bits (149), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 105/424 (24%), Positives = 182/424 (42%), Gaps = 39/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T +++NL +  D++ +L A+   G 
Sbjct: 2   EQYVIKGGNPLVGEVEIAGAKNAALAILAAAIMTDETILIENLPDVRDINVLLEAI--AG 59 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  + D+  K  V +       V    E ++        A   L  A+     +A   L  
Sbjct: 60  IGAQVDRIDKSTVKINGSTIGDVSVDYEYIKKIR-----ASYYLLGALLGKYKHAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGADVD   G       V     L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGADVDIMHGA-----IVAKADELHGSHIFLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     I++     P+V      +   G   + + + D   IKG +K    
Sbjct: 169 NIMMAASLAPGRT---ILENAAREPHVVDVANFLNSMGANIKGAGT-DVIRIKGVEKLHR 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA TGG VTV+      L+        LE +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMFAAAATGGDVTVKNVIPKHLEATTA---KLEEIGCEVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
           V V  P R    R H+K +       +  P +A+TLA     A+G + + + +   R K  
Sbjct: 281 VRVRAPKR--LHRTHVKTLPYPGYPTDMQPQIAVTLA----LAEGTSIVTESIFENRFKY 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +       EL+++GA+++   +  II   +KL    + +  D R   A  +A  A   + 
Sbjct: 335 AD-------ELSRMGANIKVEGNSAIIDGVKKLTGARV-SAPDLRAGAALVIAGLAADGI 386 
 
Query: 421 TIRD 424 
           T+ D 
Sbjct: 387 TVVD 390 
 
 
>gb|AAA97396.1| encodes EPSP synthase domain [Pneumocystis murina] 
 prf||2210353A AROM protein 
          Length = 108 
 
 Score = 61.6 bits (148), Expect = 2e-07,   Method: Composition-based stats. 
 Identities = 40/105 (38%), Positives = 54/105 (51%), Gaps = 7/105 (6%) 
 
Query: 334 AMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 391 
           A  LA VA     P  T I  +++ R+KE  R+ A+  EL K G    E PD   +     
Sbjct: 4   AAVLASVAYEESKPYITKITGISNQRIKECNRIDAMICELKKFGIEAGELPDGIYVKAQN 63 
 
Query: 392 KLN----VTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
             N    V  I+ Y+DHR+AM+FS+ AC ++ P TI D  C  KT 
Sbjct: 64  ISNLSYPVEGINCYNDHRIAMSFSVLACISQKPTTILDKACVNKT 108 
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>ref|YP_633066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Myxococcus 
           xanthus DK 1622] 
 sp|Q1D2Q7.1|MURA_MYXXD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABF90980.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Myxococcus 
           xanthus DK 1622] 
          Length = 420 
 
 Score = 61.6 bits (148), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 98/386 (25%), Positives = 158/386 (40%), Gaps = 43/386 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++  + + G V+  G+K+ +  IL  A L++GT+   N+    DV  ML  LRT+G 
Sbjct: 2   DKIVIKGGQALHGEVQASGAKNAALPILASALLADGTSTYRNVPALADVATMLKVLRTMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
              E D        VG  G    E   + V+         MR+   +   + A  G A   
Sbjct: 62  CDAERDSETTDVCRVGVNGHITPEAPYDLVK--------TMRASVLVLGPLVARFGRARV 113 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            + G   +  RPI   + GLK LGAD+    G      +      L GG V     I+   
Sbjct: 114 SMPGGCAIGARPIDQHLKGLKALGADIHLTEGYVEATAK-----QLKGGTVNFD-VITVT 167 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++MAA LA G     +++     P VE   +++ + G + E + +     I+G    
Sbjct: 168 GTENVMMAAVLAKGRT---LMENCAREPEVEELAKVLNKMGARIEGAGTSS-ITIEGVDG 223 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            K  ++A +  D   A   L  AAI+GG V V+      +       E L   G  +T   
Sbjct: 224 LKPVEHAILP-DRIEAGTLLVAAAISGGDVLVKRVVPEHMDA---LVEKLREAGCTITTE 279 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
            + +    P R       L A+++   + P    D+   L  +   + G + I    S   
Sbjct: 280 GSGLRCKAPQR-------LDAVNITTTEHPGFPTDMQAQLMALMSVSQGTSVI----SEN 328 
 
Query: 358 VKETERMVAIRTELTKLGASVE-EGP 382 
           + E   M     EL +LGA +  +GP 
Sbjct: 329 IFENRFMHV--PELHRLGADITIQGP 352 
 
 
>ref|YP_980934.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polaromonas 
           naphthalenivorans CJ2] 
 sp|A1VK35.1|MURA_POLNA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABM36013.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polaromonas 
           naphthalenivorans CJ2] 
          Length = 424 
 
 Score = 61.2 bits (147), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 94/398 (23%), Positives = 163/398 (40%), Gaps = 56/398 (14%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G+V + G+K+ +   L  A L+  T  + N+   +DV  ML  +R +G+  E     
Sbjct: 10  KSLAGSVDISGAKNAALPELCAALLTAETVTLQNVPGLQDVATMLKLIRNMGVEAERSAH 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
           A   V++  G   P+   +   +L        ++++ A+V A G      G AT  L G  
Sbjct: 70  APGTVILNAG---PLSSPEAPYEL--------VKTMRASVLALGPLLARFGEATVSLPGG 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-SISSQYLSA 185 
             +  RP+   + GL+ +GAD+    G          +  LP G+ +L G +I++  ++  
Sbjct: 119 CAIGSRPVDQHIKGLQAMGADIIVEHGYM--------LARLPKGQTRLKGAAITTDMVTV 170 
 
Query: 186 -----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                 LMAA LA G+    I++     P +     ++ + G K E   S  R  I+G + 
Sbjct: 171 TGTENFLMAATLAEGET---ILENAAQEPEIGDLAEMLIKMGAKIEGHGSR-RIRIQGVE 226 
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Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  V  D      FL   A  GG V +       L+  +   E L   GA VT  
Sbjct: 227 RLHGCTHQVV-ADRIETGTFLCAVAAAGGDVVLNHGRADHLEVVI---EKLREAGATVTA 282 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + +    R       +KA      + P    D+      +   A G + + +     
Sbjct: 283 GEGFIRIQASGR-------MKAQSFRTTEYPGFPTDMQAQFMALNAIAQGTSTVTET--- 332 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + E   M     E+ +LGA ++     C+I   E+L+ 
Sbjct: 333 -IFENRFMHV--NEMVRLGAKIQIEGKVCVINGVEQLS 367 
 
 
>gb|AAK64441.1|AF377339_2 UDP-GlcNAc 1-carboxyvinyl transferase MurA [Myxococcus xanthus] 
          Length = 420 
 
 Score = 61.2 bits (147), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 98/386 (25%), Positives = 157/386 (40%), Gaps = 43/386 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++  + + G V+  G+K+ +  IL  A L++GT+   N+    DV  ML  LRT+G 
Sbjct: 2   DKIVIKGGQALHGEVQASGAKNAALPILASALLADGTSTYRNVPALADVATMLKVLRTMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
              E D        VG  G    E   + V+         MR+   +   + A  G A   
Sbjct: 62  CDAERDSETTDVCRVGVNGHITPEAPYDLVK--------TMRASVLVLGPLVARFGRARV 113 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            + G   +  RPI   + GLK LGAD+    G      +      L GG V     I+   
Sbjct: 114 SMPGGCAIGARPIDQHLKGLKALGADIHLTEGYVEATAK-----QLKGGTVNFD-VITVT 167 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++MAA LA G     +++     P VE   +++ + G + E + +     I+G    
Sbjct: 168 GTENVMMAAVLAQGRT---LMENCAREPEVEELAKVLNKMGARIEGAGTSS-ITIEGVDG 223 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            K  ++A +  D   A   L  AAI+GG V V       +       E L   G  +T   
Sbjct: 224 LKPVEHAILP-DRIEAGTLLVAAAISGGDVLVRRVVPEHMDA---LVEKLREAGCTITTE 279 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
            + +    P R       L A+++   + P    D+   L  +   + G + I    S   
Sbjct: 280 GSGLRCKAPQR-------LDAVNITTTEHPGFPTDMQAQLMALMSVSQGTSVI----SEN 328 
 
Query: 358 VKETERMVAIRTELTKLGASVE-EGP 382 
           + E   M     EL +LGA +  +GP 
Sbjct: 329 IFENRFMHV--PELHRLGADITIQGP 352 
 
 
>ref|YP_003467663.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xenorhabdus bovienii 
           SS-2004] 
 ref|YP_003469654.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xenorhabdus bovienii 
           SS-2004] 
 emb|CBJ80883.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (fragment) [Xenorhabdus bovienii 
           SS-2004] 
 emb|CBJ82892.1| 3-phosphoshikimate 1-carboxyvinyltransferase 
           (5-enolpyruvylshikimate-3-phosphate synthase) (EPSP 
           synthase) (EPSPS) (fragment) [Xenorhabdus bovienii 
           SS-2004] 
          Length = 239 
 
 Score = 61.2 bits (147), Expect = 3e-07,   Method: Compositional matrix adjust. 
 Identities = 59/237 (24%), Positives = 103/237 (43%), Gaps = 27/237 (11%) 
 
Query: 211 VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 270 
           V  T+  +++ G++ E+   +  F++ G  + +             AS F  G+       
Sbjct: 2   VHTTINNLKKAGIRIEYDSDFREFFVHGRCRLQ-------------ASDFTVGSDPASTA 48 
 
Query: 271 VTVEGCGTTSLQGDVKFAEVLEM---MGAKVTW---TETSVTVTGPPREPF-GRKHLKAI 323 
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             +  CG  SL+ +V+     E     GA + +   T T++   G       G   ++ + 
Sbjct: 49  AILALCG--SLESEVQLNGFFEEELGNGAVIQYLIDTGTNIEFIGNETIIIRGSTEIRPL 106 
 
Query: 324 DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 383 
           D + +  PD    LA  A  A G +   ++   R KE++R+   R EL+KLG   +E  D 
Sbjct: 107 DFDGSLAPDAVPALAARASLASGTSIFYNIEHIRYKESDRISDFRKELSKLGVKSDEKHD 166 
 
Query: 384 YCII--TPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYF 436 
             II   P        +D + DH + M  +     C+E PV I++P    +T+P+YF 
Sbjct: 167 QLIIHGNPKGYKGRVVLDGHYDHGLIMGLTTIGLHCSE-PVIIKEPFHVGQTYPEYF 222 
 
 
>gb|ACB05435.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 42 
 
 Score = 60.8 bits (146), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 37/42 (88%), Positives = 40/42 (95%) 
 
Query: 92  EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           EEV+LFLGNAG AMR+LTAAV AAGG+ATYVLDGVPRMRERP 
Sbjct: 1   EEVKLFLGNAGTAMRALTAAVVAAGGDATYVLDGVPRMRERP 42 
 
 
>gb|ACB05433.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 42 
 
 Score = 60.8 bits (146), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 38/42 (90%), Positives = 40/42 (95%) 
 
Query: 92  EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           EEV+LFLGNAG AMR+LTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 1   EEVKLFLGNAGTAMRALTAAVVAAGGNATYVLDGVPRMRERP 42 
 
 
>ref|ZP_04752696.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           minor NM305] 
 gb|EER47890.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           minor NM305] 
          Length = 425 
 
 Score = 60.8 bits (146), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 105/416 (25%), Positives = 166/416 (39%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++ G+K+ +  IL  A L+E    + N+   +DV      LR LG+ VE D     
Sbjct: 12  LSGTVEISGAKNAALPILFAAILAEKPVTLTNVPVLKDVETTFKILRKLGVVVERDANGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++GA ++     D   V+    G L G +V +   +S     +++MAA L 
Sbjct: 123 PVDMHIAGLEKMGATIEL----DEGYVKATSNGRLKGARVYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   +   G K   + + D   ++G +     ++  V   
Sbjct: 178 AEGKT---VIENAAREPEIVDTAIFLNAMGAKISGAGT-DMITVEGVEHLGGCEHRVV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L   +   E L   G  V  TE ++T+    R 
Sbjct: 233 DRIETGTFLIAAAVSGGKITCRGTKADTLDAVI---EKLREAGMDVEVTEDTITLDSKGR 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR---- 368 
            P      KA  VN+  MP       + A F    T +  VA    + TE +   R     
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQF----TLLNTVAEGTSRITETIFENRFMHI 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++GA  E   +  I    E L    +    D R +++  LA C     TI D 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1599



 

 

Sbjct: 338 PELNRMGAKGEIEGNTAICHGVESLKPAEV-MATDLRASISLVLAGCIANGETIVD 392 
 
 
>ref|ZP_05297041.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J1-208] 
          Length = 160 
 
 Score = 60.8 bits (146), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 51/164 (31%), Positives = 80/164 (48%), Gaps = 13/164 (7%) 
 
Query: 255 SSASYFLAGAAITGGT---VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           SSA++F+    IT G+   +T  G   T         +V+E MG  +   ++S + TG   
Sbjct: 2   SSAAFFIVAGLITPGSEIELTHVGLNPTR----TGIFDVVEQMGGSLVVKDSSRS-TGKL 56 
 
Query: 312 REPFGRK--HLKAIDVNMNKMPDVAMTLAVVALFA---DGPTAIRDVASWRVKETERMVA 366 
                 K   LK  ++  + +P +   + V+AL A   +G T I+D A  +VKET R+ A 
Sbjct: 57  AGTVVVKTSDLKGTEIGGDIIPRLIDEIPVIALLATQAEGTTIIKDAAELKVKETNRIDA 116 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           + TEL K+GA +    D  II     L+   + +Y DHR+ M   
Sbjct: 117 VATELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDHRIGMML 160 
 
 
>ref|ZP_07896341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           italicus DSM 15952] 
 gb|EFU73550.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           italicus DSM 15952] 
          Length = 431 
 
 Score = 60.8 bits (146), Expect = 4e-07,   Method: Compositional matrix adjust. 
 Identities = 106/457 (23%), Positives = 181/457 (39%), Gaps = 84/457 (18%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           +EI+++   ++ GTVK+ G+K+    IL  + L+ EGTT + N+    DV  M   +R L 
Sbjct: 2   DEIIVKGGNQLKGTVKIEGAKNAVLPILAASLLADEGTTNLHNVPILSDVFTMNEVIRQL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
              V+ D+  K+ V +       +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NAQVKFDEEQKQ-VTIDATADLNIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV-----------DCFLGT----DCPPVRVNGIG 165 
             + G   + +RPI   + G + LGA +           D  +GT    D P V       
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAQIIQKDGYIEAIADQLIGTNIYLDFPSV------ 166 
 
Query: 166 GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 225 
                     G+  +     ++MAA  A G     +I  +   P +     ++ + G K  
Sbjct: 167 ----------GATQN-----IMMAAVKAKGTT---VISNVAREPEIVDLANILNKMGAKI 208 
 
Query: 226 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 285 
                 +   I+G +K  + ++A V+ D   A  F+  AA+T G V +E       + +  
Sbjct: 209 -FGVGTETMRIEGVEKLHAVEHAIVQ-DRIEAGTFMVAAAMTQGDVLIENA---IAEHNR 263 
 
Query: 286 KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVA 341 
                L  MGA+++  +  + + GP       K LKA D+     P    D+   +  +  
Sbjct: 264 PLLSKLAEMGAEISENDEGIRIVGP-------KILKATDIKTLPHPGFPTDMQAQMTAIQ 316 
 
Query: 342 LFADGPTAIRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 400 
           + A G + + + V   R +  E MV       ++ A V+   +  +I  P  L  + +   
Sbjct: 317 MLAHGRSIVTETVFENRFQHLEEMV-------RMNAKVKIDGNVAVIDGPNDLQGSIVHA 369 
 
Query: 401 YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 437 
            D    A    +  CAE        G TR     Y D 
Sbjct: 370 TDLRAAAALVLVGLCAE--------GITRVRNLKYLD 398 
 
 
>ref|YP_004062583.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Liberibacter solanacearum CLso-ZC1] 
 gb|ADR52095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Liberibacter solanacearum CLso-ZC1] 
          Length = 491 
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 Score = 60.5 bits (145), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 100/439 (22%), Positives = 192/439 (43%), Gaps = 34/439 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GT+ +PG +S+S+  ++L  L+ G T +  LL S+DV   + ++  LG      K    
Sbjct: 64  LTGTICVPGDRSISHFSIILGGLASGETRISGLLESDDVLKTIKSMNCLG--AHFTKKNG 121 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             ++ G G    +     E  L   N+ I    LT  +       T+   G   + ++ + 
Sbjct: 122 EWIIKGVGNGCLL---APESPLDFENSEIGCE-LTMGLVGVYDFQTFFKGG--DLSKKAV 175 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             ++  L Q+G  V      +C    ++G    P   V  S  +S++  S +L+A   +L 
Sbjct: 176 ERVLTPLIQMGTQV-VPAKKNCLEFSLHG-PKTPNPIVYKSSMVSARMKSVVLLAGLNSL 233 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIK-GGQKYKSPKNAYVEG 252 
           G    ++I+ + +  ++E+ L+    FGV     SD    + ++  G+K  S  +  + G 
Sbjct: 234 GVT--KVIESMKTQNHMEIMLK---EFGVDLLVKSDKIRGYSVQIEGRKKLSGCSLTIPG 288 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D S A + LA A +  G+  V+          +    +L+ MGA + +    +        
Sbjct: 289 DPSFAIFPLAAALLIPGS-NVQILNVLINPSRIGLINILQDMGADIVFVNHRIESGENIA 347 
 
Query: 313 EPFGR-KHLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
           +   R  +LK I ++ ++MP   D    LA+++ FA+G T I+ +      + E++  I  
Sbjct: 348 DIQVRFSNLKGITISEDRMPYMIDEYSILAIISAFAEGRTVIKGMG-----KLEQLSTIL 402 
 
Query: 369 TELTKLGASVEEGP-DYCIITPPEKLNVTA-----IDTYDDHRMAMAFSLAACA-EVPVT 421 
             L+      E+G  D  ++  P    + +     +    DHR+AM+F +   A E  V  
Sbjct: 403 EGLSINNVQCEQGENDLVVMGVPGGKGLGSRSGRMVQPKFDHRIAMSFLVMGLASEYSVI 462 
 
Query: 422 IRDPGCTRKTFPDYFDVLS 440 
           + D       F D+ +++  
Sbjct: 463 VDDCSMASTIFQDFINLMQ 481 
 
 
>ref|YP_003495370.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Deferribacter 
           desulfuricans SSM1] 
 dbj|BAI79614.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Deferribacter 
           desulfuricans SSM1] 
          Length = 420 
 
 Score = 60.1 bits (144), Expect = 6e-07,   Method: Compositional matrix adjust. 
 Identities = 103/404 (25%), Positives = 170/404 (42%), Gaps = 58/404 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++    +SG V++ GSK+ S  I+    L+EG   +DN+ N  DV  +   L  L  
Sbjct: 2   EKLVIEGGYRLSGEVEVSGSKNASLPIMAATILAEGDYFIDNVPNLRDVRTLSKLLNLLN 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           +  E  + + +    G G  F  P E  K      L    +  R   A V+  GG A    
Sbjct: 62  IETEQKQNSLKIKNNG-GNSFEAPYELVKTMRASILVLGPLLGRRGKAKVSLPGGCA--- 117 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
                 + ERP+   +  LK +GA ++    ++  +C   R+ G   +    V ++G+   
Sbjct: 118 ------IGERPVDQHIKALKAMGAKIEIEHGYIIAECE--RLKGT-DIYFDLVTVTGT-- 166 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKG 238 
                 ++MAA  A G  E  I +  I    V++    + + GVK E   +   + Y    
Sbjct: 167 ----ENIMMAAACAEG--ETTIYNAAIEPEVVDLG-NFLRKMGVKIEGLGTKTVKIY--- 216 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG----CGTTSLQGDVKFAEVLEMM 294 
           G++  SP N  V  D   A+  +  AAITGG V + G    C TT ++   KF E+     
Sbjct: 217 GKETLSPTNYRVMNDRIEAATLICAAAITGGDVKILGVPKNCLTTVIE---KFLEI---- 269 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           G ++   +              +K LKA D+     P    D+      +   A+G +   
Sbjct: 270 GVEIEDIDNETV------RILSKKKLKAADITTQVYPGFPTDLQAQFMALMTVAEGVS-- 321 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             V +  + E   M     EL ++GA++       I+T  EKL+ 
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Sbjct: 322 --VVTENIFENRFMHV--AELKRMGANIRLKDRSAIVTGVEKLS 361 
 
 
>ref|YP_149194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           kaustophilus HTA426] 
 sp|Q5KUL0.1|MURA1_GEOKA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 dbj|BAD77626.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           kaustophilus HTA426] 
          Length = 434 
 
 Score = 60.1 bits (144), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 99/374 (26%), Positives = 153/374 (40%), Gaps = 43/374 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    ++    L ++GT+ + ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLATKGTSTIHDVPALSDVYTISEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  V     A   V V   G   VE   E V+         MR+   +   + A  G A  
Sbjct: 62  GADVHI---ADETVTVDATGPLTVEAPFEYVR--------KMRASVLVMGPLLARNGRAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA V   +G       VNG   L G K+ L    S  
Sbjct: 111 VALPGGCAIGSRPIDQHLKGFEAMGASVK--VGNGFIDAEVNG--RLRGAKIYLDFP-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      +   G K   + +     I+G   
Sbjct: 166 GATENIMMAAVLAEGTT---VIENCAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVD 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  +  D   A  F+  AAITGG V V+G     L         LE MG  V   
Sbjct: 222 ELVGTTHTVIP-DRIEAGTFMVAAAITGGNVLVQGAVPEHLG---SLIAKLEEMGVTVIE 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA-- 354 
            E+ + V GP +       LKA+D+     P    D+   +  + L A+G + I +     
Sbjct: 278 EESGLRVIGPEK-------LKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMITETVFE 330 
 
Query: 355 --SWRVKETERMVA 366 
                V+E  RM A 
Sbjct: 331 NRFMHVEEFRRMNA 344 
 
 
>gb|EFR84087.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL F2-208] 
          Length = 102 
 
 Score = 60.1 bits (144), Expect = 7e-07,   Method: Compositional matrix adjust. 
 Identities = 33/102 (32%), Positives = 53/102 (51%), Gaps = 2/102 (1%) 
 
Query: 345 DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 404 
           +G T I+D A  +VKET R+ A+ TEL K+GA +    D  II     L+   + +Y DH 
Sbjct: 1   EGTTIIKDAAELKVKETNRIDAVATELNKMGADITPTEDGLIIRGKTPLHAANVTSYGDH 60 
 
Query: 405 RMAMAFSLAA--CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
           R+ M   +AA    E  V +        ++P +F+ + + +K 
Sbjct: 61  RIGMMLQIAALLVEEGDVELERAEAVSVSYPTFFEDIRSLLK 102 
 
 
>ref|ZP_07399236.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus 
           duerdenii ATCC BAA-1640] 
 gb|EFM25793.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Peptoniphilus 
           duerdenii ATCC BAA-1640] 
          Length = 238 
 
 Score = 59.7 bits (143), Expect = 8e-07,   Method: Compositional matrix adjust. 
 Identities = 66/236 (27%), Positives = 113/236 (47%), Gaps = 18/236 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG-TTVVDNLLN-SEDVHYMLGALRTLGLSVEADKA 72 
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           I+G +K   SKSL +R ++L+ +S+   T ++N+   S+D+   L  +  LG  ++ +   
Sbjct: 16  INGELKSIPSKSLLHRAIILSGISKDRETKLENVNTISKDIEATLTCMEKLGAKIKVEGD 75 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           + R   +G          K +V+L  G +G  +R L   V+     AT  +D    +R+R 
Sbjct: 76  SIRIASLG-------NIKKSKVELHCGESGTTLRLLLPLVSTFSKTAT--VDCSEGLRKR 126 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI +L+  L++ G      L  +     +   G +     ++SG ISSQY+S LL+ + L 
Sbjct: 127 PIRELIETLEESG------LYFEEKEFSIKISGNVNSDFFRISGDISSQYVSGLLLLSSL 180 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKSPKN 247 
                 I +  KL S  YV +T++++  FG+   E  +     Y  G  KY   KN 
Sbjct: 181 LDQKSSIYLTTKLESRAYVNITIKVLRDFGIIFNELEEGVFEIYGGGETKYSRLKN 236 
 
 
>ref|YP_003672818.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           C56-T3] 
 gb|ADI28241.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           C56-T3] 
          Length = 434 
 
 Score = 59.7 bits (143), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 99/374 (26%), Positives = 153/374 (40%), Gaps = 43/374 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    ++    L ++GT+ + ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLATKGTSTIHDVPALSDVYTISEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  V     A   V V   G   VE   E V+         MR+   +   + A  G A  
Sbjct: 62  GADVHI---AGETVTVDATGPLTVEAPFEYVR--------KMRASVLVMGPLLARNGRAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA V   +G       VNG   L G K+ L    S  
Sbjct: 111 VALPGGCAIGSRPIDQHLKGFEAMGASVK--VGNGFIDAEVNG--RLRGAKIYLDFP-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      +   G K   + +     I+G   
Sbjct: 166 GATENIMMAAVLAEGTT---VIENCAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVD 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  +  D   A  F+  AAITGG V V+G     L         LE MG  V   
Sbjct: 222 ELVGTTHTVIP-DRIEAGTFMVAAAITGGNVLVQGAVPEHLG---SLIAKLEEMGVTVME 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA-- 354 
            E+ + V GP +       LKA+D+     P    D+   +  + L A+G + I +     
Sbjct: 278 EESGLRVIGPEK-------LKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMITETVFE 330 
 
Query: 355 --SWRVKETERMVA 366 
                V+E  RM A 
Sbjct: 331 NRFMHVEEFRRMNA 344 
 
 
>ref|ZP_07956900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 5_1_63FAA] 
 gb|EFV16283.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 5_1_63FAA] 
          Length = 431 
 
 Score = 59.7 bits (143), Expect = 9e-07,   Method: Compositional matrix adjust. 
 Identities = 103/436 (23%), Positives = 182/436 (41%), Gaps = 39/436 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  +L  A +++G  ++DN+ +  D++ +L A++ +G 
Sbjct: 2   EQYIIKGGNPLVGEVVIGGAKNAALPVLAAAVMTDGKCMIDNMPDVRDINVLLQAMQEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D+  K  V +   G  P  D   E   F+     A   L  A+      A   L  
Sbjct: 62  ADV--DRTGKHEVTISGKGIHPECDVDNE---FIRKIR-ASYYLIGALLGKYKRARVALP 115 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G K LGA ++   G             L G  + +   +S      
Sbjct: 116 GGCEIGSRPIDQHIKGFKMLGAQIEIENGMISATAE-----ELKGAHIYMD-VVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+    II+     P+V      +   G K   + + D   IKG +K+   
Sbjct: 170 NVMMAASLAKGNT---IIENAAKEPHVVDVANFLNSMGAKIRGAGT-DVIRIKGVEKFGD 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMGAKVTWTET 303 
            + + +  D   A  F+  A  T G + ++      L+    K  E+    GA+V   +  
Sbjct: 226 CQYSIIP-DQIEAGTFMTAAVATKGDIMIKNVIPKHLEAISAKLIEI----GAEVVEFDD 280 
 
Query: 304 SVTVTGPPR-EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKET 361 
           +V V+   R E    K L       +  P +A+TLA     ++G + I + +   R +   
Sbjct: 281 AVRVSATKRLESTNIKTLPYPGFPTDMQPQMAVTLA----LSNGTSVISESIFENRFRYV 336 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD-DHRMAMAFSLAA-CAEVP 419 
           +       ELTK+GA+++      II+  E    T  D +  D R   A  +A   A+   
Sbjct: 337 D-------ELTKMGATIQVDGRTAIISGVEGF--TGADVHAPDLRAGAALVIAGLSAKGF 387 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
            T+ D G   + +  + 
Sbjct: 388 TTVSDIGYIYRGYEQF 403 
 
 
>gb|ADU52755.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52760.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52770.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52771.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52772.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 59.7 bits (143), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 67/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    K   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVGQK-VQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_003254430.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC61] 
 ref|YP_004133919.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC52] 
 gb|ACX79948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC61] 
 gb|ADU95776.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC52] 
          Length = 434 
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 Score = 59.7 bits (143), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 99/374 (26%), Positives = 153/374 (40%), Gaps = 43/374 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    ++    L ++GT+ + ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLATKGTSTIHDVPALSDVYTISEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  V     A   V V   G   VE   E V+         MR+   +   + A  G A  
Sbjct: 62  GADVHI---AGETVTVDATGPLTVEAPFEYVR--------KMRASVLVMGPLLARNGRAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA V   +G       VNG   L G K+ L    S  
Sbjct: 111 VALPGGCAIGSRPIDQHLKGFEAMGASVK--VGNGFIDAEVNG--RLRGAKIYLDFP-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      +   G K   + +     I+G   
Sbjct: 166 GATENIMMAAVLAEGTT---VIENCAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVD 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  +  D   A  F+  AAITGG V V+G     L         LE MG  V   
Sbjct: 222 ELVGTTHTVIP-DRIEAGTFMVAAAITGGNVLVQGAVPEHLG---SLIAKLEEMGVTVME 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA-- 354 
            E+ + V GP +       LKA+D+     P    D+   +  + L A+G + I +     
Sbjct: 278 EESGLRVIGPEK-------LKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMITETVFE 330 
 
Query: 355 --SWRVKETERMVA 366 
                V+E  RM A 
Sbjct: 331 NRFMHVEEFRRMNA 344 
 
 
>gb|ACO70904.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [uncultured 
           Verrucomicrobia bacterium] 
          Length = 419 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 85/313 (27%), Positives = 131/313 (41%), Gaps = 36/313 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I++   + +SGTVK+ GSK+ +  IL    L++   V+ ++ +  D+HYML  L  LG 
Sbjct: 2   DKILVHGGQSLSGTVKISGSKNSALPILAATLLTKEPCVIHHVPDLSDIHYMLQILSHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE             G + P E                +R + A+V   G         
Sbjct: 62  AQVERASGVVTVQAEKIGTEAPYE---------------IVRKMRASVCVLGPLLGREKE 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           AT  L G   + +RPI   + G + LGA      G     V+V   G L GG V L G + 
Sbjct: 107 ATVSLPGGCVIGDRPIDLHLKGFEALGAMHRIEQGN----VKVFA-GQLVGGVVNLRGKL 161 
 
Query: 179 SSQYLSA--LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
               L    ++MAA LA G     +ID   + P V      +   G K E + +  R  I 
Sbjct: 162 GPTVLGTDNVMMAAVLAEGTT---VIDSAAAEPEVVDLANFLNAMGAKIEGAGTR-RIVI 217 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G ++    +++ +  D   A  FL   AI G  VT++    + L       + L   G  
Sbjct: 218 EGVKELHGAEHSVIP-DRIEAGTFLVAGAIAGKEVTLKRVDASHLTA---VTDALVRSGF 273 
 
Query: 297 KVTWTETSVTVTG 309 
            +T    SVT+ G 
Sbjct: 274 AITVNGDSVTIRG 286 
 
 
>gb|ADU52729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 72/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
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Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALILGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    K   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVGQK-VQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_02439591.1| hypothetical protein CLOSS21_02057 [Clostridium sp. SS2/1] 
 gb|EDS21409.1| hypothetical protein CLOSS21_02057 [Clostridium sp. SS2/1] 
 emb|CBL37302.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [butyrate-producing bacterium SSC/2] 
          Length = 431 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 103/436 (23%), Positives = 182/436 (41%), Gaps = 39/436 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  +L  A +++G  ++DN+ +  D++ +L A++ +G 
Sbjct: 2   EQYIIKGGNPLVGEVVIGGAKNAALPVLAAAVMTDGKCMIDNMPDVRDINVLLQAMQEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D+  K  V +   G  P  D   E   F+     A   L  A+      A   L  
Sbjct: 62  ADV--DRTGKHEVTISGKGIHPECDVDNE---FIRKIR-ASYYLIGALLGKYKRARVALP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G K LGA ++   G             L G  + +   +S      
Sbjct: 116 GGCEIGSRPIDQHIKGFKMLGAQIEIENGMISATAE-----ELKGAHIYMD-VVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+    II+     P+V      +   G K   + + D   IKG +K+   
Sbjct: 170 NVMMAASLAKGNT---IIENAAKEPHVVDVANFLNSMGAKIRGAGT-DVIRIKGVEKFGD 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMGAKVTWTET 303 
            + + +  D   A  F+  A  T G + ++      L+    K  E+    GA+V   +  
Sbjct: 226 CQYSIIP-DQIEAGTFMTAAVATKGDIMIKNVIPKHLEAISAKLIEI----GAEVVEFDD 280 
 
Query: 304 SVTVTGPPR-EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKET 361 
           +V V+   R E    K L       +  P +A+TLA     ++G + I + +   R +   
Sbjct: 281 AVRVSATKRLESTNIKTLPYPGFPTDMQPQMAVTLA----LSNGTSVISESIFENRFRYV 336 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD-DHRMAMAFSLAA-CAEVP 419 
           +       ELTK+GA+++      II+  E    T  D +  D R   A  +A   A+   
Sbjct: 337 D-------ELTKMGATIQVDGRTAIISGVEGF--TGADVHAPDLRAGAALVIAGLSAKGF 387 
 
Query: 420 VTIRDPGCTRKTFPDY 435 
            T+ D G   + +  + 
Sbjct: 388 TTVSDIGYIYRGYEQF 403 
 
 
>gb|ADU52752.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
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           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LNAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_003701185.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           selenitireducens MLS10] 
 gb|ADI00620.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           selenitireducens MLS10] 
          Length = 438 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 98/377 (25%), Positives = 168/377 (44%), Gaps = 47/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGAL 60 
           E+I+++  + ++GTV++ G+K   N +L + A S    +GT+ + ++ +  DV+ +   L 
Sbjct: 2   EKIIVRGGQPLTGTVRIEGAK---NAVLPVIAASLLGGKGTSTIHDVPSLADVYTINEVL 58 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGG 117 
           R L +SV  D+A+  ++ V       +E   E V+         MR+   +   + A  G 
Sbjct: 59  RNLNVSVTYDEASG-SIEVDAQDDLDIEAPFEFVR--------KMRASFLVMGPLLARKG 109 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RPI   + G + +GA V+  +G+     +V     L GGKV L    
Sbjct: 110 HARIALPGGCAIGSRPIDQHLKGFEAMGATVE--IGSGFIEAKVED--RLYGGKVYLDFP 165 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA +ALG     +I+     P +      +   G K   + +     I+ 
Sbjct: 166 -SVGATENIMMAATMALGTT---VIENAAQEPEIVDLANYLNAMGAKVRGAGTGT-IKIE 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++     +  +  D   A  F+  AAITGG V VE   T  ++  +  A++ E MG   
Sbjct: 221 GVEELNGAVHTIIP-DRIEAGTFMVAAAITGGNVLVENVLTEHIRPLI--AKMTE-MGVI 276 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +    T V V GP +       LKA+D+     P    D+   +  + L A+G + I +  
Sbjct: 277 IYEESTGVRVIGPEK-------LKAVDIKTMPHPGFPTDMQSQMMAMMLVAEGTSVITET 329 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 330 VFENRFMHVEEFRRMNA 346 
 
 
>ref|YP_003565556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           megaterium QM B1551] 
 gb|ADE72122.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           megaterium QM B1551] 
          Length = 434 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 103/403 (25%), Positives = 166/403 (41%), Gaps = 55/403 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    I+    L SEG T+++++    DV  +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPIITATLLASEGKTILNDVPALSDVFTIGEVLRHL 61 
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Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA-MRSLTAAVTAAG------ 116 
             + E D    R VV          DA  E++    +A    +R + A+V   G       
Sbjct: 62  --NAEVDFETNRVVV----------DASRELKT---DAPFEYVRKMRASVLVMGPLLART 106 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G A   L G   +  RPI   + G + +GA V   +G      +V G   L G K+ L   
Sbjct: 107 GEARVALPGGCAIGSRPIDQHLKGFEAMGAKVQ--VGNGFIDAKVEG--RLKGAKIYLDF 162 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA LA G     I++ +   P +      +   G K   + +     I 
Sbjct: 163 P-SVGATENIMMAAALAEGTT---IMENVAKEPEIVDLANFLNAMGAKVRGAGTGT-IRI 217 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G  K    ++A +  D   A  F+  AAITGG V V G     +         +E MG  
Sbjct: 218 EGVNKLYGAEHAIIP-DRIEAGTFMVAAAITGGNVLVRGAVAEHIS---SLVAKMEEMGV 273 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           ++T     + V GP +       LK++D+     P    D+   +  + L A+G + I + 
Sbjct: 274 EITEEGDGLRVVGPEK-------LKSVDIKTMPHPGFPTDMQSQMMALLLAAEGTSMITE 326 
 
Query: 353 -VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            V   R    E       E  ++ A ++      II  P +L  
Sbjct: 327 TVFENRFMHVE-------EFRRMNADIKIEGRSVIINGPSQLQ 362 
 
 
>ref|YP_001354980.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Janthinobacterium sp. Marseille] 
 sp|A6T383.1|MURA_JANMA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABR88978.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Janthinobacterium sp. Marseille] 
          Length = 416 
 
 Score = 59.3 bits (142), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 107/425 (25%), Positives = 179/425 (42%), Gaps = 58/425 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++Q    +SG + + G+K+ +  IL    L+  T  + N+ N +DV  +L  LR +G 
Sbjct: 2   DKLLIQGGHRLSGEIAISGAKNAALPILCAGLLTADTVQLSNVPNLQDVTTILRLLRQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           L  E D       VV  G      +A  E+          ++++ A++   G      G  
Sbjct: 62  LRAEQDGDK----VVLNGSAIDKLEAPYEM----------VKTMRASILVLGPLLARFGE 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+ +GA+V    G      +      L G ++ ++  I 
Sbjct: 108 AKVSLPGGCAIGSRPVDQHIKGLQAMGAEVTIEAGYIHAKAK-----KLKGTRI-VTDMI 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      LLMAA LA G+    I++     P V     L+   G K E   + DR  I+G 
Sbjct: 162 TVTGTENLLMAATLADGET---ILENAAREPEVTDLANLLVAMGAKIEGIGT-DRLVIQG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D    + F+   A  GG VT+    T +L  DV F ++ E  GA + 
Sbjct: 218 VERLHGATHAVI-ADRIETATFMCAVATVGGDVTLRNARTDTL--DVAFDKLRE-AGAIL 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T  +  + V    R        KA+     + P    D+      +   A+G         
Sbjct: 274 TSGDDWIRVQMASRP-------KAVSFRTTEYPGFPTDMQAQFMAMNCVAEG-------- 318 
 
Query: 355 SWRVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           S RV ET    R + ++ E+ +LGA++       II   +KL V A     D R + +   
Sbjct: 319 SSRVIETIFENRFMHVQ-EMNRLGAAITIEGHTAIINGVDKL-VGAPVMATDLRASASLV 376 
 
Query: 412 LAACA 416 
           +AA A 
Sbjct: 377 IAALA 381 
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>gb|ADU52795.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.9 bits (141), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRRTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52732.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52746.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52749.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52750.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52751.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52753.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52754.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52758.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52759.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52761.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52762.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52764.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52766.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52767.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52769.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52775.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52777.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52782.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.9 bits (141), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
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Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52784.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.9 bits (141), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHHRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTMAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_003600279.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           megaterium DSM 319] 
 gb|ADF41929.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           megaterium DSM 319] 
          Length = 434 
 
 Score = 58.9 bits (141), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 103/403 (25%), Positives = 166/403 (41%), Gaps = 55/403 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    I+    L SEG T+++++    DV  +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPIITATLLASEGKTILNDVPALSDVFTIGEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA-MRSLTAAVTAAG------ 116 
             + E D    R VV          DA  E++    +A    +R + A+V   G       
Sbjct: 62  --NAEVDFETNRVVV----------DASRELKT---DAPFEYVRKMRASVLVMGPLLART 106 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G A   L G   +  RPI   + G + +GA V   +G      +V G   L G K+ L   
Sbjct: 107 GEARVALPGGCAIGSRPIDQHLKGFEAMGAKVQ--VGNGFIDAKVEG--RLKGAKIYLDF 162 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA LA G     I++ +   P +      +   G K   + +     I 
Sbjct: 163 P-SVGATENIMMAAALAEGTT---IMENVAKEPEIVDLANFLNAMGAKVRGAGTGT-IRI 217 
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Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G  K    ++A +  D   A  F+  AAITGG V V G     +         +E MG  
Sbjct: 218 EGVNKLYGAEHAIIP-DRIEAGTFMVAAAITGGNVLVRGAVAEHIS---SLVAKMEEMGV 273 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           ++T     + V GP +       LK++D+     P    D+   +  + L A+G + I + 
Sbjct: 274 EITEEGDGLRVVGPEK-------LKSVDIKTMPHPGFPTDMQSQMMALLLAAEGTSMITE 326 
 
Query: 353 -VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            V   R    E       E  ++ A ++      II  P +L  
Sbjct: 327 TVFENRFMHVE-------EFRRMNADIKIEGRSVIINGPTQLQ 362 
 
 
>ref|ZP_07921844.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudoramibacter 
           alactolyticus ATCC 23263] 
 gb|EFV01146.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudoramibacter 
           alactolyticus ATCC 23263] 
          Length = 427 
 
 Score = 58.9 bits (141), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 106/424 (25%), Positives = 174/424 (41%), Gaps = 77/424 (18%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+ G+K+    ++  A LS    V+DN+    DV  M+  LR LG+ ++++     
Sbjct: 12  LQGEVKITGAKNAVLGLIPAAILSRNVIVMDNVPQINDVQKMVNILRKLGVRIDSE---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQL----FLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
                   G     DA+E++      +    G  MR+   L  A+      A   L G   
Sbjct: 68  --------GDVLTIDAREKISHDCSPYQDQTG-RMRASYYLLGALLGRYHEAIVPLPGGC 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADV-----------DCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
            + +RPI   + G + LGA V           D  +GTD           +    V +   
Sbjct: 119 NIGDRPIDQHIKGFEALGAKVVIEHGQVKMKADRLVGTD-----------IYLDVVSVGA 167 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           +I+      +++AA LA G   IE + K    P++      + + G   + + + D   I 
Sbjct: 168 TIN------IMLAAVLAEGKTVIENVAKE---PHIVDVANFLNKMGANIKGAGT-DTIRI 217 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G +K  S   + V    ++ +Y +A AA TGG V V G             + +E + A 
Sbjct: 218 RGVEKLGSCSYSVVPDQITAGTYMMAAAA-TGGNVLVSGV----------IPKHMESVTA 266 
 
Query: 297 KVTWTETSVTVTGPP-REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           K+      VTV G   R    ++ LKA  +     P    D+   +AV+   A+G + I+ 
Sbjct: 267 KLREMGAEVTVEGDGLRVKNNKERLKACRIKTLPYPGFPTDLQQPMAVLMAIAEGNSMIQ 326 
 
Query: 352 D-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           + +   R K  +       EL K+GA++        IT   KL+ T I    D R   A  
Sbjct: 327 ESIFENRFKYVD-------ELRKMGANITISGRIANITGVPKLSGTKI-VSTDLRAGAAM 378 
 
Query: 411 SLAA 414 
            +AA 
Sbjct: 379 VIAA 382 
 
 
>gb|ADU52763.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGGRSLRSRPMGRVVEPLRQM 114 
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Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52785.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 107/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V   GG P G    S   S++  S LL+A  LA      ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQ--GGSPKGIHYRSPVASARVKSCLLLAGLLAE--GTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    K   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVGQK-VQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52728.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALILGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_05649870.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           gallinarum EG2] 
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 gb|EEV33203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           gallinarum EG2] 
          Length = 429 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 91/373 (24%), Positives = 157/373 (42%), Gaps = 47/373 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI++Q    + GTVK+ G+K+    IL  + L+ EGTT ++N+    DV  M   +R L 
Sbjct: 2   EEIIVQGGNRLIGTVKVEGAKNAVLPILAASLLAEEGTTTLENVPILSDVLTMNEVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + +  D+ +K  + +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVEIAFDQ-SKNTITMDASRELAIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIG-GLPGGKVKLSG 176 
             + G   + +RPI   + G + LGA++   D ++      ++ N I    P         
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAEIIQKDGYIEAIASELKGNTIYLDFP-------- 164 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA  A G     II+ +   P +     ++ + G K       +   I 
Sbjct: 165 --SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAKV-FGAGTETMRI 218 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G     +  +A V+ D   A  F+  AA+T G V ++   +   + +      L  MGA 
Sbjct: 219 EGVDHLHAVSHAIVQ-DRIEAGTFMVAAAMTEGDVIIKDAIS---EHNRPLISKLTEMGA 274 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           K+T     + V GP       K +KA DV     P    D+   +  + + ADG + + + 
Sbjct: 275 KITEVPEGIRVVGP-------KTIKATDVKTMPHPGFPTDMQAQMTAIQMLADGTSIVNE 327 
 
Query: 353 -VASWRVKETERM 364 
            V   R +  E M 
Sbjct: 328 TVFENRFQHLEEM 340 
 
 
>gb|ADU52756.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLEILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_03612083.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           minor 202] 
 gb|EEF15738.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           minor 202] 
          Length = 425 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
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 Identities = 104/416 (25%), Positives = 166/416 (39%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV++ G+K+ +  IL  A L+E    + N+   +DV      LR LG+ VE D     
Sbjct: 12  LSGTVEISGAKNAALPILFAAILAEKPVTLTNVPVLKDVETTFKILRKLGVVVERDANGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       +  P E  K         A +  R     V+  GG           +  R 
Sbjct: 72  VQIDASKIDHYVAPYELVKTMRASIWALAPLVARFHEGQVSLPGGCT---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+++GA ++     D   V+    G L G +V +   +S     +++MAA L 
Sbjct: 123 PVDMHIAGLEKMGATIEL----DEGYVKATSNGRLKGARVYMD-KVSVGATLSVMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   +   G K   + + D   ++G +     ++  V   
Sbjct: 178 AEGTT---VIENAAREPEIVDTAIFLNAMGAKISGAGT-DMITVEGVEHLGGCEHRVV-A 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA++GG +T  G    +L   +   E L   G  V  TE ++T+    + 
Sbjct: 233 DRIETGTFLIAAAVSGGKITCRGTKADTLDAVI---EKLREAGMDVEVTEDTITLDSKGQ 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR---- 368 
            P      KA  VN+  MP       + A F    T +  VA    + TE +   R     
Sbjct: 290 RP------KA--VNIRTMPHPGFPTDMQAQF----TLLNAVAEGTSRITETIFENRFMHI 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++GA  E   +  I    E L    +    D R +++  LA C     TI D 
Sbjct: 338 PELNRMGAKGEIEGNTAICHGVESLKPAEV-MATDLRASISLVLAGCIANGETIVD 392 
 
 
>gb|ADU52776.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QXVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52783.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
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               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHHRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGASIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52727.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGPGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_003151592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cryptobacterium 
           curtum DSM 15641] 
 gb|ACU94910.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cryptobacterium 
           curtum DSM 15641] 
          Length = 425 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 114/458 (24%), Positives = 182/458 (39%), Gaps = 62/458 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I+ +  + ++GTV+  G+K+ + +++  + L +G + + N+    D++ M   L  L  
Sbjct: 4   EVIIARESENLTGTVRASGAKNSALKLMAASLLGQGKSTIRNVPLISDIYIMGRVLEAL- 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
                D    R   V       VE  +   +L        +  + A+++  G      G  
Sbjct: 63  -----DAQVTREDHVLTIDTTAVERYETPYEL--------VSKMRASISVLGPLIGRFGC 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   + G  ++  R I   +VGL+QLG   +    FL    P        GL GG + L  
Sbjct: 110 AHVAMPGGCQIGARRIDMHLVGLEQLGVHFEIDHGFLIATTP-------NGLHGGNITLE 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S       +MAA  A G      ID     P +E    ++   G + E + S      
Sbjct: 163 FP-SVGATENTMMAAVTAEGRT---TIDNAACEPEIEDLALMLNEMGAQIEGAGSSS-IT 217 
 
Query: 236 IKG-GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           I+G       P +    GD   A  FL G A+ GG VTVEG   + L+  +     L  M 
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Sbjct: 218 IEGVPLSALHPCDHATVGDRIEAGTFLVGGALLGGPVTVEGINPSYLRMALM---KLRAM 274 
 
Query: 295 GAKVTWTETSVTVT--GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPT 348 
           G  V   E SVTV   GP         L+A+D+     P    D+     ++A  A+G + 
Sbjct: 275 GCIVEEGEQSVTVRRDGP---------LRAVDIQTLPHPGFPTDLQAQFMLLASLAEGNS 325 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
            I    +  V E   M A  +EL ++GA V     + ++   ++L    +    D R    
Sbjct: 326 VI----TENVFENRFMFA--SELVRMGADVTIDDHHALVRGVKRLQGAPV-VSTDLRAGG 378 
 
Query: 409 AFSLAA-CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 445 
           A  LA   AE    +R      + + DY   L++   N 
Sbjct: 379 ALVLAGMAAEGETIVRKISHIDRGYEDYVGKLTSLGGN 416 
 
 
>gb|ADU52757.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.5 bits (140), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSRLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>emb|CBI20198.3| unnamed protein product [Vitis vinifera] 
          Length = 475 
 
 Score = 58.2 bits (139), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 97/383 (25%), Positives = 152/383 (39%), Gaps = 31/383 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V + GSK+ +  IL       GT+ +  + N  D   M   LR+LG+ +EA     
Sbjct: 53  KLSGHVPISGSKNSALSILAATLCCSGTSKLHGVPNLSDTRTMASILRSLGVEIEACNGE 112 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                 G G    V+   E++    G   +        + A  G A   L G   +  RP 
Sbjct: 113 MWVNADGVGS---VQPCPEDIGKIRGGFFV-----IGPLLARFGEAVVALPGGCDIGTRP 164 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +   + GL+ LGA V+  LG      +     GL GG+ KL    S      L+MAA +A 
Sbjct: 165 VDLYIRGLRALGAIVE--LGDGKVRAQAANGRGLVGGRFKLDHP-SVGATETLMMAACMA 221 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   + ++  +   P V    R +   G   E + S D  YIKG  +        V  D 
Sbjct: 222 DG---VTVLSNVAKEPEVIDLARFLTGSGACVEGAGS-DTLYIKGKNQLHG-SECIVPPD 276 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
              A  F+  AAIT  ++++     + +       + L   G K+T    ++ V+  P + 
Sbjct: 277 RIEAGTFMLAAAITRSSISMSPVIPSHV---ACLIDKLLAAGCKITCAHDTLEVSAVPDD 333 
 
Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
                +L+  DV     P    D+     V+    DG + + +          RM  +R  
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Sbjct: 334 V--GHNLQGFDVRTCPFPGFPTDLQPQTMVLLTTCDGLSIVEETVF-----ENRMGHVR- 385 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEK 392 
           EL KLGA +       +I   EK 
Sbjct: 386 ELQKLGARIRVCGSTAVICGKEK 408 
 
 
>gb|EFR92855.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria innocua 
           FSL J1-023] 
          Length = 430 
 
 Score = 58.2 bits (139), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 99/404 (24%), Positives = 171/404 (42%), Gaps = 58/404 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+V+ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSVLKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  G--LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG----- 116 
              +S E D+     V V   GK   +   E V           R + A++   G      
Sbjct: 62  NADVSFENDE-----VTVDATGKITSDAPFEYV-----------RKMRASIVVMGPLLAR 105 
 
Query: 117 -GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G+A   L G   +  RP+   + G + +GA V    G             L G KV L  
Sbjct: 106 TGSARVALPGGCAIGSRPVDLHLKGFEAMGAIVKIENGYIEATAE-----KLVGAKVYLD 160 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA LA G     +I+ +   P +      + + G +   + + +    
Sbjct: 161 FP-SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIR 215 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG 
Sbjct: 216 IEGVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMG 271 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
            ++   E  + V GP +       LKA+DV     P    D+   + V+ + ++G + +  
Sbjct: 272 VQIIEEENGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMT 324 
 
Query: 352 D-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           + V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 325 ETVFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
 
 
>gb|ADU52741.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.2 bits (139), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 107/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLPGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
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>gb|ADU52779.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 58.2 bits (139), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQELLLGEDPRSTAACFRALGADISELNGECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVRVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADO96649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae R2846] 
          Length = 424 
 
 Score = 58.2 bits (139), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 99/416 (23%), Positives = 171/416 (41%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R   A V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQAQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGS-DHITIEGVERLTGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|YP_872128.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
 gb|ABK52142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
          Length = 432 
 
 Score = 57.8 bits (138), Expect = 3e-06,   Method: Compositional matrix adjust. 
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 Identities = 82/318 (25%), Positives = 125/318 (39%), Gaps = 44/318 (13%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+  V++P   + G V L GSK+   + ++ A L++  +V+DN+ +  DV      LR + 
Sbjct: 2   ADTWVIEPSGPLRGDVVLRGSKNAVTKHMVAALLADEPSVIDNVPDVGDVTITTDILRAV 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G  V  +    R  VV      P  +    V L           L   +    G A     
Sbjct: 62  GAEVLVED--DRVTVV------PSREVNPHVPLSFSGLNRIPVLLLGPLLHRAGEAFVPK 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG----LPGGKVKLS---- 175 
            G  R+  RP+   V  L+  GADV+         V  +GI      L G ++ L      
Sbjct: 114 VGGDRIGSRPVDFHVAALRAFGADVE---------VSDDGIFAKATRLTGARIHLPYPSV 164 
 
Query: 176 GSISSQYLSALLMAAPLALGD--VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW-D 232 
           G+  S  L+A L      L +   E E++D  +           ++R G + E    W D 
Sbjct: 165 GATESVLLTATLAKGKTVLTNAATEPEVVDLAL----------FLQRMGARIEF---WPD 211 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           R  +  G        A + GD + A  +L    +T G V V GC    L   V     L+ 
Sbjct: 212 RRVVIEGVPAVHGARARLAGDRNEAFSYLVAGLLTKGDVRVIGCPQERL---VTAITTLQ 268 
 
Query: 293 MMGAKVTWTETSVTVTGP 310 
            MGA+V   +  +T T P 
Sbjct: 269 RMGARVDIDDYGITATAP 286 
 
 
>gb|ADU52773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52780.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52781.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.8 bits (138), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADTSELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_05657191.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC20] 
 gb|EEV40524.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC20] 
          Length = 430 
 
 Score = 57.8 bits (138), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 91/373 (24%), Positives = 159/373 (42%), Gaps = 47/373 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EE+++Q    ++GTVK+ G+K+    IL  + L+ EGTT + N+    DV  M   +R L 
Sbjct: 2   EEMIVQGGNRLTGTVKIEGAKNAVLPILAASLLAEEGTTTLTNVPILSDVLTMKEVIRHL 61 
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Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            ++++  K     + +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVAIDF-KEENNTMTIDASQELAIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIG-GLPGGKVKLSG 176 
             + G   + +RPI   + G + LGA +   D ++      ++ N I    P         
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAQIIQKDGYIEAIADELKGNSIYLDFP-------- 164 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA  A G   I II+ +   P +     ++ + G K       +   I 
Sbjct: 165 --SVGATQNIMMAAVKAKG---ITIIENVAREPEIVDLANILNKMGAKV-FGAGTETMRI 218 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G +   +  ++ V+ D   A  F+  AA+T G V ++     S       ++++E MGA 
Sbjct: 219 EGVEHLHAVDHSIVQ-DRIEAGTFMVAAAMTQGDVIIKDA--ISEHNRPLISKLIE-MGA 274 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +VT     + V GP R       LKA DV     P    D+   ++ + L A G + + + 
Sbjct: 275 EVTEVAEGIRVVGPER-------LKATDVKTMPHPGFPTDMQAQMSAIQLLAQGTSVVNE 327 
 
Query: 353 -VASWRVKETERM 364 
            V   R +  E M 
Sbjct: 328 TVFENRFQHLEEM 340 
 
 
>gb|ADU52786.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52787.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52788.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52790.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52792.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52793.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.8 bits (138), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 67/242 (27%), Positives = 107/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHHRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    K   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVGQK-VQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52745.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.8 bits (138), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 109/242 (45%), Gaps = 15/242 (6%) 
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Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSKCVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52733.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52734.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52735.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52737.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52738.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52740.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52742.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
 gb|ADU52743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.4 bits (137), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 109/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_002317025.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anoxybacillus 
           flavithermus WK1] 
 gb|ACJ35040.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anoxybacillus 
           flavithermus WK1] 
          Length = 439 
 
 Score = 57.4 bits (137), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 97/377 (25%), Positives = 151/377 (40%), Gaps = 49/377 (12%) 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1621



 

 

 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K +SGTVK+ G+K+    ++    L SEG +V+ ++    DV+ +   LR L 
Sbjct: 9   EKIIVRGGKRLSGTVKVEGAKNAVLPVIAATLLASEGKSVIYDVPELSDVYTISEVLRHL 68 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         +VV   G+  +E   E V           R + A+V   G      G 
Sbjct: 69  QADV---TVGNNKIVVDASGELSIEAPFEYV-----------RKMRASVLVMGPLLARKG 114 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V   +G       VNG   L G K+ L    
Sbjct: 115 RARVALPGGCAIGSRPIDQHLKGFEAMGATVK--IGNGFIAAEVNG--KLRGAKIYLDFP 170 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     II+     P +      +   G K   + +     I  
Sbjct: 171 -SVGATENIMMAAVLAEGTT---IIENCAKEPEIVDLANFLNAMGAKVRGAGTGT-IRID 225 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G       ++  +  D   A  F+  AAITGG V V+G     L         LE MG   
Sbjct: 226 GVTTLYGAEHTVIP-DRIEAGTFMIAAAITGGNVLVQGAVPEHL---TSLIAKLEEMGVT 281 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   ++ + V  P +       LKA+DV     P    D+   +  + + A+G + + +  
Sbjct: 282 IVEEDSGLRVIAPDK-------LKAVDVKTMPHPGFPTDMQSQMMALLMKAEGTSMVTET 334 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 335 VFENRFMHVEEFRRMNA 351 
 
 
>gb|ADU52765.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.4 bits (137), Expect = 4e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACSRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_001800982.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           urealyticum DSM 7109] 
 emb|CAQ05548.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           urealyticum DSM 7109] 
          Length = 413 
 
 Score = 57.4 bits (137), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 82/293 (27%), Positives = 121/293 (41%), Gaps = 22/293 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+ G+K+   +++  A L+EG TV+ N     DV YM   LR LG  VE D     
Sbjct: 8   LQGAVKVSGAKNSVLKLMSAAMLAEGRTVLKNCPQISDVPYMADVLRGLGCDVELDGG-- 65 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1622



 

 

Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V++    +   +   + V+ F  +  +        +TA    A   L G   +  RP+ 
Sbjct: 66  -TVIIDVPAEINHDADFDAVRQFRASVAV-----LGPLTARCHRARVALPGGDAIGSRPL 119 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                GL+ LGA      G  C     +   GL G ++KL    S      +L AA LA  
Sbjct: 120 DMHQTGLETLGATTRIEHG--CVVAETD---GLHGAEIKLDFP-SVGATENILTAAVLAN 173 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   + ++D     P +     ++   G K E   S +   + G +K   P    V GD  
Sbjct: 174 G---VTVLDNAAREPEIVDLCDMLNEMGAKVEGGGS-NVITVTGVEKLH-PVEHEVVGDR 228 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             A  +   AAIT G VTV G     L   +   E L++ GA+V    T   V 
Sbjct: 229 IVAGTWAYAAAITQGDVTVGGIDPQHLHLPL---EKLKLAGARVETYPTGFRV 278 
 
 
>ref|YP_004135636.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3031] 
 emb|CBY81312.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3031] 
          Length = 424 
 
 Score = 57.4 bits (137), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 99/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R   A V+  GG +         +  R 
Sbjct: 72  VLLDTSNINHFTAPYELVKTMRASIWALAPLVARFHQAQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G +     +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGS-DHITIEGVEHLTGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|ZP_06062508.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           johnsonii SH046] 
 gb|EEY97895.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           johnsonii SH046] 
          Length = 419 
 
 Score = 57.4 bits (137), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 107/420 (25%), Positives = 178/420 (42%), Gaps = 46/420 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ ++Q   ++ G V++ G+K+ +  +L    L E  T + N+ + +DV+ ++  +  LG 
Sbjct: 2   DKFLIQGGTKLEGEVRISGAKNAALPLLAAMILPETPTKLTNVPHLKDVNTLVQLIGGLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           +++  +     A       +F P E  K      L    +  R  +A V+  GG A     
Sbjct: 62  ITMTYEGDTVTADTSTLDNQFAPYELVKTMRASILVLGPLVARYGSAKVSLPGGCA---- 117 
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Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RP+   +  L+ LGA+++   G     V     G L GG+V +   ++     
Sbjct: 118 -----IGSRPVDQHLKALEALGAEIEVEAGY----VHAKVDGRLKGGEV-IFDMVTVGGT 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +LMAA LA G   +  I      P +    +++   G K E  D+ D   + G +K   
Sbjct: 168 ENILMAAALAEG---VTTIRNAAREPEITDLAKMLIAMGAKIEGLDT-DTLVVTGVEKLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT---- 299 
             + A V     + SY LA AAITGG V       T ++      E  E MGA+VT     
Sbjct: 224 GCEYAVVADRIETGSY-LAAAAITGGRVKTTHTDPTLME---SVLEKFEEMGAEVTRGDD 279 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 357 
           W E  +    P          KA+       PD    M   ++A+ A G    R  A+   
Sbjct: 280 WIELDMMGKRP----------KAVSFQTLPHPDFPTDMQAQIMAVNAIG----RGFATIS 325 
 
Query: 358 VKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
               E       EL+++GA+++ EG D  ++T  EKL+   +    D R + +  LAA A 
Sbjct: 326 ETIFENRFMHVPELSRMGANIQVEGND-AVVTGVEKLSAAPV-MATDLRASFSLVLAALA 383 
 
 
>ref|YP_001617525.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sorangium cellulosum 
           'So ce 56'] 
 emb|CAN97045.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Sorangium cellulosum 
           'So ce 56'] 
          Length = 461 
 
 Score = 57.4 bits (137), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 118/468 (25%), Positives = 195/468 (41%), Gaps = 52/468 (11%) 
 
Query: 6   EIVLQPI-KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++ P  + + G+V +P  KS+++R LLLAAL+ G + +       DV   +GALR +G 
Sbjct: 3   DLIVHPAERPLIGSVPVPADKSIAHRALLLAALATGQSRIRGGTLGGDVLSTVGALRAMG 62 
 
Query: 65  LSVEADKAAKRAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + VE + +    VV G G       D      +  GN+G  MR L   + A    A  V  
Sbjct: 63  VRVE-EPSPGDLVVHGAGLSGLRAPDGP----IDCGNSGTTMRLLAGILVAQRFAARLVG 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFL-----GTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           D  P +  RP+  +   L+  G  ++  L     G    P+ V   G LP  +  +  SI 
Sbjct: 118 D--PSLSRRPMERVAKPLRLRGGRIEGQLDPRKIGEITAPLDV---GPLP--EPHVLSSI 170 
 
Query: 179 SS-------QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
                    Q  SALL++   A G   +   + ++S  + E   R++   GV     DS  
Sbjct: 171 EHELPVPCDQVKSALLLSGLYADGPTFVR--EPIVSRDHTE---RMLTALGVPI---DSV 222 
 
Query: 232 DRFYIKGGQKYKSPKNAY---VEGDAS------SASYFLAGAAITGGTVTVEGCGTTSLQ 282 
                    ++     A+   V GD S      +A+  + G+ +T   V +    T  L+ 
Sbjct: 223 GAMVCLDAARFSGALPAFEIDVPGDLSAAAFLVAAAQIVPGSRVTARRVGLNPTRTGLLE 282 
 
Query: 283 -----GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 337 
                 D+  +  +E+ G  +      V V         R      ++    + ++ + L 
Sbjct: 283 VLRDMDDMDGSVAVEIKGEALGEPTGDVHVASASSGAGLRAGRAGGELASRALDELPILL 342 
 
Query: 338 AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII--TPPEKLNV 395 
            + A  A G T + D    R +ET+R+ A+ + L   G   EE  D  ++   P   L+  
Sbjct: 343 GLGA-RARGLTEVFDARELRAQETDRIAAMASVLGAFGLRCEERTDGLLVEGRPDRPLDA 401 
 
Query: 396 TAIDTYDDHRMAM-AFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             +D+  DHR+AM A  L   A  P  +RD GC   +FP +   L    
Sbjct: 402 ADVDSRGDHRIAMTAAVLGLAAGGPTRVRDAGCIATSFPLFVGTLRAL 449 
 
 
>gb|AAA97397.1| encodes EPSP synthase domain [Pneumocystis oryctolagi] 
 prf||2210353B AROM protein 
          Length = 108 
 
 Score = 57.0 bits (136), Expect = 5e-06,   Method: Composition-based stats. 
 Identities = 33/93 (35%), Positives = 50/93 (53%), Gaps = 13/93 (13%) 
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Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT--------PPEKLNVTAID 399 
           T I  +++ RVKE  R+ A+  EL K G  V+E PD   +         PP+      ++ 
Sbjct: 20  TKITGISNQRVKECNRIEAMVCELKKFGIQVKELPDGIYVKSINISNLLPPK----NGVN 75 
 
Query: 400 TYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
            Y+DHR+AM+FS+ AC +  P+ I +  C  KT 
Sbjct: 76  CYNDHRIAMSFSVLACISPKPIVILNKTCVNKT 108 
 
 
>gb|ADU52791.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.0 bits (136), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 107/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHHRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_003064871.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Liberibacter asiaticus str. psy62] 
 gb|ACT56931.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
           Liberibacter asiaticus str. psy62] 
          Length = 449 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 109/445 (24%), Positives = 192/445 (43%), Gaps = 38/445 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+ +PG +SLS+  ++L  ++ G T +  +L S+DV   +  +  LG      K  + 
Sbjct: 18  LQGTICIPGDRSLSHFSIILGGIAAGETQIRGVLESDDVLNTMRMMHYLG--ARFTKKDR 75 
 
Query: 75  RAVVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +V G G G     +   + + F    G+ M      V       T+   G   + +   
Sbjct: 76  EWIVQGVGNGCLLSPEYPLDFKGFDMGYGLMM-----GVVGVYDFQTF-FKGRAEILQPT 129 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I  L+  L Q+G  V        P V ++G    P   V  S   S Q  S +L+A     
Sbjct: 130 IESLLAPLYQMGVQVKLPEDKRLPLV-LHG-PRTPNPIVYKSPMDSVQSKSVVLLAGLNT 187 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSWDRFYIK-GGQKYKSPKNAYVE 251 
            G  E+  I+ + +  ++E+ L+    FGV     SD+ + + ++  G+K  S  N  +  
Sbjct: 188 PGITEV--IEPVKTQDHMEIILK---EFGVDLLIKSDTIEDYSVRIEGRKRISGCNLKIP 242 
 
Query: 252 GDASSASYFLAGA-AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV--- 307 
           GD+S A + LA A  I G  + +    T  L+  V   ++L  MGA +T + + +      
Sbjct: 243 GDSSIAFFPLAAALLIPGSDIKLLNVLTNPLR--VGIIDILREMGADITLSNSRIESGEN 300 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVA---MTLAVVALFADGPTAIRDVASWRVKETERM 364 
               R  F +  +K I ++ N++  +      L V++ FA+G T I+ +A   V  +++  
Sbjct: 301 IADIRVRFSK--IKGITISDNRLRSIVDEYPILLVISAFAEGETIIKGLA--EVMTSKQF 356 
 
Query: 365 VAIRTELTKLGASVEEGPDYCII--TPPEK-LNVTA---IDTYDDHRMAMAFSLAACA-E 417 
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             I           E   DY +I   P  K L  +    + +   +R+AM+F +   A E 
Sbjct: 357 SGIIECFNINNIQYEREGDYLMIKGVPGGKGLGCSTGHMVQSKFGYRVAMSFLVMGLASE 416 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
             V + D       FPD+ +++ T  
Sbjct: 417 YSVVVDDYTMISTIFPDFINLMKTL 441 
 
 
>ref|NP_393762.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Thermoplasma 
           acidophilum DSM 1728] 
 sp|Q9HLE6.1|AROA_THEAC RecName: Full=Probable 3-phosphoshikimate 
           1-carboxyvinyltransferase; AltName: 
           Full=5-enolpyruvylshikimate-3-phosphate synthase; 
           Short=EPSP synthase; Short=EPSPS 
 emb|CAC11427.1| 3-phosphoshikimate 1-carboxyvinyltransferase related protein 
           [Thermoplasma acidophilum] 
          Length = 410 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 108/442 (24%), Positives = 184/442 (41%), Gaps = 64/442 (14%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKAAK 74 
           SGTV LP SKS + R +L +     +  ++ +  + D    L   +  G ++   D + K 
Sbjct: 11  SGTVALPSSKSFTQRYILGSVFLNKSVTLNYVTITGDDSIALDIAQRAGANITMNDSSIK 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                 C     V ++    ++ LG  G A            G  T+V  G P + +RP+ 
Sbjct: 71  IRTSFTCPSDIYVGESATSYRIALGLLGSA------------GCITHV-KGDPDLAKRPM 117 
 
Query: 135 GDLVVGLK----QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
             LV  L+     L  + D F   D    +   I        ++ G +SSQ++S+++    
Sbjct: 118 DPLVKALEANDVHLKLNEDGFYDVDGSESKKRYI--------EVDG-VSSQFVSSMIFYY 168 
 
Query: 191 PLALGDVEIEIIDKLISIP-YVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKN 247 
               G    E + K +  P YV +T R++   G  V  E +       I     +K+  + 
Sbjct: 169 ARKGGG---EFLVKNMRSPGYVYITKRVLYDLGYFVNIEKT-----ITINPSGVWKTAID 220 
 
Query: 248 AYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
             VE D SS ++FL    ++    V       + +Q D   + +L+M    +     ++  
Sbjct: 221 --VEPDYSSLAFFLVLGLLSENVDVRFNIKRMSRIQPD---SVLLDMFKDNIAIDRDTLR 275 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           V    R+         I V+ +  PD+   ++V+ +F++    I + A  + KE+ R    
Sbjct: 276 VLPGIRD--------RITVDADHNPDLCPPISVIGIFSEHGVEIDNYARLKTKESNRYEG 327 
 
Query: 367 IRTELTKLGASVEE-GPDYCI----ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE-VPV 420 
           I    ++ GA VE+ G D  I    +  P  L      +Y DHRM M+ ++AA A    V 
Sbjct: 328 IIDMASRFGAIVEDNGKDLFIKRGDLKDPGTL------SYTDHRMIMSAAVAAAASGFEV 381 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
            I +     K+FP +F  LS F 
Sbjct: 382 EIENETKVSKSFPGFFKELSKF 403 
 
 
>gb|ADU52731.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 66/242 (27%), Positives = 106/242 (43%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L      + + +  
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Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLAEGTTL-VTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_01796349.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae R3021] 
 gb|EDK14555.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 22.4-21] 
          Length = 424 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGIIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGS-DHITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>gb|ADU52774.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 109/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A        + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFLAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
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Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52794.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 67/242 (27%), Positives = 106/242 (43%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T    LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTTQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHHRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    K   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVGQK-VQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_01783755.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 22.1-21] 
 ref|ZP_01785954.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae R3021] 
 ref|ZP_01793715.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittII] 
 ref|ZP_05849662.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae NT127] 
 gb|EDJ89388.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 22.1-21] 
 gb|EDJ91876.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae R3021] 
 gb|EDK12341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittII] 
 gb|EEW78951.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae NT127] 
 gb|ADO81255.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae R2866] 
          Length = 424 
 
 Score = 57.0 bits (136), Expect = 6e-06,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
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Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKISGAGS-DHITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>gb|ADU52768.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 56.6 bits (135), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 109/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALTLGSLAEGETTIRGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>gb|ADU52747.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 56.6 bits (135), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 70/242 (28%), Positives = 110/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T++  LL  E+        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETIIQGLLLGENPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
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>ref|ZP_02004393.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beggiatoa sp. PS] 
 gb|EDN65607.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beggiatoa sp. PS] 
          Length = 94 
 
 Score = 56.6 bits (135), Expect = 7e-06,   Method: Composition-based stats. 
 Identities = 25/77 (32%), Positives = 51/77 (66%), Gaps = 3/77 (3%) 
 
Query: 4  AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
          +++ ++ P  ++ GT+++PG KS+S+R ++L AL+E TT ++  L  ED    L A +T+ 
Sbjct: 5  SQKFIINPGGKLQGTIRVPGDKSISHRAIMLGALAENTTTINGFLAGEDTLATLAAFQTM 64 
 
Query: 64 GLSVE---ADKAAKRAV 77 
          G+ ++    DK++ +A+ 
Sbjct: 65 GVPIKNHNMDKSSYQAL 81 
 
 
>ref|YP_001291058.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittEE] 
 sp|A5UD24.1|MURA_HAEIE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABQ98675.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittEE] 
          Length = 424 
 
 Score = 56.6 bits (135), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGS-DHITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|YP_001942592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           limicola DSM 245] 
 sp|B3EGH6.1|MURA_CHLL2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACD89613.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           limicola DSM 245] 
          Length = 424 
 
 Score = 56.6 bits (135), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 81/291 (27%), Positives = 122/291 (41%), Gaps = 31/291 (10%) 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1630



 

 

Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G AT  L G      RPI   ++ +++LGA++    G      R    G L G ++     
Sbjct: 107 GEATVSLPGGCAFGPRPIDLHLMAMEKLGAEITIETGFITAKARN---GKLQGARIDFPV 163 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           S      +AL MAA LA G     II    + P +E   R +   G + E + + +   I 
Sbjct: 164 SSVGATGNAL-MAAVLAEGKT---IITNAAAEPEIEALCRFLASMGARIEGTGTTE-LII 218 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMG 295 
           +G     + +   V  D   A   LA AAITGGTVTV+G     L+  + KFA      G 
Sbjct: 219 EGVTSLSAVEFTNVF-DRIEAGTLLAAAAITGGTVTVDGVEPEQLKSVLKKFAHA----G 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
             ++ T  S+T+  P +       L   D+     P    D+      +   A+G + I  
Sbjct: 274 CTISQTPGSITLASPEK-------LIPTDITAKPYPSFPTDMQAQWTALMTQAEGTSRIT 326 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           D         ER   I  EL +LGA +E   +  I+  P +L+ T + + D 
Sbjct: 327 DKVYH-----ERFNHI-PELNRLGAHIEIRKNQAIVEGPRRLSGTKVMSTD 371 
 
 
>ref|YP_004139154.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3047] 
 emb|CBY87491.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae F3047] 
          Length = 424 
 
 Score = 56.6 bits (135), Expect = 7e-06,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKISGAGS-DHITIEGVERLTGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>gb|ADU52744.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 56.6 bits (135), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 71/242 (29%), Positives = 109/242 (45%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALTLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1631



 

 

               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V+G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVHG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_06810684.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           thermoglucosidasius C56-YS93] 
 ref|YP_003990915.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y4.1MC1] 
 gb|EFG52889.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           thermoglucosidasius C56-YS93] 
 gb|ADP76304.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y4.1MC1] 
          Length = 435 
 
 Score = 56.6 bits (135), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 93/371 (25%), Positives = 151/371 (40%), Gaps = 37/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K +SGTVK+ G+K+    ++    L S+G +++ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLSGTVKVEGAKNAVLPVIAATLLASKGKSIIHDVPALSDVYTISEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G  V   K     + V       +E   E V+    +  + M SL A      G A   L 
Sbjct: 62  GADV---KREGNTITVDASQDLKLEAPFEYVRKMRASV-LVMGSLLAR----NGRARVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V    G     V+    G L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGASVKVGNGFIDAEVK----GKLRGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     +I+     P +      +   G K   + +     I+G  +   
Sbjct: 169 ENIMMAAVLAEGTT---VIENCAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVDELT 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              +  +  D   A  F+  AAITGG V ++G     L         +E MG  +   E  
Sbjct: 225 GTTHTVIP-DRIEAGTFMVAAAITGGNVFIQGAVPEHLS---SLIAKMEEMGVTIIEEEN 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            + V GP +       LKA+D+     P    D+   +  + L A+G + + +        
Sbjct: 281 GLRVIGPEK-------LKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMVTETVFENRF 333 
 
Query: 356 WRVKETERMVA 366 
             V+E  RM A 
Sbjct: 334 MHVEEFRRMNA 344 
 
 
>gb|AAV48979.1| hypothetical carboxyvinyltransferase [Weissella paramesenteroides] 
          Length = 202 
 
 Score = 56.6 bits (135), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 53/185 (28%), Positives = 90/185 (48%), Gaps = 24/185 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ GT+ +PG KS+S+R ++L +++ G T V +LL+SEDV   + A+  LG++   +   
Sbjct: 11  KQLRGTLTMPGDKSISHRAVMLGSIASGDTRVQHLLDSEDVRRTVTAMSNLGVTFSTENH 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA-------AVTAAGGNATYVLDG 125 
                 +   GK   E  + +  L +GN+G   R L         A+T  G N+       
Sbjct: 71  D-----LIIHGKSLNELVEPKQMLDMGNSGTTARLLMGLLANQPFAITFRGDNS------ 119 
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Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RP   ++  L+ +G  V      D  PV   G   L G   +L  + S+Q  SA 
Sbjct: 120 ---LSKRPFARVIKPLRAMG--VSYVSKNDHLPVTKLGTRYLEGLVYELPVA-SAQVKSA 173 
 
Query: 186 LLMAA 190 
           +++AA 
Sbjct: 174 IILAA 178 
 
 
>ref|ZP_01792135.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittHH] 
 gb|EDK10227.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittHH] 
          Length = 424 
 
 Score = 56.6 bits (135), Expect = 8e-06,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHRGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKISGAGS-DHITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|YP_001095423.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           loihica PV-4] 
 sp|A3QI66.1|MURA_SHELP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABO25164.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           loihica PV-4] 
          Length = 419 
 
 Score = 56.2 bits (134), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 104/398 (26%), Positives = 159/398 (39%), Gaps = 44/398 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +Q    ++G V + G+K+ +  IL+   L+E   VV N+ N  DV+     LR LG 
Sbjct: 2   DKLTIQASGALAGDVVISGAKNAALPILMAGVLAETDFVVSNVPNLRDVNTSCELLRCLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V      K  +      +F  P E  K      L    +  R  TA V+  GG A    
Sbjct: 62  AEVSRSDEGKITISTTHLNEFCAPYELVKTMRASILILGPLLARYGTADVSLPGGCA--- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RP+   + GL+Q+GA ++   G     ++    G L G  + +   IS    
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Sbjct: 119 ------IGARPVNLHLHGLEQMGAKIEVKEGY----IKARVDGRLKGAHIFMD-MISVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              LLMAA LA G+    +I+     P V      +   G K   + S D   I+G +   
Sbjct: 168 TENLLMAAALADGET---VIENAAREPEVIDLANCLNAMGAKISGAGS-DTIRIQGVESL 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            S     V  D      FL  AA+T G +        +L+        LE  GA +T  E 
Sbjct: 224 -SGCEYRVMPDRIETGSFLVAAAVTKGKIRCVDADPKTLEA---VLAKLEDAGASITTGE 279 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASW 356 
             + +    + P      KA  VN+  MP      D+     V+   A+G   I +     
Sbjct: 280 DWIELDMQGQRP------KA--VNIKTMPYPGFPTDMQAQFCVLNALAEGTATITET--- 328 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + E   M     EL ++GA++E   + CII   E LN 
Sbjct: 329 -IFENRFMHV--PELIRMGANMELEGNTCIIKGCELLN 363 
 
 
>emb|CBW99666.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Legionella 
           pneumophila 130b] 
          Length = 161 
 
 Score = 56.2 bits (134), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 37/121 (30%), Positives = 63/121 (52%), Gaps = 5/121 (4%) 
 
Query: 319 HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 375 
            LK ID+ ++ +P   D    + + A  A G T +      R+KE++R+ A+   L +LG 
Sbjct: 27  QLKGIDIPVSMVPLAIDEFPVIFIAAACAQGKTTLHGAKELRLKESDRIGAMVDGLNQLG 86 
 
Query: 376 ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA-ACAEVPVTIRDPGCTRKTFPD 434 
               EG D  I+     +    +++  DHR+AM+F++A A A  PVTI++      +FP  
Sbjct: 87  VHA-EGFDDGILIEGGSIQGGEVNSRGDHRIAMSFAIAGAVASAPVTIKNCANVATSFPS 145 
 
Query: 435 Y 435 
           + 
Sbjct: 146 F 146 
 
 
>gb|EFT44670.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0017] 
 gb|EFT87779.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX2141] 
          Length = 433 
 
 Score = 56.2 bits (134), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 103/438 (23%), Positives = 179/438 (40%), Gaps = 64/438 (14%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ GTVK+ G+K+    IL    L+ EG T + N+    DV  M   ++ L ++++ D+  
Sbjct: 12  KLEGTVKIEGAKNAVLPILAATLLAEEGVTTLKNVPILSDVFTMNQVIKHLNVAIDFDED 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           A   V +       +E   E V          MR+   +   + A  G+A   + G   + 
Sbjct: 72  ANE-VTIDATQPLGIEANYEYVS--------KMRASIVVMGPLLARNGHAKVAMPGGCAI 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLSGSISSQYLS 184 
            +RPI   + G + LGA +          ++ NG        L G  + L    S      
Sbjct: 123 GKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLDFP-SVGATQ 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA  A G     II+ +   P +     ++ + G     + + +   I+G  K  + 
Sbjct: 172 NIMMAAVRAKGTT---IIENVAREPEIVDLANILNKMGANVIGAGT-ETMRIEGVDKLHA 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +++ V+ D   A  F+  AA+T G V +E   +   + +      L  MGA +   E   
Sbjct: 228 VEHSIVQ-DRIEAGTFMVAAAMTEGNVLIEEAIS---EHNRPLISKLTEMGAIIEEEENG 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           + V GP       KHLK  DV     P    D+   +  + +FA+G + + + V   R + 
Sbjct: 284 IRVIGP-------KHLKPTDVKTMPHPGFPTDMQAQMTAIQMFAEGTSIVTETVFENRYQ 336 
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Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
             E       E+ ++ A ++   +  II    +L   A++  D          AA A +  
Sbjct: 337 HLE-------EMRRMNADLKIDGNIAIINGGNELQGAAVEATDLR--------AAAALIL 381 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V +R  G TR +   Y D 
Sbjct: 382 VGLRANGITRVSNLKYLD 399 
 
 
>ref|ZP_05593788.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis AR01/DG] 
 gb|EEU88582.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis ARO1/DG] 
          Length = 433 
 
 Score = 56.2 bits (134), Expect = 9e-06,   Method: Compositional matrix adjust. 
 Identities = 102/438 (23%), Positives = 179/438 (40%), Gaps = 64/438 (14%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ GTVK+ G+K+    IL    L+ EG T + N+    DV  M   ++ L ++++ D+  
Sbjct: 12  KLEGTVKIEGAKNAVLPILAATLLAEEGVTTLKNVPILSDVFTMNQVIKHLNVAIDFDED 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           A   V +       +E   E V          MR+   +   + A  G+A   + G   + 
Sbjct: 72  ANE-VTIDATQPLGIEANYEYVS--------KMRASIVVMGPLLARNGHAKVAMPGGCAI 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLSGSISSQYLS 184 
            +RPI   + G + LGA +          ++ NG        L G  + L    S      
Sbjct: 123 GKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLDFP-SVGATQ 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA  A G     II+ +   P +     ++ + G     + + +   I+G  K  + 
Sbjct: 172 NIMMAAVRAKGTT---IIENVAREPEIVDLANILNKMGANVIGAGT-ETMRIEGVDKLHA 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +++ V+ D   A  F+  AA+T G V +E   +   + +      L  MGA +   E   
Sbjct: 228 VEHSIVQ-DRIEAGTFMVAAAMTEGNVLIEEAIS---EHNRPLISKLTEMGAIIEEEENG 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           + V GP       KHLK  DV     P    D+   +  + +FA+G + + + V   R + 
Sbjct: 284 IRVIGP-------KHLKPTDVKTMPHPGFPTDMQAQMTAIQMFAEGTSIVTETVFENRYQ 336 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
             E       E+ ++ A ++   +  +I    +L   A++  D          AA A +  
Sbjct: 337 HLE-------EMRRMNADLKIDGNIAVINGGNQLQGAAVEATDLR--------AAAALIL 381 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V +R  G TR +   Y D 
Sbjct: 382 VGLRANGITRVSNLKYLD 399 
 
 
>ref|ZP_07547874.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter wiegelii Rt8.B1] 
 gb|EFN48877.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter wiegelii Rt8.B1] 
          Length = 417 
 
 Score = 56.2 bits (134), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 97/397 (24%), Positives = 160/397 (40%), Gaps = 47/397 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++  K + G++++ G+K+ +  IL  A L++  +V+DNL + +D+  ++  +R LG 
Sbjct: 2   EKFIIKGGKPLKGSIQISGAKNSAVAILPAALLADTPSVIDNLPDIKDIELLVQMIRHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  K        G    +P  D   +++      G  +     AV A  G        
Sbjct: 62  GKVEKKKHEVVIAPEGLNSFYPPRDLASQMRASYYLIGALLSRFNEAVIAMPGGCNI--- 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV     RPI   + G + LGA+     G     +R+     L G  +    +     ++ 
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Sbjct: 119 GV-----RPIDQHIKGFEALGAETTIEHGL----IRIKA-DKLVGNHIYFDVASVGATIN 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   + I++     P+V      +   G   + + + D   I G  K    
Sbjct: 169 -LMLAAVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTET 303 
                +     + +Y +A AA T G V ++G     L+  V K AE    MG  V   +  
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TKGDVYIKGVIPNHLEAIVAKLAE----MGVIVEEYDD 278 
 
Query: 304 SVTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASW 356 
            + V   GP         LK +D+     P    D+    AV+   ADG + I  ++    
Sbjct: 279 VIRVRREGP---------LKHVDIKTLPYPGFPTDMQQPFAVLLALADGISVITENIYEN 329 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           R K          EL K+GA V       II   EKL 
Sbjct: 330 RFKYL-------NELKKMGAKVRVEGRTAIIEGVEKL 359 
 
 
>ref|YP_001951063.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           lovleyi SZ] 
 sp|B3E4X8.1|MURA_GEOLS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACD94543.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           lovleyi SZ] 
          Length = 419 
 
 Score = 56.2 bits (134), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 96/383 (25%), Positives = 158/383 (41%), Gaps = 48/383 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++   +++ G V + GSK+ S  I + A L+ G + + N+    D+      L +LG 
Sbjct: 2   DKLIINGGRKLKGEVTVSGSKNASLPICIAAVLAPGASTITNVPRLRDITTTAKLLESLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
            ++E  +   R   +  G    VE   + V+         MR+   +   + A  G +   
Sbjct: 62  ATIERHENTMR---IDAGTINTVEATYDLVK--------TMRASVLVLGPLLARFGRSRV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RPI   + GLK LGA++    G     V      GL G ++    S     
Sbjct: 111 SLPGGCAIGARPIDQHLKGLKALGAEIRLEHGY----VEAIAKKGLKGARINFDVSTVGG 166 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               L+MAA +A G+    I++     P +      + R G K E + + D   I+G  + 
Sbjct: 167 T-EHLMMAAAIAKGE---SILENAAREPEIADLADYLNRMGAKVEGAGT-DTIRIQGVSE 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             +P    V  D   A  F+  AAITGG + + G     L      A   ++M A V  T 
Sbjct: 222 L-TPAAYEVMPDRIEAGTFMCAAAITGGDIKINGMKLEHLD-----ALTFKLMDAGVEIT 275 
 
Query: 302 ETS--VTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALF--ADGPTAIRDVAS 355 
             +  V V GP R        +A+++     P  A  M    +AL   A+G + I    S 
Sbjct: 276 NRNGVVRVKGPKRP-------QAVNIKTRPYPGFATDMQAQFMALMCVAEGASVI----S 324 
 
Query: 356 WRVKETERMVAIRTELTKLGASV 378 
             + E   M    +EL + GA + 
Sbjct: 325 ENIFENRFMHV--SELLRFGADI 345 
 
 
>gb|ADU52778.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 65/242 (26%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
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Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  +   + R++  FG   +         + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDH---SGRMLRAFGANIQVDPETKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_01788180.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 3655] 
 ref|ZP_01789950.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittAA] 
 ref|ZP_04464021.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 6P18H1] 
 gb|EDJ93882.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 3655] 
 gb|EDK08676.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittAA] 
 gb|EEP48562.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 6P18H1] 
          Length = 424 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 169/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G +     +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKISGAGS-DHITIEGVEHLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|ZP_06444105.1| LOW QUALITY PROTEIN: UDP-N-acetylglucosamine 
           1-carboxyvinyltransferase MurA [Mycobacterium 
           tuberculosis KZN 605] 
 gb|EFD22020.1| LOW QUALITY PROTEIN: UDP-N-acetylglucosamine 
           1-carboxyvinyltransferase MurA [Mycobacterium 
           tuberculosis KZN 605] 
          Length = 420 
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 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 102/395 (25%), Positives = 154/395 (38%), Gaps = 53/395 (13%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R            ++ K +          A+R   A+V   G        
Sbjct: 62  GATVELDGDVARITA--------PDEPKYDADF------AAVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   R      L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--HCNIEHGCVVARAE---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 GVPRLH-PTEHRVIGDRIVAATWGIAAAMTRGDISVAGVDPAHLQ---LVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  VT   R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDASFRVTQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCII 387 
           V   R +  E M+       +LGA       + ++ 
Sbjct: 327 VFEARFRFVEEMI-------RLGADARTDGHHAVV 354 
 
 
>ref|ZP_08148960.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parainfluenzae ATCC 33392] 
 gb|EGC71373.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parainfluenzae ATCC 33392] 
          Length = 426 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 101/418 (24%), Positives = 174/418 (41%), Gaps = 45/418 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SGTV + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+  E D  A+ 
Sbjct: 13  LSGTVTISGAKNAALPILFAAILATEPVKLTNVPELKDIDTTLKILRKLGVVAERD--AE 70 
 
Query: 75  RAVVVGCG--GKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            AV++ C     F  P E  K         A +  R     V+  GG +         +  
Sbjct: 71  GAVLLDCSKIDHFVAPYELVKTMRASIWALAPLVARFNQGQVSLPGGCS---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL++LGA ++     D   V+      L G ++ +   +S     +++MAA 
Sbjct: 122 ARPVDLHISGLEKLGATIEL----DEGYVKAVVADRLVGTRIVME-KVSVGATLSIMMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     II+     P +  T   + + G K   + + D   I+G ++    +++ V 
Sbjct: 177 TLAKGTT---IIENAAREPEIVDTADFLNKMGAKITGAGT-DHIVIEGVERLTGCEHSIV 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + ++ +AG AI+GG V    C  T         + L   GA+V  TE S+T+    
Sbjct: 233 PDRIETGTFLIAG-AISGGRVV---CKNTKADTMDAVIDKLREAGAQVEVTEDSITLDMH 288 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              P      KA+++     P    D+     ++ + A+G + I +          R +  
Sbjct: 289 GNRP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMH 337 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           I  EL ++G   E   +  +    E L+   +    D R +++  LA C     TI D 
Sbjct: 338 I-PELIRMGGKAEIEGNTAVCHGVEHLSGAEV-MATDLRASISLVLAGCISSGETIVD 393 
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>ref|YP_248750.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 86-028NP] 
 sp|Q4QLK7.1|MURA_HAEI8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAX88090.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 86-028NP] 
          Length = 424 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R   A V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQAQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D    +G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGS-DHITTEGVERLTGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|NP_816244.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis V583] 
 ref|ZP_03949760.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis TX0104] 
 ref|ZP_03984147.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis HH22] 
 ref|ZP_04433752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis TX1322] 
 ref|ZP_04437996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis ATCC 29200] 
 ref|ZP_05422569.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T1] 
 ref|ZP_05425626.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T2] 
 ref|ZP_05473729.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis ATCC 4200] 
 ref|ZP_05503823.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T3] 
 ref|ZP_05559281.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2 [Enterococcus 
           faecalis T8] 
 ref|ZP_05562015.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis DS5] 
 ref|ZP_05565328.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis Merz96] 
 ref|ZP_05567895.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis HIP11704] 
 ref|ZP_05574143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis JH1] 
 ref|ZP_05576233.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
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           faecalis E1Sol] 
 ref|ZP_05578775.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis Fly1] 
 ref|ZP_05581948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis D6] 
 ref|ZP_05585107.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis CH188] 
 ref|ZP_05597004.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T11] 
 ref|ZP_05598801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis X98] 
 ref|ZP_06629997.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis R712] 
 ref|ZP_06631487.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis S613] 
 ref|ZP_06746737.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis PC1.1] 
 ref|ZP_07107362.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TUSoD Ef11] 
 ref|ZP_07551970.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX4248] 
 ref|ZP_07552942.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0855] 
 ref|ZP_07557964.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX2134] 
 ref|ZP_07565688.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0860] 
 ref|ZP_07567613.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0109] 
 ref|ZP_07570296.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0411] 
 ref|ZP_07761582.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0635] 
 ref|ZP_07766929.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis DAPTO 512] 
 ref|ZP_07772473.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0102] 
 ref|ZP_07790264.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis DAPTO 516] 
 sp|Q831A8.1|MURA2_ENTFA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 gb|AAO82314.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis V583] 
 gb|EEI10762.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis TX0104] 
 gb|EEI57698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis HH22] 
 gb|EEN71504.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis ATCC 29200] 
 gb|EEN75906.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecalis TX1322] 
 gb|EET95477.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T1] 
 gb|EET98534.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T2] 
 gb|EEU15586.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis ATCC 4200] 
 gb|EEU24189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T3] 
 gb|EEU25902.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2 [Enterococcus 
           faecalis T8] 
 gb|EEU64972.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis DS5] 
 gb|EEU68285.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis Merz96] 
 gb|EEU70852.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis HIP11704] 
 gb|EEU75114.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis JH1] 
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 gb|EEU77204.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis E1Sol] 
 gb|EEU79746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis Fly1] 
 gb|EEU82919.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis D6] 
 gb|EEU86078.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis CH188] 
 gb|EEU91798.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis T11] 
 gb|EEU93595.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis X98] 
 gb|EFE15947.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis R712] 
 gb|EFE20551.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis S613] 
 gb|EFG19982.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis PC1.1] 
 emb|CBL32222.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus sp. 
           7L76] 
 gb|EFK78064.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TUSoD Ef11] 
 gb|EFM68076.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0411] 
 gb|EFM70611.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0109] 
 gb|EFM72038.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0860] 
 gb|EFM75649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX2134] 
 gb|EFM80548.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0855] 
 gb|EFM81630.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX4248] 
 gb|EFQ09320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis DAPTO 512] 
 gb|EFQ11757.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0102] 
 gb|EFQ17329.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0635] 
 gb|EFQ67231.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis DAPTO 516] 
 gb|EFT37187.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX2137] 
 gb|EFT42270.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX4000] 
 gb|EFT47736.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0027] 
 gb|EFT92596.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX4244] 
 gb|EFT94027.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0012] 
 gb|EFT95919.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0031] 
 gb|EFT99503.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0043] 
 gb|EFU03233.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0312] 
 gb|EFU06862.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0645] 
 gb|EFU08984.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX1302] 
 gb|EFU12613.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX1341] 
 gb|EFU14161.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX1342] 
 gb|EFU17374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX1346] 
 gb|EFU88400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0309B] 
 gb|EFU91405.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
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           faecalis TX0630] 
 gb|EFU95116.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0309A] 
 gb|ADX80980.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis 62] 
          Length = 433 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 102/438 (23%), Positives = 179/438 (40%), Gaps = 64/438 (14%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ GTVK+ G+K+    IL    L+ EG T + N+    DV  M   ++ L ++++ D+  
Sbjct: 12  KLEGTVKIEGAKNAVLPILAATLLAEEGVTTLKNVPILSDVFTMNQVIKHLNVAIDFDED 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           A   V +       +E   E V          MR+   +   + A  G+A   + G   + 
Sbjct: 72  ANE-VTIDATQPLGIEANYEYVS--------KMRASIVVMGPLLARNGHAKVAMPGGCAI 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLSGSISSQYLS 184 
            +RPI   + G + LGA +          ++ NG        L G  + L    S      
Sbjct: 123 GKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLDFP-SVGATQ 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA  A G     II+ +   P +     ++ + G     + + +   I+G  K  + 
Sbjct: 172 NIMMAAVRAKGTT---IIENVAREPEIVDLANILNKMGANVIGAGT-ETMRIEGVDKLHA 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +++ V+ D   A  F+  AA+T G V +E   +   + +      L  MGA +   E   
Sbjct: 228 VEHSIVQ-DRIEAGTFMVAAAMTEGNVLIEEAIS---EHNRPLISKLTEMGAIIEEEENG 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           + V GP       KHLK  DV     P    D+   +  + +FA+G + + + V   R + 
Sbjct: 284 IRVIGP-------KHLKPTDVKTMPHPGFPTDMQAQMTAIQMFAEGTSIVTETVFENRYQ 336 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
             E       E+ ++ A ++   +  +I    +L   A++  D          AA A +  
Sbjct: 337 HLE-------EMRRMNADLKIDGNIAVINGGNELQGAAVEATDLR--------AAAALIL 381 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V +R  G TR +   Y D 
Sbjct: 382 VGLRANGITRVSNLKYLD 399 
 
 
>ref|NP_215831.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Rv] 
 ref|NP_335803.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis CDC1551] 
 ref|NP_855002.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           bovis AF2122/97] 
 ref|YP_977468.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           bovis BCG str. Pasteur 1173P2] 
 ref|YP_001282626.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Ra] 
 ref|YP_001287287.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis F11] 
 ref|ZP_02549864.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Ra] 
 ref|ZP_03415338.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 02_1987] 
 ref|ZP_03419762.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 94_M4241A] 
 ref|ZP_03428119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis EAS054] 
 ref|ZP_03531820.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis GM 1503] 
 ref|YP_002644406.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           bovis BCG str. Tokyo 172] 
 ref|YP_003032640.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis KZN 1435] 
 ref|ZP_04924899.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
           [Mycobacterium tuberculosis C] 
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 ref|ZP_04980258.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
           [Mycobacterium tuberculosis str. Haarlem] 
 ref|ZP_05220123.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN 4207] 
 ref|ZP_05763729.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis CPHL_A] 
 ref|ZP_05772065.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis K85] 
 ref|ZP_06436654.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis CPHL_A] 
 ref|ZP_06454205.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis K85] 
 ref|ZP_06504439.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis 02_1987] 
 ref|ZP_06512770.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis EAS054] 
 ref|ZP_06520848.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis GM 1503] 
 ref|ZP_06800562.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 210] 
 ref|ZP_06951647.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN 4207] 
 ref|ZP_06959972.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN R506] 
 ref|ZP_07012228.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 94_M4241A] 
 ref|ZP_07413827.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu001] 
 ref|ZP_07419938.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu002] 
 ref|ZP_07422363.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu003] 
 ref|ZP_07426724.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu004] 
 ref|ZP_07431033.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu005] 
 ref|ZP_07435438.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu006] 
 ref|ZP_07439684.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu008] 
 ref|ZP_07443874.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu007] 
 ref|ZP_07480066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu009] 
 ref|ZP_07484258.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu010] 
 ref|ZP_07488482.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu011] 
 ref|ZP_07492993.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu012] 
 ref|ZP_07815067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis KZN V2475] 
 sp|P0A5L2.1|MURA_MYCTU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|P0A5L3.1|MURA_MYCBO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAA65472.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Mycobacterium 
           tuberculosis H37Rv] 
 emb|CAA97748.1| PROBABLE UDP-N-ACETYLGLUCOSAMINE 1-CARBOXYVINYLTRANSFERASE MURA 
           [Mycobacterium tuberculosis H37Rv] 
 gb|AAK45617.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis CDC1551] 
 emb|CAD94209.1| PROBABLE UDP-N-ACETYLGLUCOSAMINE 1-CARBOXYVINYLTRANSFERASE MURA 
           [Mycobacterium bovis AF2122/97] 
 emb|CAL71363.1| Probable UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
           [Mycobacterium bovis BCG str. Pasteur 1173P2] 
 gb|EAY59641.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
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           [Mycobacterium tuberculosis C] 
 gb|EBA41771.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
           [Mycobacterium tuberculosis str. Haarlem] 
 gb|ABQ73064.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis H37Ra] 
 gb|ABR05685.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
           [Mycobacterium tuberculosis F11] 
 dbj|BAH25638.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           bovis BCG str. Tokyo 172] 
 gb|ACT25745.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis KZN 1435] 
 gb|EFD17069.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis CPHL_A] 
 gb|EFD42987.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis K85] 
 gb|EFD53077.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis 02_1987] 
 gb|EFD61408.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis EAS054] 
 gb|EFD72992.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis GM 1503] 
 gb|EFI29907.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           tuberculosis 94_M4241A] 
 gb|EFO75408.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu001] 
 gb|EFP14491.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu002] 
 gb|EFP20045.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu003] 
 gb|EFP23860.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu004] 
 gb|EFP27669.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu005] 
 gb|EFP31338.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu006] 
 gb|EFP35219.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu007] 
 gb|EFP39142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu008] 
 gb|EFP43791.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu009] 
 gb|EFP47738.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu010] 
 gb|EFP51673.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu011] 
 gb|EFP55314.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Mycobacterium tuberculosis SUMu012] 
 gb|EGB29294.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase murA 
           [Mycobacterium tuberculosis CDC1551A] 
          Length = 418 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 101/373 (27%), Positives = 148/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R              A +E +     A  A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT------------APDEPKYDADFA--AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   R      L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--HCNIEHGCVVARAE---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
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           G  +   P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 GVPRLH-PTEHRVIGDRIVAATWGIAAAMTRGDISVAGVDPAHLQ---LVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  VT   R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDASFRVTQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|NP_244616.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           halodurans C-125] 
 sp|Q9K6I0.1|MURA1_BACHD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 dbj|BAB07468.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           halodurans C-125] 
          Length = 440 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 101/415 (24%), Positives = 171/415 (41%), Gaps = 42/415 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  +++SG+VK+ G+K+    ++  + L S GT+ + ++    DV+ M   LR L 
Sbjct: 2   EKIIVRGGRQLSGSVKVEGAKNAVLPVIAASILASRGTSKIYDVPKLADVYTMKEVLRNL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            ++VE +       VV        E   E V+    +  + M  L A V    G+A   L 
Sbjct: 62  NINVEYENGE---FVVNATNPLKTEAPFEYVRKMRASF-LVMGPLLARV----GHARIAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V+  +G      +V G   L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGATVE--IGNGFIEAKVEG--RLQGTKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA +A G     I++     P +      +   G K   + +     I+G  +   
Sbjct: 169 ENIMMAAAMAEGTT---ILENAAEEPEIVCLANYLNAMGAKVRGAGTG-VIRIEGVDELV 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++  +  D   A  F+  AAITGG V +EG     L+        +  MG K    +  
Sbjct: 225 GAEHTVIS-DRIEAGTFMVAAAITGGDVFIEGAVAEHLR---PLIAKMHEMGVKTIEEDN 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
            + V GP         LK +D+     P    D+   +  + L A+G + I + V   R  
Sbjct: 281 GIRVIGP-------DELKPVDIKTMPHPGFPTDMQSQMMALLLRANGTSVITETVFENRF 333 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              E       E  ++  +++      II+ P +L    + T  D R   A  LA 
Sbjct: 334 MHVE-------EFRRMNGNIKIEGRSAIISGPCQLQGAEV-TATDLRAGAALVLA 380 
 
 
>ref|YP_015087.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 4b F2365] 
 ref|ZP_00231829.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 4b H7858] 
 ref|YP_002759181.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes Clip81459] 
 ref|ZP_05230352.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J1-194] 
 ref|ZP_05243293.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL R2-503] 
 ref|ZP_05265591.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes HPB2262] 
 ref|ZP_05387015.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J1-175] 
 ref|ZP_07074962.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL N1-017] 
 sp|Q71WQ2.1|MURA1_LISMF RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
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           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAT05264.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes serotype 4b str. F2365] 
 gb|EAL08321.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 4b H7858] 
 emb|CAS06250.1| Putative UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Listeria monocytogenes serotype 4b str. CLIP 80459] 
 gb|EEW19942.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL R2-503] 
 gb|EFF95821.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes HPB2262] 
 gb|EFG02355.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J1-194] 
 gb|EFK41333.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL N1-017] 
          Length = 430 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 96/402 (23%), Positives = 167/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+V+ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSVLKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         V V   G+   +   E V           R + A++   G      G 
Sbjct: 62  NADV---SFVNDEVTVNATGEITSDAPFEYV-----------RKMRASIVVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RP+   + G + +GA V    G             L G KV L    
Sbjct: 108 SARVALPGGCAIGSRPVDLHLKGFEAMGAIVKIENGYIEATAE-----KLVGAKVYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 163 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG + 
Sbjct: 218 GVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   E  + V GP +       LKA+DV     P    D+   + V+ + ++G + + +  
Sbjct: 274 IIEEENGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTET 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 327 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
 
 
>gb|ACB05436.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
 gb|ACB05441.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 38 
 
 Score = 55.8 bits (133), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 36/38 (94%), Positives = 36/38 (94%) 
 
Query: 96  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           LFLGNAG AMRSLTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 1   LFLGNAGTAMRSLTAAVVAAGGNATYVLDGVPRMRERP 38 
 
 
>ref|YP_004159437.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bartonella 
           clarridgeiae 73] 
 emb|CBI76867.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bartonella 
           clarridgeiae 73] 
          Length = 430 
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 Score = 55.5 bits (132), Expect = 1e-05,   Method: Compositional matrix adjust. 
 Identities = 100/426 (23%), Positives = 174/426 (40%), Gaps = 55/426 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT--LGLSVEADKA 72 
           ++G + + G+K+ +  +++ A L+EGT  +DN+ +  DV ++L  L    +G +VE  K+ 
Sbjct: 12  LNGVIPISGAKNATLPLMVAALLTEGTLTLDNIPHLVDVEFLLRILNHHGIGYAVEGRKS 71 
 
Query: 73  -------------AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
                        AK+   +      P E  K+    F     +  R   A V+  GG A 
Sbjct: 72  HQDSGYSRTIHFTAKKITTINA----PYELVKKMRASFWVIGPLLARCREAYVSLPGGCA 127 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
                    +  RP+  ++ GLK LGA +    G     V      GL GG+ +    ++ 
Sbjct: 128 ---------IGTRPVDFILEGLKSLGAQIVIEQGY----VHAKAPEGLKGGRYRFP-KVT 173 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 LLMAA +A G     I+D +   P V   ++ ++  G      +      I G  
Sbjct: 174 VGGTHVLLMAAVMAKGTT---ILDNIACEPEVINLIQALKAMGAHIS-GEGTQTLTIHGV 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +K    K   +     + +Y +A  A+TGG V ++      L    +  E L+  G ++  
Sbjct: 230 EKLNGAKIQVIADRIEAGTYAMA-VAMTGGKVLLKNANPHHL---TQVLECLKKTGLEIE 285 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                ++V    R+P   K +  +D+     PD    L   A F    T  R   +  +  
Sbjct: 286 IKPEGISVK---RDP--EKKIIPVDIKTGPFPDFPTDLQ--AQFMALMT--RAQGNAHIT 336 
 
Query: 360 ET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           ET    R + ++ EL +LGA +       +I   ++L    +    D R +++  +AA A 
Sbjct: 337 ETIFENRFMHVQ-ELVRLGAQITLSGQTALIRGTDRLQGAQV-MATDLRASVSLVIAALA 394 
 
Query: 417 EVPVTI 422 
               TI 
Sbjct: 395 AQGKTI 400 
 
 
>ref|ZP_05670034.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,410] 
 gb|EEV53367.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,410] 
          Length = 433 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 90/374 (24%), Positives = 158/374 (42%), Gaps = 49/374 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLS 175 
             + G   + +RPI   + G + LGA +          ++ NG        L G  + L  
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA  A G     II+ +   P +     ++ + G +  +    +    
Sbjct: 163 FP-SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAQV-YGAGTETMC 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G     +  ++ V+ D   A  F+  AA+T G V +      S       ++++E MG 
Sbjct: 218 IEGVDHLHAVNHSIVQ-DRIEAGTFMVAAAMTQGNVLI--ADAISEHNRPLISKLIE-MG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A++   E  V V GP       KH+   DV     P    D+   +  + L A+G + +  
Sbjct: 274 AEIIEEEGGVRVIGP-------KHILPTDVKTMPHPGFPTDMQAQMTAIQLVAEGTSVVT 326 
 
Query: 352 D-VASWRVKETERM 364 
           + V   R +  E M 
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Sbjct: 327 ETVFENRFQHLEEM 340 
 
 
>ref|ZP_05647112.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC30] 
 ref|ZP_05653441.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC10] 
 gb|EEV30445.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC30] 
 gb|EEV36774.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           casseliflavus EC10] 
          Length = 430 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 89/373 (23%), Positives = 160/373 (42%), Gaps = 47/373 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EE+++Q    ++GTVK+ G+K+    IL  + L+ EGTT + N+    DV  M   +R L 
Sbjct: 2   EEMIVQGGNRLTGTVKIEGAKNAVLPILAASLLAEEGTTTLTNVPILSDVLTMKEVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            ++++ ++     + +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVAIDFEE-ENNTMTIDASQELAIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIG-GLPGGKVKLSG 176 
             + G   + +RPI   + G + LGA +   D ++      ++ N I    P         
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAQIIQKDGYIEAIADELKGNSIYLDFP-------- 164 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA  A G   I II+ +   P +     ++ + G K       +   I 
Sbjct: 165 --SVGATQNIMMAAVKAKG---ITIIENVAREPEIVDLANILNKMGAKV-FGAGTETMRI 218 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G +   +  ++ V+ D   A  F+  AA+T G V ++     S       ++++E MGA 
Sbjct: 219 EGVEHLHAVDHSIVQ-DRIEAGTFMVAAAMTQGDVIIKDA--ISEHNRPLISKLIE-MGA 274 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +VT     + V GP       + LKA DV     P    D+   ++ + L A G + + + 
Sbjct: 275 EVTEVAEGIRVVGP-------EQLKATDVKTMPHPGFPTDMQAQMSAIQLLAQGTSVVNE 327 
 
Query: 353 -VASWRVKETERM 364 
            V   R +  E M 
Sbjct: 328 TVFENRFQHLEEM 340 
 
 
>gb|ADU52736.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 70/242 (28%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  G++G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGDSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA      ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLAE--GTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
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>emb|CBL20721.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ruminococcus sp. 
           SR1/5] 
          Length = 430 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 103/424 (24%), Positives = 176/424 (41%), Gaps = 39/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V + G+K+ +  IL  A +++ T +++NL +  D++ +L A+  +G 
Sbjct: 2   EQYVIKGGNPLVGEVDIAGAKNAALAILSAAIMTDETILIENLPDVRDINVLLEAISEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE    +   +     G   V+   E ++        A   L  A+     +A   L  
Sbjct: 62  AQVERIDKSTVKINGSTIGNLSVD--YEFIKKIR-----ASYYLLGALLGKYKHAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGADVD      C    V     L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGADVDI-----CHGAIVAKAENLHGSHIFLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G     II+     P+V      +   G   + + + D   I+G +     
Sbjct: 169 NIMMAASMATGRT---IIENAAREPHVVDVANFLNSMGANIKGAGT-DVIRIRGVETLHR 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  FL  AA T G VTV       L+        LE +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFLFAAAATRGDVTVRNVIPKHLEATTA---KLEEIGCEVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
           V V  P      R H+K +       +  P +A+TLA     A+G + + + +   R K  
Sbjct: 281 VRVRAP--HVLHRTHVKTLPYPGYPTDMQPQIAVTLA----LAEGTSIVTESIFENRFKY 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +       EL+++GA+++   +  II    KL    + +  D R   A  +A  A   V 
Sbjct: 335 AD-------ELSRMGANIKVEGNSAIIDGVRKLTGARV-SAPDLRAGAALVIAGLAAEGV 386 
 
Query: 421 TIRD 424 
           T+ D 
Sbjct: 387 TVVD 390 
 
 
>gb|ADH42952.1| UDP-N-acetylglucosamine enolpyruvyl transferase [uncultured SAR11 
           cluster alpha proteobacterium H17925_23J24] 
          Length = 421 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 88/397 (22%), Positives = 166/397 (41%), Gaps = 41/397 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K +SG VK+ GSK+ +  IL  + LS+    + N+   +DV  M   L+ +G 
Sbjct: 2   QKLIVKGKKNLSGVVKISGSKNATLPILAASILSDKKIEIKNIPLVKDVITMSQLLKHIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +++ +   K+ ++     KF        V+     AG+    +   + A    A   L  
Sbjct: 62  SNIKVNFRDKKFLIHNKNKKFKTIAPYAFVKTM--RAGVI---VLGPLLAKFRKAKVSLP 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+   + GLK+LGAD+    G      +     GL G  ++   SIS      
Sbjct: 117 GGCAIGTRPVNIHLFGLKKLGADIKIKDGYILAEAK----EGLIGTSIRFP-SISVGATE 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQK 241 
            +++AA  A G   ++        P ++     +++ G+K     +W    +  I G QK 
Sbjct: 172 NVIIAASFAKGTTYLK---NCACEPEIKNLTDFLKKMGIKI----TWLSKRKIKIIGNQK 224 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            K+  +  V  D   A  F+   A+    + + G  T  L  ++K   VL+ MG K     
Sbjct: 225 LKAVSHN-VMFDRIEAGTFIIAGALASRNLKIVGIETKILNKELK---VLKKMGVKFKIK 280 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  + +          K++++  +     P    D+   + V+   A G + I++      
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Sbjct: 281 KNEIKI-------LDSKNIRSAYIKTEPYPGFPTDLQAQIMVLMTKAKGISKIKE----N 329 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           + E   M     EL ++GA +    +   I  P+ LN 
Sbjct: 330 IFENRFMHV--PELNRMGAKIRTSGNSSFIHGPQNLN 364 
 
 
>ref|ZP_07759297.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0470] 
 gb|EFQ71531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecalis TX0470] 
          Length = 433 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 102/438 (23%), Positives = 179/438 (40%), Gaps = 64/438 (14%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ GTVK+ G+K+    IL    L+ EG T + N+    DV  M   ++ L ++++ D+  
Sbjct: 12  KLEGTVKIEGAKNAVLPILAATLLAEEGVTTLKNVPILSDVFTMNQVIKHLNVAIDFDED 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           A   V +       +E   E V          MR+   +   + A  G+A   + G   + 
Sbjct: 72  ANE-VTIDATQPLGIEANYEYVS--------KMRASIVVMGPLLARNGHAKVAMPGGCAI 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLSGSISSQYLS 184 
            +RPI   + G + LGA +          ++ NG        L G  + L    S      
Sbjct: 123 GKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLDFP-SVGATQ 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA  A G     II+ +   P +     ++ + G     + + +   I+G  K  + 
Sbjct: 172 NIMMAAVRAKGTT---IIENVAREPEIVDLANILNKMGANVIGAGT-ETMRIEGVDKLHA 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            +++ V+ D   A  F+  AA+T G V +E   +   + +      L  MGA +   E   
Sbjct: 228 VEHSIVQ-DRIEAGTFMVAAAMTEGNVLIEEAIS---EHNRPLISKLTEMGAIIEEEENG 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           + V GP       KHLK  DV     P    D+   +  + +FA+G + + + V   R + 
Sbjct: 284 IRVIGP-------KHLKPTDVKTMPHPGFPTDMQAQMTAIQMFAEGTSIVTETVFENRYQ 336 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
             E       E+ ++ A ++   +  +I    +L   A++  D          AA A +  
Sbjct: 337 HLE-------EMRRMNADLKIDGNIAVINGGNELQGAAVEATDLR--------AAAALIL 381 
 
Query: 420 VTIRDPGCTRKTFPDYFD 437 
           V +R  G TR +   Y D 
Sbjct: 382 VGLRANGITRVSNLKYLD 399 
 
 
>ref|ZP_05069059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter sp. HTCC7211] 
 gb|EDZ60058.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter sp. HTCC7211] 
          Length = 417 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 69/292 (23%), Positives = 128/292 (43%), Gaps = 33/292 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +K+ GSK+ S  IL    LS     ++NL   +D+  M+  +++LG  V+ D    
Sbjct: 11  KLKGQIKISGSKNASLPILAATLLSSKKIYLNNLPKVKDIETMINLIQSLGSKVKFDNE- 69 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
                     K  ++++K++ ++   N    MR+   +   + A  G+A   L G   +  
Sbjct: 70  ----------KLIIDNSKQQKKIASYNLMKTMRAGILVLGPLLAKFGSAKVSLPGGCAIG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   +  L +LG       G     V      GL G K++    IS      L++AA 
Sbjct: 120 TRPVDIHLKALSKLGVKYKIIEGY----VHATAPKGLKGSKIRFP-KISVGATENLIIAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW---DRFYIKGGQKYKSPKN 247 
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            LA G     I+      P ++  +  + + G K +    W       I+G  K  +  N 
Sbjct: 175 SLAKGTT---ILSNCAIEPEIKDLINFLNKAGCKIK----WITKRSIKIQGVSKI-NETN 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
             +  D   A  +L  AA+T G +T++    + +Q ++   ++L+ +GAK++ 
Sbjct: 227 YKIMFDRIEAGTYLVAAAVTEGNLTIKNVVPSIIQTEI---DILKKIGAKIS 275 
 
 
>ref|ZP_00604477.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium DO] 
 ref|ZP_05659519.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,230,933] 
 ref|ZP_05663677.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,501] 
 ref|ZP_05831804.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium C68] 
 ref|ZP_05923126.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TC 6] 
 ref|ZP_06446491.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium D344SRF] 
 ref|ZP_06674995.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1039] 
 ref|ZP_06676853.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1162] 
 ref|ZP_06680037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1071] 
 ref|ZP_07846837.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a04] 
 ref|ZP_07848132.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133C] 
 ref|ZP_07853142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0082] 
 ref|ZP_07856301.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133A] 
 ref|ZP_07858819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133B] 
 ref|ZP_07862289.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a01] 
 gb|EAN09183.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium DO] 
 gb|EEV42852.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,230,933] 
 gb|EEV47010.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,501] 
 gb|EEW62614.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium C68] 
 gb|EEW64911.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TC 6] 
 gb|EFD10024.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium D344SRF] 
 gb|EFF20515.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1071] 
 gb|EFF31752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1039] 
 gb|EFF35089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1162] 
 gb|EFR67460.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a01] 
 gb|EFR70964.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133B] 
 gb|EFR73414.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133A] 
 gb|EFR78803.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133C] 
 gb|EFS05730.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a04] 
 gb|EFS08485.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0082] 
          Length = 433 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
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 Identities = 90/374 (24%), Positives = 158/374 (42%), Gaps = 49/374 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLS 175 
             + G   + +RPI   + G + LGA +          ++ NG        L G  + L  
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA  A G     II+ +   P +     ++ + G +  +    +    
Sbjct: 163 FP-SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAQV-YGAGTETMR 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G     +  ++ V+ D   A  F+  AA+T G V +      S       ++++E MG 
Sbjct: 218 IEGVDHLHAVNHSIVQ-DRIEAGTFMVAAAMTQGNVLI--ADAISEHNRPLISKLIE-MG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A++   E  V V GP       KH+   DV     P    D+   +  + L A+G + +  
Sbjct: 274 AEIIEEEGGVRVIGP-------KHILPTDVKTMPHPGFPTDMQAQMTAIQLVAEGTSVVT 326 
 
Query: 352 D-VASWRVKETERM 364 
           + V   R +  E M 
Sbjct: 327 ETVFENRFQHLEEM 340 
 
 
>ref|YP_001341704.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Marinomonas sp. MWYL1] 
 gb|ABR71769.1| Prephenate dehydrogenase., 3-phosphoshikimate 
           1-carboxyvinyltransferase [Marinomonas sp. MWYL1] 
          Length = 748 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 95/393 (24%), Positives = 164/393 (41%), Gaps = 58/393 (14%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I G + L G KSLS++++ +AALSEG + + N+  + DV   + A R +G+ +E + 
Sbjct: 325 PASAIKGDISLLGDKSLSHKVITIAALSEGVSEIKNVDLTGDVRITMQAFRDMGVVIE-E 383 
 
Query: 71  KAAKRAVVVGCGGK------FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +A    V G G +       P+   +    L+L    +A +S   +V A G         
Sbjct: 384 VSADHLRVHGVGLRGLKAPIAPINVHQSRESLYLLLPVLAGQSFPVSVVAEGA------- 436 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADV-----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
               +  + + DL   ++++G  V     DC   +  P V  N    L  G  +L      
Sbjct: 437 ----LLNQSMSDLFSLVRKMGGGVVSEVTDCLPVSLVPGVSSNVYIDLTAGSERLR---M 489 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSDSWDRFYIKG 238 
           S +L+AL   +P     VE  ++     + + E+ LR    FGV   EH+D    F +   
Sbjct: 490 SAFLAALY--SP-----VEGSVMTLSTGLSHCEVLLR---HFGVTILEHADG---FSVVP 536 
 
Query: 239 GQKYKSPKNAYVEGDASSASYF-LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                +  +  + GD   A++  L  + + G  + +E  G  S+     F   L+ +GA  
Sbjct: 537 ASLVGT--DIVLSGDEYEAAWLVLLASLLPGSELLIENAGLDSVS--YAFLSFLKSIGAN 592 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDV-------NMNKMPDVAMTLAVVALFADGPTAI 350 
           +   E         +   G   LK+  +         N++P     L V A +A G + I 
Sbjct: 593 ICIPEQGEFGLCEGKLQAGFAELKSFTLLPEQAYQFRNELP----LLCVAAAYAKGESCI 648 
 
Query: 351 RDVASWRVKETERMVAI--RTELTKLGASVEEG 381 
           + V S      +R++A+    E  K+  + E G 
Sbjct: 649 QGVGSLPYYCEDRVLALVDALEHVKICCAYENG 681 
 
 
>ref|ZP_05492794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter ethanolicus CCSD1] 
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 gb|EEU62261.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter ethanolicus CCSD1] 
          Length = 417 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 97/396 (24%), Positives = 160/396 (40%), Gaps = 45/396 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  K + G+V++ G+K+ +  IL  A L++  +V+DNL + +D+  +   +R LG 
Sbjct: 2   EKFVIKGGKPLRGSVQISGAKNSAVAILPAALLADTPSVIDNLPDIKDIELLAQMIRNLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  K        G    +P  D   +++      G  +     AV A  G        
Sbjct: 62  GKIEKKKHEVVIAPEGLNSFYPPRDLASQMRASYYLIGALLSRFNEAVIAMPGGCNI--- 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV     RPI   + G + LGA+     G     +R+     L G  +     +S      
Sbjct: 119 GV-----RPIDQHIKGFEALGAETTIEHGL----IRIKA-DKLVGNHIYFD-VVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   + I++     P+V      +   G   + + + D   I G  K    
Sbjct: 168 NLMLAAVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +     + +Y +A AA T G V ++G     L+  +  A+++E MG  V   +   
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TKGDVYIKGVIPNHLEAII--AKLVE-MGVIVEEYDDM 279 
 
Query: 305 VTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           + V   GP         LK +D+     P    D+    AV+   ADG + I  ++   R 
Sbjct: 280 IRVRREGP---------LKHVDIRTLPYPGFPTDMQQPFAVLLALADGISVITENIYENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
            K          EL K+GA V       II   EKL 
Sbjct: 331 FKYL-------NELKKMGAKVRVEGRTAIIEGVEKL 359 
 
 
>emb|CBW29426.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 10810] 
          Length = 424 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 169/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D     
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDGTGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHRGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGS-DHITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
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>ref|ZP_01911939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Plesiocystis 
           pacifica SIR-1] 
 gb|EDM75138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Plesiocystis 
           pacifica SIR-1] 
          Length = 434 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 100/399 (25%), Positives = 162/399 (40%), Gaps = 49/399 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G + + G+K+ +  I   A L++G T + ++    DV  M   LR LG  V AD   +   
Sbjct: 20  GRIPVRGAKNAALPIQCAALLADGKTRLRHVPRLTDVSTMNKLLRELGCEVSADVDERVV 79 
 
Query: 77  VVVGCG-GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRM 129 
            +   G G   +E   E V           +++ A+VT  G      G A   L G   + 
Sbjct: 80  EIDPTGVGSGSLEAPYEHV-----------KTMRASVTVMGPLLGRYGQARVSLPGGCAI 128 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSISSQYLSALLM 188 
             RPI   + GL+ LG +V    G     VR     G L GG+      ++      ++M 
Sbjct: 129 GARPIDQHLKGLEALGGEVTLEHGY--VDVRAKASHGRLEGGRFHFD-KVTVGGTQNVMM 185 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   +E + +    P V+    L+ + G +   + + D   I+G  + +   +A 
Sbjct: 186 AAVLAKGSSRLENVARE---PEVQELAVLLNKMGAQISGAGT-DAIEIEGVDRLEGIDHA 241 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTV 307 
            +  D   A  F   AAIT G V +E      ++  + K  E     G +       + V 
Sbjct: 242 IL-ADRIEAGTFAVAAAITRGDVLLEHAPVDHMRAVIDKLIEA----GVECRVEAEGLRV 296 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            GP R       ++ IDV     P    D+   + V+A  ADG + IR+     + E    
Sbjct: 297 IGPER-------IRPIDVATRPHPGFPTDMQAQIMVLACMADGASVIRET----IFENRF 345 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           M     EL +LGA +    +  ++  P + + T +   D 
Sbjct: 346 MHV--PELNRLGADIVVNGNTAVVRGPTRFSGTTVMATD 382 
 
 
>ref|YP_001213408.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Pelotomaculum 
           thermopropionicum SI] 
 dbj|BAF61039.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Pelotomaculum 
           thermopropionicum SI] 
          Length = 418 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 96/387 (24%), Positives = 154/387 (39%), Gaps = 52/387 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV+   + + G +K+ G+K+ S  IL    LS   TV++N+ +  DV  M+  + +LG 
Sbjct: 2   DKIVIDGGRPLRGRIKISGAKNASLAILCATILSRKETVLENVPDISDVRVMIEIVNSLG 61 
 
Query: 65  LSVEADKAAKRAVV----VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
            S+  + A    VV    +  G  F +        L LG            + A  G A  
Sbjct: 62  ASITWEGAETLRVVPAEKISAGPPFHLVKKLRASNLLLG-----------PMLARFGQAQ 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RP+     GL  LGA +    G     V+ +  G L G ++ L    S  
Sbjct: 111 VALPGGCNIGVRPMDLHFKGLTGLGASLSLERGC----VQASAPGRLKGARIYLDFP-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF------ 234 
                ++MAA LA G   IE + K    P V      +   G +   + + D         
Sbjct: 166 GATENIMMAACLAEGQTLIENVAKE---PEVVDLANFLNAMGARVRGAGT-DVIKIEGVP 221 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           Y++GG++Y       +  D   A  F+  AA TGG V ++                LE + 
Sbjct: 222 YLEGGERYS------IIPDRIEAGTFMVAAAATGGDVVLDNVIPIH----------LEPL 265 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRD 352 
            AK+      V   G   +    K L+ ID+     P     M   ++A+ +  P      
Sbjct: 266 SAKLREAGVEVREEGDTLQVRAEKPLRPIDIKTMPYPGFPTDMQPQLMAMLSTAPGT--S 323 
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Query: 353 VASWRVKETERMVAIRTELTKLGASVE 379 
           V    + E   MVA   EL ++GA+++ 
Sbjct: 324 VIVENIFENRFMVA--DELKRMGANIK 348 
 
 
>ref|YP_463577.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-C] 
 sp|Q2IMV5.1|MURA_ANADE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABC80140.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-C] 
          Length = 422 
 
 Score = 55.5 bits (132), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 97/386 (25%), Positives = 164/386 (42%), Gaps = 48/386 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++    + G+V + G+K+ +  ++  A L+EG   V N+ +  DV  +   L  +G 
Sbjct: 2   DKIVIEGGVPLRGSVDVSGAKNAALPVIAAALLAEGEHEVRNVPDLADVRTLGKLLGHMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   +  +R V +        E   E V+    +  + +  L A +    G A   L  
Sbjct: 62  CEVVRGEGDRRTVRLRVPAAVTPEAPYELVKTMRASV-LVLGPLLARL----GRARVSLP 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYL 183 
           G   +  RPI   +  L  LGA++    G       VN    +PGG+++ +  +  +Q + 
Sbjct: 117 GGCAIGARPIDQHLKALTALGAEIRLEHGY------VN--ASVPGGRLRGTVFTFDAQTV 168 
 
Query: 184 SA---LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +    ++MAA LA G+    ++      P V+     +   G   E + + D  +I+G   
Sbjct: 169 TGTENVMMAAALAEGET---VLRNCAREPEVKDLGDALVAMGALVEGAGT-DEIWIEGVP 224 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             +   +A +  D   A  FL   A+ G  VTV GC     +      E L  +GA+VT  
Sbjct: 225 SLRPLSHAVIP-DRIEAGTFLVAGALPGNDVTVRGCVAAHQEA---LVEKLRAVGAEVTK 280 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + V G  R        + +DV     P    D+   L V+   ADG        +  
Sbjct: 281 VEGGLRVIGDGRP-------RPVDVRTAPHPGFPTDMQAQLMVLLCLADG--------TS 325 
 
Query: 357 RVKET---ERMVAIRTELTKLGASVE 379 
           R+ ET    R + ++ EL +LGA VE 
Sbjct: 326 RITETVFENRFMHVQ-ELIRLGAHVE 350 
 
 
>ref|YP_561517.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           denitrificans OS217] 
 sp|Q12RY2.1|MURA_SHEDO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABE53794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           denitrificans OS217] 
          Length = 419 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 101/398 (25%), Positives = 162/398 (40%), Gaps = 44/398 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +Q  K ++G+V + G+K+ +  IL+   L+E   V+ N+    DV      LR LG 
Sbjct: 2   DKLTIQASKPLTGSVVISGAKNAALPILMAGVLAETDFVLSNVPELRDVSTSCKLLRCLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V+     +  +      +F  P +  K      L    +  R  TA V+  GG A    
Sbjct: 62  AEVDELGGGRIRISTTNLNEFCAPYDLVKTMRASILILGPLLARFGTADVSLPGGCA--- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RP+   + GL+Q+GA ++   G     ++    G L G  + +   IS    
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Sbjct: 119 ------IGARPVNLHLHGLEQMGAKIEVKEGY----IKARVDGRLKGAHIFMD-MISVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              LLMAA LA G   I II+     P V      +   G K     +     I+G ++  
Sbjct: 168 TENLLMAAALADG---ITIIENAAQEPEVTDLAHCLIAMGAKITGVGTAT-LKIEGVERL 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +  +   V  D      FL  AA+T G +  E     S++  +     LE  GA VT  E 
Sbjct: 224 QGCEY-RVMPDRIETGTFLVAAAVTRGRIRCENADPASMEAVLA---KLEDAGATVTSGE 279 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
             + +    ++P      KA+++     P    D+     V+   A G        + RV 
Sbjct: 280 DWIELDMHGKQP------KAVNIKTAPYPAFPTDMQAQFCVLNALAQG--------TGRV 325 
 
Query: 359 KET--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            ET  E       EL ++GA++E     CII   +KLN 
Sbjct: 326 TETIFENRFMHVPELIRMGANMELEGHTCIIQGIDKLN 363 
 
 
>gb|ABC00783.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 35 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 28/35 (80%), Positives = 31/35 (88%), Gaps = 1/35 (2%) 
 
Query: 82  GGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           GG+FP+E DAKEEV+LFLGNAG AMR LTAAV AA 
Sbjct: 1   GGRFPIEKDAKEEVKLFLGNAGTAMRPLTAAVVAA 35 
 
 
>ref|NP_466049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes EGD-e] 
 ref|ZP_00234525.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 1/2a F6854] 
 ref|ZP_03668228.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes Finland 1988] 
 ref|ZP_03671541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL R2-561] 
 ref|ZP_05232788.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL N3-165] 
 ref|ZP_05235706.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes 10403S] 
 ref|ZP_05260260.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes J0161] 
 ref|ZP_05263437.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Listeria 
           monocytogenes J2818] 
 ref|ZP_05269503.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes F6900] 
 ref|YP_003414829.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Listeria 
           monocytogenes 08-5578] 
 ref|YP_003417873.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Listeria 
           monocytogenes 08-5923] 
 sp|Q8Y4C4.1|MURA1_LISMO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 emb|CAD00604.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes EGD-e] 
 gb|EAL05616.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes str. 1/2a F6854] 
 gb|EEW13811.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL N3-165] 
 gb|EEW23018.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes F6900] 
 gb|ADB69467.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Listeria 
           monocytogenes 08-5578] 
 gb|ADB72511.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Listeria 
           monocytogenes 08-5923] 
 gb|EFF99766.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Listeria 
           monocytogenes J2818] 
          Length = 430 
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 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 96/402 (23%), Positives = 167/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+V+ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSVLKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         V V   G+   +   E V           R + A++   G      G 
Sbjct: 62  NADV---SFVNDEVTVDATGEITSDAPFEYV-----------RKMRASIVVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RP+   + G + +GA V    G             L G KV L    
Sbjct: 108 SARVALPGGCAIGSRPVDLHLKGFEAMGAVVKIENGYIEATAE-----KLVGAKVYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 163 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG + 
Sbjct: 218 GVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   E  + V GP +       LKA+DV     P    D+   + V+ + ++G + + +  
Sbjct: 274 IIEEENGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTET 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 327 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
 
 
>ref|YP_003181465.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Eggerthella lenta 
           DSM 2243] 
 ref|ZP_07946983.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eggerthella sp. 
           1_3_56FAA] 
 gb|ACV55076.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Eggerthella lenta 
           DSM 2243] 
 gb|EFV34030.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eggerthella sp. 
           1_3_56FAA] 
 gb|EGC88671.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eggerthella sp. 
           HGA1] 
          Length = 429 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 117/446 (26%), Positives = 180/446 (40%), Gaps = 55/446 (12%) 
 
Query: 4   AEEIVL-QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           AEEI++ Q    ++G V + G+K+ + +++  A L +G T + N+    D+  M   LR  
Sbjct: 2   AEEIIIVQGNNTLAGDVAVSGAKNSALKLIAAALLGQGETTIHNVPLISDISIMSDVLRC 61 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDA---KEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           LG  VE D           G    V+ +   K E    L +   A  S+   +    G A 
Sbjct: 62  LGARVERD-----------GHTLTVDTSAVDKHETPYELVSKMRASISVLGPLVGRFGCA 110 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSG 176 
              + G  ++  R I   +VGL+ +G +      FL    P        GL G  V L   
Sbjct: 111 RVAMPGGCQIGARKIDMHLVGLEAIGVEFSIDHGFLEASTP-------NGLHGAHVVLDF 163 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      LLMAA  A G     +I+     P +     ++   G +   + S D   + 
Sbjct: 164 P-SVGATENLLMAAVAAEGST---VIENAAREPEIVDLANMLVSMGTRVTGAGS-DIIEV 218 
 
Query: 237 KG-GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           +G       P      GD   A  FLAG A+TGG VTV G   + L+  V   + L  MG 
Sbjct: 219 EGVPLSSLHPCEHTTVGDRIEAGTFLAGGALTGGPVTVHGIDPSYLR--VALMK-LRAMG 275 
 
Query: 296 AKVTWTETSVTVTGPPREPFGR-KHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
             V   +  +TV        GR + L  ID+     P    D+     ++A FADG + I 
Sbjct: 276 CDVETGDDWITV--------GRTRPLAPIDLQTLPHPGFPTDLQAQFMLLAAFADGMSVI 327 
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Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
            +     V E   M A  +EL ++GA +     + ++   + L    + +  D R   A  
Sbjct: 328 TE----NVFENRFMFA--SELMRMGADIAIEDHHALVRGVDVLQGADVSST-DLRAGAAL 380 
 
Query: 411 SLAACA-EVPVTIRDPGCTRKTFPDY 435 
            LA  A E    + + G   + + DY 
Sbjct: 381 VLAGIAGEGETRVHNIGHIDRGYEDY 406 
 
 
>ref|NP_471999.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria innocua 
           Clip11262] 
 sp|Q927W7.1|MURA1_LISIN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 emb|CAC97896.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria innocua 
           Clip11262] 
          Length = 430 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 96/402 (23%), Positives = 167/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+V+ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSVLKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         V V   G+   +   E V           R + A++   G      G 
Sbjct: 62  NADV---SFVNDEVTVDATGEITSDAPFEYV-----------RKMRASIVVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RP+   + G + +GA V    G             L G KV L    
Sbjct: 108 SARVALPGGCAIGSRPVDLHLKGFEAMGAIVKIENGYIEATAE-----KLVGAKVYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 163 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG + 
Sbjct: 218 GVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   E  + V GP +       LKA+DV     P    D+   + V+ + ++G + + +  
Sbjct: 274 IIEEENGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTET 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 327 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
 
 
>gb|ADU52730.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 70/242 (28%), Positives = 108/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG   +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGEITIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G   + S   S+Q  S LL+A  LA  +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKGIHYR-SPVASAQVKSCLLLAGLLA--EGTTQVTEP 170 
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Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_03439747.1| hypothetical protein HP9810_491g24 [Helicobacter pylori 98-10] 
 gb|EEC22683.1| hypothetical protein HP9810_491g24 [Helicobacter pylori 98-10] 
          Length = 353 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 70/289 (24%), Positives = 125/289 (43%), Gaps = 18/289 (6%) 
 
Query: 99  GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
            N+G +MR  +  ++A  G   +VL G   +  RP+  ++  LK  GA++   LG +    
Sbjct: 45  NNSGTSMRLYSGLLSAQKG--LFVLSGDNSLNARPMKRIIEPLKAFGANI---LGRENNH 99 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 217 
                I G P         I+S Q  SA +++A  A G    +  +  +S  + E+ L+  
Sbjct: 100 FAPLVILGSPLKACDYESPIASAQVKSAFILSALQAQGSSTYK--ESELSRNHTEIMLK- 156 
 
Query: 218 MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT-VTVEGC 276 
               G   ++ D      I   +K     +  +  D SSA +F    AIT  + + ++   
Sbjct: 157 --SLGANIQNQDGV--LMISPLEKPLEAFDFTIANDPSSAFFFALACAITPKSRLLLKNV 212 
 
Query: 277 GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN--KMPDVA 334 
                +  ++  E L+ MGA + +   S  +            LKAI+++ N   + D   
Sbjct: 213 LLNPTR--IEAFEALKKMGASIEYAIQSKDLEMIGDIYIEHAPLKAINIDQNIASLIDEI 270 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 383 
             L++  LFA G + +++    R KE++R+ A+ +    LG   EE  D 
Sbjct: 271 PALSIAMLFAKGKSMVKNAKDLRSKESDRVKAVVSNFKALGIECEEFED 319 
 
 
>ref|ZP_05662363.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,502] 
 ref|ZP_05672642.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,408] 
 ref|ZP_06700541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium U0317] 
 gb|EEV45696.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,502] 
 gb|EEV55975.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,408] 
 gb|EFF30105.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium U0317] 
          Length = 433 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 90/374 (24%), Positives = 158/374 (42%), Gaps = 49/374 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLS 175 
             + G   + +RPI   + G + LGA +          ++ NG        L G  + L  
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA  A G     II+ +   P +     ++ + G +  +    +    
Sbjct: 163 FP-SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAQV-YGAGTETMR 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
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           I+G     +  ++ V+ D   A  F+  AA+T G V +      S       ++++E MG 
Sbjct: 218 IEGVDHLHAVNHSIVQ-DRIEAGTFMVAAAMTQGNVLI--ADAISEHNCPLISKLIE-MG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A++   E  V V GP       KH+   DV     P    D+   +  + L A+G + +  
Sbjct: 274 AEIIEEEGGVRVIGP-------KHILPTDVKTMPHPGFPTDMQAQMTAIQLVAEGTSVVT 326 
 
Query: 352 D-VASWRVKETERM 364 
           + V   R +  E M 
Sbjct: 327 ETVFENRFQHLEEM 340 
 
 
>ref|YP_002349049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes HCC23] 
 ref|ZP_06555681.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J2-071] 
 gb|ACK38435.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes HCC23] 
 gb|EFD91271.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J2-071] 
 emb|CAR85232.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes L99] 
          Length = 430 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 96/402 (23%), Positives = 167/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+V+ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSVLKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         V V   G+   +   E V           R + A++   G      G 
Sbjct: 62  NADV---SFVNDEVTVDATGEITSDAPFEYV-----------RKMRASIVVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RP+   + G + +GA V    G             L G KV L    
Sbjct: 108 SARVALPGGCAIGSRPVDLHLKGFEAMGAVVKIENGYIEATAE-----KLVGAKVYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 163 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG + 
Sbjct: 218 GVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   E  + V GP +       LKA+DV     P    D+   + V+ + ++G + + +  
Sbjct: 274 IIEEENGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTET 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 327 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
 
 
>ref|ZP_06683403.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E980] 
 gb|EFF36827.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E980] 
          Length = 433 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 89/374 (23%), Positives = 157/374 (41%), Gaps = 49/374 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
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Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLS 175 
             + G   + +RPI   + G + LGA +          ++ NG        L G  + L  
Sbjct: 113 VAMPGGCAIGKRPINLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA  A G     II+ +   P +     ++ + G    +    +    
Sbjct: 163 FP-SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAHV-YGAGTETMR 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G     +  ++ V+ D   A  F+  AA+T G V +      S       ++++E MG 
Sbjct: 218 IEGVDHLHAVNHSIVQ-DRIEAGTFMVAAAMTEGNVLI--ADAISEHNRPLISKLIE-MG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A++   E  + V GP       KH+   DV     P    D+   +  + L A+G + +  
Sbjct: 274 AEIIEEEGGIRVIGP-------KHILPTDVKTMPHPGFPTDMQAQMTAIQLVAEGTSVVT 326 
 
Query: 352 D-VASWRVKETERM 364 
           + V   R +  E M 
Sbjct: 327 ETVFENRFQHLEEM 340 
 
 
>ref|NP_439238.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae Rd KW20] 
 ref|ZP_05847996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae RdAW] 
 sp|P45025.1|MURA_HAEIN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 pdb|2RL1|A Chain A, Crystal Structure Of Udp-N-Acetylglucosamine Enolpyruvyl 
           Transferase From Haemophilus Influenzae In Complex With 
           Udp-N-Acetylglucosamine 
 pdb|2RL2|A Chain A, Crystal Structure Of Udp-N-Acetylglucosamine Enolpyruvyl 
           Transferase From Haemophilus Influenzae In Complex With 
           Udp-N-Acetylglucosamine And Fosfomycin 
 gb|AAC22737.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (murZ) 
           [Haemophilus influenzae Rd KW20] 
 gb|EEW77383.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae RdAW] 
          Length = 424 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 98/416 (23%), Positives = 170/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+ V+ D     
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLKILRQLGVVVDRDATGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S     I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGSA-HITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGCVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
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            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|YP_001292996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittGG] 
 sp|A5UIK7.1|MURA_HAEIG RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABR00613.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae PittGG] 
          Length = 424 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 97/416 (23%), Positives = 169/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL    L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAVILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKISGAGS-DHITIEGVERLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-IATDLRASISLVLAGCIATGETIVD 392 
 
 
>gb|ADU52739.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 55.1 bits (131), Expect = 2e-05,   Method: Compositional matrix adjust. 
 Identities = 65/242 (26%), Positives = 106/242 (43%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+  +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMPGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
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Sbjct: 227 SI 228 
 
 
>ref|YP_001344097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           succinogenes 130Z] 
 sp|A6VMG5.1|MURA_ACTSZ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABR74162.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Actinobacillus 
           succinogenes 130Z] 
          Length = 420 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 102/409 (24%), Positives = 170/409 (41%), Gaps = 45/409 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V++ G+K+ +  IL    L+E    + N+   +DV      LR LG+ VE  +  + 
Sbjct: 12  LSGDVQISGAKNAALPILFATILAEEPVKLTNVPELKDVDTTFEILRKLGVVVE--RTDE 69 
 
Query: 75  RAVVVGCG--GKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           + V++      ++  P E  K         A +  R     V+  GG           +  
Sbjct: 70  QTVLIDASRIDRYVAPYELVKTMRASIWALAPLLTRFREGQVSLPGGCT---------IG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+++GA ++     D   V+    G L G ++ +   +S     +L+MAA 
Sbjct: 121 ARPVDMHISGLEKMGAAIEL----DEGYVKATVNGRLTGTRIYMD-KVSVGATLSLIMAA 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G   +  I+     P +  T   + + G K   + + D   I+G  +    +++ V 
Sbjct: 176 TLAEG---VTTIENAAREPEIVDTADFLNKMGAKISGAGT-DTISIEGVSRLAGCEHSIV 231 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AAI+GG +T       +L   +   E L   G +V  TE ++T+    
Sbjct: 232 P-DRIETGTFLIAAAISGGRITCHNTKADTLDAVI---EKLREAGMQVDVTENTITLDSL 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-- 368 
            + P      KA  VN+  MP       + A F    T +  VA    K TE +   R   
Sbjct: 288 GQRP------KA--VNIRTMPHPGFPTDMQAQF----TLLNVVAEGTSKITETIFENRFM 335 
 
Query: 369 --TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
              EL ++GA  E   +  II   E L+   +    D R +++  LA C 
Sbjct: 336 HVPELIRMGAKGEIEGNTAIIHGVESLSGAQV-MATDLRASISLVLAGC 383 
 
 
>emb|CBL40942.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [butyrate-producing bacterium SS3/4] 
          Length = 430 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 88/382 (23%), Positives = 160/382 (41%), Gaps = 44/382 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  A +++   V+DNL +  D++ +L A+  LG 
Sbjct: 2   EQYIMKGGNPLVGEVTISGAKNAALGILAAAIMTDDDVVIDNLPDVSDINALLEAISHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  +  +  V +       V    E ++        A      A+     +A   L  
Sbjct: 62  AKVE--RIDRHTVKINAENIHAVTVEDEHMRKIR-----ASYYFIGALLGKYKSAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LG+DV    G     V  + I  L    + L   +S      
Sbjct: 115 GGCTIGSRPIDQHLKGFRALGSDVKIVRGA----VVAHAI-DLVASHIYLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G+    I++ +   P+V      +   G   + + + D   IKG ++    
Sbjct: 169 NIMMAATMAEGET---ILENVAKEPHVVDVANFLNSMGANIKGAGT-DVIRIKGVRRLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N  +  D   A  F+  AAIT G +TV+      L+     +  L  MG +V   +   
Sbjct: 225 -TNYSIIPDQIEAGTFMCAAAITRGDITVKNVIPKHLEA---ISAKLTEMGCEVVEFDEE 280 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRD-VASWR 357 
           + V G PR+    +H+     N   +P      D+   + V    ADG + + + +   R 
Sbjct: 281 IRVVGKPRQ----RHM-----NFKTLPYPGFPTDMQPQMTVALALADGTSVVTESIFENR 331 
 
Query: 358 VKETERMVAIRTELTKLGASVE 379 
            K  +       EL+++GA+++ 
Sbjct: 332 FKYVD-------ELSRMGANIK 346 
 
 
>ref|ZP_01463041.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stigmatella 
           aurantiaca DW4/3-1] 
 ref|YP_003955287.1| UDP-n-acetylglucosamine 1-carboxyvinyltransferase [Stigmatella 
           aurantiaca DW4/3-1] 
 gb|EAU66160.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stigmatella 
           aurantiaca DW4/3-1] 
 gb|ADO73460.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stigmatella 
           aurantiaca DW4/3-1] 
          Length = 421 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 105/407 (25%), Positives = 165/407 (40%), Gaps = 66/407 (16%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++    + G VK  G+K+ +  IL  + L++G +   N+ +  DV  ML  LRT+  
Sbjct: 2   DKIVVKGGPALHGEVKASGAKNAALPILASSLLADGKSTYRNVPDLVDVSTMLKVLRTM- 60 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA-------MRSLTAAVTAAG- 116 
                          GCG +   E AK+  ++ +G AGI        ++++ A+V   G  
Sbjct: 61  ---------------GCGAERLSETAKDVCEVTVG-AGITPEAPYELVKTMRASVLVLGP 104 
 
Query: 117 -----GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGG 170 
                G A   L G   +  RPI   + GLK LGAD+    G  +    R      L G  
Sbjct: 105 LVARYGRARVSLPGGCAIGARPIDQHLKGLKALGADITLTEGYVEARAER------LRGA 158 
 
Query: 171 KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
            V     I+      ++MAA LA G     +++     P VE   R++ + G + E     
Sbjct: 159 TVNFD-LITVTGTENVMMAAVLAKGRT---VLENCAREPEVEELARVLNKMGARIE-GGG 213 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAE 289 
                I G       ++A +  D   A   L  AAI+GG V V+      ++  V K  E 
Sbjct: 214 TSVITIDGVDALHPVEHAILP-DRIEAGTLLVAAAISGGDVLVKHAVPEHMEAVVLKLRE 272 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFAD 345 
                G  VT     V    P       + L+ +DV   + P    D+   L V+   A  
Sbjct: 273 A----GCTVTTENGGVRCKAP-------QTLRPVDVTTTEHPGFPTDMQAQLMVLLSVAQ 321 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPE 391 
           G + I    S  + E   M     EL ++GA +  +GP   +   P+ 
Sbjct: 322 GTSVI----SEHIFENRFMHV--AELHRMGADITIQGPTAVVKGVPK 362 
 
 
>ref|ZP_08145248.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           casseliflavus ATCC 12755] 
 gb|EGC70149.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           casseliflavus ATCC 12755] 
          Length = 430 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 89/373 (23%), Positives = 159/373 (42%), Gaps = 47/373 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EE+++Q    ++GTVK+ G+K+    IL  + L+ EGTT + N+    DV  M   +R L 
Sbjct: 2   EEMIVQGGNRLTGTVKIEGAKNAVLPILAASLLAEEGTTTLTNVPILSDVLTMKEVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
             +++ ++     + +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NFAIDFEE-ENNTMTIDASQELAIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIG-GLPGGKVKLSG 176 
             + G   + +RPI   + G + LGA +   D ++      ++ N I    P         
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Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAQIIQKDGYIEAIADELKGNSIYLDFP-------- 164 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA  A G   I II+ +   P +     ++ + G K       +   I 
Sbjct: 165 --SVGATQNIMMAAVKAKG---ITIIENVAREPEIVDLANILNKMGAKV-FGAGTETMRI 218 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G     + +++ V+ D   A  F+  AA+T G V ++     S       ++++E MGA 
Sbjct: 219 EGVDHLHAVEHSIVQ-DRIEAGTFMVAAAMTQGDVIIKDA--ISEHNRPLISKLIE-MGA 274 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +VT     + V GP       + LKA DV     P    D+   ++ + L A G + + + 
Sbjct: 275 EVTEVAEGIRVVGP-------EQLKATDVKTMPHPGFPTDMQAQMSAIQLLAAGTSVVNE 327 
 
Query: 353 -VASWRVKETERM 364 
            V   R +  E M 
Sbjct: 328 TVFENRFQHLEEM 340 
 
 
>ref|YP_001675891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           halifaxensis HAW-EB4] 
 sp|B0TUW5.1|MURA_SHEHH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABZ78232.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           halifaxensis HAW-EB4] 
          Length = 420 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 99/386 (25%), Positives = 156/386 (40%), Gaps = 40/386 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V + G+K+ +  IL+   L+E    V N+ N  DV+     LR LG  V      K 
Sbjct: 12  LAGNVVISGAKNAALPILMAGVLAETDFNVSNVPNLRDVNTSCELLRCLGAEVTRSGTDK 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +      +F  P E  K      L    +  R  TA V+  GG A         +  R 
Sbjct: 72  VCISTTNLNEFCAPYELVKTMRASILILGPLLARYGTADVSLPGGCA---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+Q+GA ++   G     ++    G L G  + +   IS      LLMAA L 
Sbjct: 123 PVNLHLQGLEQMGAKIEVKEGY----IKARVDGRLKGAHIFMD-MISVGATENLLMAAAL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+    II+     P V      +   G K E + + D   I+G +  +   +  V   
Sbjct: 178 ADGET---IIENAAREPEVVDLANCLIAMGAKIEGAGT-DTVRIQGVESLQGC-DYQVMP 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA+T G +        +L+        LE  GA +T  +  + +    + 
Sbjct: 233 DRIETGSFLVAAAVTRGKIRCTKADPKTLE---SVLAKLEDAGASITTGDDWIELDMQGK 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     V+   A+G   I +     + E   M     
Sbjct: 290 RP------KAVNIKTVAYPGFPTDMQAQFCVLNALAEGTATITET----IFENRFMHV-- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLN 394 
            EL+++GA++E   + CII   EKLN 
Sbjct: 338 PELSRMGATMELEGNTCIIHGIEKLN 363 
 
 
>ref|ZP_08103692.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           sinaloensis DSM 21326] 
 gb|EGA69279.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           sinaloensis DSM 21326] 
          Length = 419 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 106/418 (25%), Positives = 170/418 (40%), Gaps = 51/418 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
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           G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  VE + +     
Sbjct: 15  GEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKVERNGS---- 70 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRMR 130 
           V V  GG   +++      L        ++++ A++ A G      G     L G   +  
Sbjct: 71  VHVDAGG---IDEYCAPYDL--------VKTMRASIWALGPLVARFGQGQVSLPGGCAIG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ AA 
Sbjct: 120 ARPVDLHIHGLEQLGATITLEDGY----VKAHVDGRLKGAHIVMD-KVSVGATITVMCAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     ++D     P +  T   + + G K   + + D   I+G ++    K+A V 
Sbjct: 175 TLAEGKT---VLDNAAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLAGGKHAVV 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AA++GG VT   C  TS          LE  GAKV   E  ++V    
Sbjct: 231 -ADRIETGTFLVAAAVSGGKVT---CRNTSAHLLEAVLAKLEEAGAKVDSGEDWISVDMT 286 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            RE      LKA+ V     P    D+     ++ L A G   I +     + E   M   
Sbjct: 287 DRE------LKAVTVRTAPHPGFPTDMQAQFTLLNLMAKGGGVITE----NIFENRFMHV 336 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    E+L+   +    D R + +  +A C     TI D 
Sbjct: 337 --PELMRMGAKAEIEGNTVICGDVEELSGAQV-MATDLRASASLVIAGCIANGETIVD 391 
 
 
>gb|ADU52748.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 65/242 (26%), Positives = 107/242 (44%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L++G T +  LL  ED        + LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAKGETTIQGLLLGEDPRSTAACFQALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+G  +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSGTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHYRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    K   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVGQK-VQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|ZP_05746581.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           antri DSM 16041] 
 gb|EEW52806.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           antri DSM 16041] 
          Length = 441 
 
 Score = 54.7 bits (130), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 106/458 (23%), Positives = 175/458 (38%), Gaps = 68/458 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGAL 60 
           E+I+++  + + G V + GSK   N +L L A +    +GT  ++N+    DV  M   L 
Sbjct: 2   EKIIIKGGRPLQGKVAVEGSK---NAVLPLQAAAILAVQGTVTLNNVPPVTDVQVMNRLL 58 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R L L     +  ++ V+    G FP+     E      N   A   +   + A  G    
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Sbjct: 59  RFLNLKTAYGEQQRQLVI---NGSFPL---SAEAPFEYVNQMRASLLVMGPLLARTGQVR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
             L G   +  RPI   + GL++LGA +     F+   C          L G ++ L    
Sbjct: 113 IALPGGCSIGARPIDLHLAGLRKLGASIKQDAGFIEARC--------DHLVGARITLDFP 164 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-----WD 232 
            S      L+MAA +A G   I  I+     P V     L+ + G +   + S        
Sbjct: 165 -SVGATENLMMAATMAEG---ITTIENAACEPEVVELANLLNKMGGRVHGAGSKVIRIQG 220 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
            +Y+ G +   +P       D   A  ++  AA+T G V V+       + +      LE 
Sbjct: 221 VYYLHGAEYTVAP-------DRIEAGTWMLAAAVTNGDVIVQNA---VAEYNASLIAKLE 270 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADG 346 
            MG  V   +  + V G             I  N+  MP      D+   + V+ L A+G 
Sbjct: 271 EMGVTVIRQDDGIRVLGTA---------VLIPANVKAMPYPGFPTDLQPQMTVLQLLANG 321 
 
Query: 347 PTAIRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
            + + + V   R    E       EL ++ A  +      ++  P   +   + T  D R 
Sbjct: 322 TSTMEEHVFEQRFNHLE-------ELRRMNADFQVAGPVAVLDGPTHFSGAEV-TATDLR 373 
 
Query: 406 MAMAFSLAACAEVPVT-IRDPGCTRKTFPDYFDVLSTF 442 
              A  LA  A   +T +R+P C  + + D++  L    
Sbjct: 374 AGAALVLAGLAATGITQVRNPACLDRGYHDFYQKLRQL 411 
 
 
>ref|YP_001647859.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           weihenstephanensis KBAB4] 
 ref|ZP_04200236.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH603] 
 gb|ABY46231.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           weihenstephanensis KBAB4] 
 gb|EEL68053.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH603] 
          Length = 434 
 
 Score = 54.3 bits (129), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 91/371 (24%), Positives = 148/371 (39%), Gaps = 37/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K +SGTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLSGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V  +      V +    +  +E   E V+    +       +   + A  G A   L 
Sbjct: 62  NAEVVFE---NNQVTIDSSKELNIEAPFEYVRKMRASV-----QVMGPLLARNGRARIAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V    G     V  +  G L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAKVKVGNGF----VEAHVEGELKGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++ AA LA G     +++     P +      +   G K   + +     I+G +K   
Sbjct: 169 ENIMSAATLAKGTT---VLENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVEKLY 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              +  +  D   A  F+  AAITGG + +E      L+        +E MG K+      
Sbjct: 225 GANHPIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVKIIEENE 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            V V GP +       LKA+D+     P    D+   +  + L ADG + I +        
Sbjct: 281 GVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLHADGTSMITETVFENRF 333 
 
Query: 356 WRVKETERMVA 366 
             V+E  RM A 
Sbjct: 334 MHVEEFRRMNA 344 
 
 
>ref|YP_002951194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           WCH70] 
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 gb|ACS25928.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           WCH70] 
          Length = 435 
 
 Score = 54.3 bits (129), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 94/371 (25%), Positives = 149/371 (40%), Gaps = 37/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    +SGTVK+ G+K+    ++    L S G +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLASNGKSVIHDVPALSDVYTISEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G  V   K  +  + V    +   E   E V+    +  + M SL A      G A   L 
Sbjct: 62  GADV---KIEENTITVDASQELKFEAPFEYVRKMRASV-LVMGSLLAR----NGRARVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V    G     V+    G L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAHVKVGNGFIDAEVK----GRLRGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+     P +      +   G K   + +     I+G  +   
Sbjct: 169 ENIMMAAVLAEGTT---IIENCAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVDQLT 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              +  +  D   A  F+  AAITGG V V+G     L         +E MG  +      
Sbjct: 225 GTTHTVIP-DRIEAGTFMVAAAITGGNVLVQGAVPEHLS---SLIAKMEEMGVTIIEEGN 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            + V GP +       LKA+D+     P    D+   +  + L A+G + + +        
Sbjct: 281 GLRVIGPEK-------LKAVDIKTMPYPGFPTDMQSQMMALLLKAEGTSMVTETVFENRF 333 
 
Query: 356 WRVKETERMVA 366 
             V+E  RM A 
Sbjct: 334 MHVEEFRRMNA 344 
 
 
>ref|ZP_03982092.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX1330] 
 ref|ZP_05666449.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,141,733] 
 ref|ZP_05675017.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium Com12] 
 ref|ZP_05677629.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium Com15] 
 ref|ZP_06624403.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium PC4.1] 
 gb|EEI59768.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX1330] 
 gb|EEV49782.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,141,733] 
 gb|EEV58350.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium Com12] 
 gb|EEV60962.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium Com15] 
 gb|EFF61239.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium PC4.1] 
          Length = 433 
 
 Score = 54.3 bits (129), Expect = 3e-05,   Method: Compositional matrix adjust. 
 Identities = 89/374 (23%), Positives = 157/374 (41%), Gaps = 49/374 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLS 175 
             + G   + +RPI   + G + LGA +          ++ NG        L G  + L  
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Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA  A G     II+ +   P +     ++ + G    +    +    
Sbjct: 163 FP-SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAHV-YGAGTETMR 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G     +  ++ V+ D   A  F+  AA+T G V +      S       ++++E MG 
Sbjct: 218 IEGVDHLHAVNHSIVQ-DRIEAGTFMVAAAMTEGNVLI--ADAISEHNRPLISKLIE-MG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A++   E  + V GP       KH+   DV     P    D+   +  + L A+G + +  
Sbjct: 274 AEIIEEEGGIRVIGP-------KHILPTDVKTMPHPGFPTDMQAQMTAIQLVAEGTSVVT 326 
 
Query: 352 D-VASWRVKETERM 364 
           + V   R +  E M 
Sbjct: 327 ETVFENRFQHLEEM 340 
 
 
>ref|ZP_06488789.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. musacearum NCPPB4381] 
          Length = 150 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 37/107 (34%), Positives = 54/107 (50%), Gaps = 2/107 (1%) 
 
Query: 330 MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 389 
           M D    L V A  A G T +   A  RVKE++R+ A+ T L  LG  V+E PD   I   
Sbjct: 28  MIDEFPALFVAAAAASGQTVVTGAAELRVKESDRLAAMATGLRTLGVQVDETPDGATIH- 86 
 
Query: 390 PEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDY 435 
              +    I+++ DHR+AMAF++A   +   V + D      +FP + 
Sbjct: 87  GGSIGSGVIESHGDHRIAMAFAIAGQLSTGSVQVNDVANVATSFPGF 133 
 
 
>ref|ZP_03128341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chthoniobacter 
           flavus Ellin428] 
 gb|EDY21213.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chthoniobacter 
           flavus Ellin428] 
          Length = 419 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 75/278 (26%), Positives = 125/278 (44%), Gaps = 33/278 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I++     +SG+VK+ GSK+ +  IL    L++   V+ ++ +  D+HYML  L  LG 
Sbjct: 2   DKILVHGGASLSGSVKISGSKNSALPILAATLLTKEPCVIHHVPDLSDIHYMLQILSHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE     + + VV    +    +A  E+          +R + A+V   G         
Sbjct: 62  AQVE-----RASGVVTVQAENIRTEAPYEI----------VRKMRASVCVLGPLLGREKE 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           AT  L G   + +RPI   + G + LGA      G     V+V   G L G  + L G + 
Sbjct: 107 ATVSLPGGCVIGDRPIDLHLKGFEALGAMHRIENGN----VKVFA-GELKGSSMHLRGKL 161 
 
Query: 179 SSQYLSA--LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
               L    ++MAA LA G   + +ID   + P VE     + + G K E + +  R  I 
Sbjct: 162 GPTVLGTDNVMMAAVLAEG---VTVIDSAAAEPEVEDLANFLIKMGAKIEGAGTR-RIVI 217 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
           +G ++    +++ +  D   A  FL   AI G  +T++ 
Sbjct: 218 EGVKELHGAEHSVIP-DRIEAGTFLVAGAIAGKGITLK 254 
 
 
>ref|YP_001503451.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           pealeana ATCC 700345] 
 sp|A8H8M9.1|MURA_SHEPA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
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 gb|ABV88916.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           pealeana ATCC 700345] 
          Length = 420 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 100/386 (25%), Positives = 157/386 (40%), Gaps = 40/386 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V + G+K+ +  IL+   L+E    V N+ N  DV+     LR LG  V      K 
Sbjct: 12  LAGNVVISGAKNAALPILMAGVLAETDFNVSNVPNLRDVNTSCELLRCLGAEVTRSGTDK 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +      +F  P +  K      L    +  R  TA V+  GG A         +  R 
Sbjct: 72  VCISTTNLNEFCAPYDLVKTMRASILILGPLLARYGTADVSLPGGCA---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL+Q+GA ++   G      RV+  G L G  + +   IS      LLMAA L 
Sbjct: 123 PVNLHLQGLEQMGAQIEVQEGY--IKARVD--GRLKGAHIFMD-MISVGATENLLMAASL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+    II+     P V      +   G K E + + D   I+G +  +   +  V   
Sbjct: 178 ADGET---IIENAAREPEVVDLANCLIAMGAKIEGAGT-DTVRIQGVESLQGC-DYRVMP 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AA+T G +        SL+        LE  GA +T  +  + +    + 
Sbjct: 233 DRIETGSFLVAAAVTRGKIRCTKADPKSLEA---VLAKLEDAGANITTGDDWIELDMQGK 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     V+   A+G   I +     + E   M     
Sbjct: 290 RP------KAVNIKTVAYPGFPTDMQAQFCVLNALAEGTATITET----IFENRFMHV-- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLN 394 
            EL+++GA++E   + CII   E+LN 
Sbjct: 338 PELSRMGATMELEGNTCIIHGIERLN 363 
 
 
>emb|CBW15237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           parainfluenzae T3T1] 
          Length = 426 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 99/418 (23%), Positives = 174/418 (41%), Gaps = 45/418 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+  E D  A+ 
Sbjct: 13  LTGTVTISGAKNAALPILFAAILATEPVKLTNVPELKDIDTTLKILRKLGVVAERD--AE 70 
 
Query: 75  RAVVVGCG--GKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            AV++ C     F  P E  K         A +  R     V+  GG +         +  
Sbjct: 71  GAVLLDCSKIDHFVAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL++LGA ++     D   V+      L G ++ +   +S     +++MAA 
Sbjct: 122 ARPVDLHISGLEKLGATIEL----DEGYVKAVVADRLVGTRIVME-KVSVGATLSIMMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     II+     P +  T   + + G K   + + D   ++G ++    +++ V 
Sbjct: 177 TLAKGTT---IIENAAREPEIVDTADFLNKMGAKITGAGT-DHIVVEGVERLTGCEHSIV 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + ++ +AG AI+GG V    C  T         + L   GA+V  TE S+T+    
Sbjct: 233 PDRIETGTFLIAG-AISGGRVV---CKNTKADTMDAVIDKLREAGAEVEVTEDSITLDMH 288 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              P      KA+++     P    D+     ++ + A+G + I +          R +  
Sbjct: 289 GNRP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMH 337 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           I  EL ++G   E   +  +    E L+   +    D R +++  LA C     TI D 
Sbjct: 338 I-PELIRMGGKAEIEGNTAVCHGVEHLSGAEV-MATDLRASISLVLAGCIASGETIVD 393 
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>gb|ADU52789.1| 3-phosphoshikimate 1-carboxyvinyltransferase [uncultured 
           Synechococcus sp.] 
          Length = 232 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 65/242 (26%), Positives = 106/242 (43%), Gaps = 15/242 (6%) 
 
Query: 26  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV-EADKAAKRAVVVGCGGK 84 
           S+S+R L+L +L+EG T +  LL  ED        R LG  + E +    R   VG G   
Sbjct: 1   SISHRALMLGSLAEGETTIQGLLLGEDPRSTAACFRALGADISELNSECVRIRGVGLGRL 60 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
               D      L  GN+   +R L   + A      + + G   +R RP+G +V  L+Q+ 
Sbjct: 61  QEPADV-----LDAGNSDTTLR-LMLGILAGQAGRFFAVTGDRSLRSRPMGRVVEPLRQM 114 
 
Query: 145 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 204 
           GA +    G    P+ V G G L G  +     ++S  + + L+ A L   +   ++ +  
Sbjct: 115 GASIWGRAGGTLAPLAVQG-GSLKG--IHHRSPVASAQVKSCLLLAGLLA-EGTTQVTEP 170 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 264 
            +S  + E   R++  FG             + GG +    +   V GD SSA+++L  A 
Sbjct: 171 ALSRDHSE---RMLRAFGADIHVDPEAKTVAVVGGSRLVG-QRVQVPGDISSAAFWLVAA 226 
 
Query: 265 AI 266 
           +I 
Sbjct: 227 SI 228 
 
 
>ref|YP_001664112.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter pseudethanolicus ATCC 33223] 
 ref|YP_004185125.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter brockii subsp. finnii Ako-1] 
 gb|ABY93776.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter pseudethanolicus ATCC 33223] 
 gb|ADV78742.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter brockii subsp. finnii Ako-1] 
          Length = 417 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 96/397 (24%), Positives = 158/397 (39%), Gaps = 47/397 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++  K + G++++ G+K+ +  IL  A L++  +V+DNL + +D+  ++  +R LG 
Sbjct: 2   EKFIIKGGKPLKGSIQISGAKNSAVAILPAALLADTPSVIDNLPDIKDIELLVQMIRHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  K        G    +P  D   +++      G  +     AV A  G        
Sbjct: 62  GKVEKKKHEVVIAPEGINSFYPPRDLASQMRASYYLIGALLSRFNEAVIAMPGGCNI--- 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV     RPI   + G + LGA      G     +R+     L G  +     +S      
Sbjct: 119 GV-----RPIDQHIKGFEALGAKTTIEHGL----IRIKA-DKLVGNHIYFD-VVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++A+  A G   + I++     P+V      +   G   + + + D   I G  K    
Sbjct: 168 NLMLASVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTET 303 
                +     + +Y +A AA T G V ++G     L+  + K AE    MG  V   +  
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TKGDVYIKGIIPNHLEAIIAKLAE----MGVIVEEYDD 278 
 
Query: 304 SVTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASW 356 
            + V   GP         LK +D+     P    D+    AV+   ADG + I  ++    
Sbjct: 279 VIRVRREGP---------LKHVDIRTLPYPGFPTDMQQPFAVLLALADGISVITENIYEN 329 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           R K          EL K+GA V       II   EKL 
Sbjct: 330 RFKYL-------NELKKMGAKVRVEGRTAIIEGVEKL 359 
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>ref|YP_003007876.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           aphrophilus NJ8700] 
 gb|ACS97789.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           aphrophilus NJ8700] 
          Length = 425 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 97/416 (23%), Positives = 172/416 (41%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV++ G+K+ +  IL  A L+     + N+ + +D+   L  LR LG+ VE ++    
Sbjct: 12  LKGTVEVSGAKNAALPILFAAILATEPVTLTNVPDLKDIETTLKILRQLGVFVERNEQGI 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VHLDASKIDHFVAPYELVKTMRASIWALAPLVARFNQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGA +    G     V+ +  G L G ++ +   +S     ++++AA L 
Sbjct: 123 PVDLHISGLERLGAQIALEDGY----VKAHVNGCLTGTRIVME-KVSVGATLSIMIAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G ++    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIADTAEFLNKMGAKISGAGS-DAITIEGVERLTGCQHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG +  +     +L   +   + L   GA+V  TE +VT+      
Sbjct: 233 DRIETGTFLVAAAISGGRILCKNTKAGTLDAVI---DKLREAGAQVDVTEDTVTLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPYPGFPTDMQAQFTLLNMIANGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  I    E L+   +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAICHGVEHLSGAEV-MATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|YP_727854.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           eutropha H16] 
 sp|Q0K685.1|MURA_RALEH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAJ94486.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Ralstonia eutropha 
           H16] 
          Length = 416 
 
 Score = 54.3 bits (129), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 96/403 (23%), Positives = 168/403 (41%), Gaps = 64/403 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L+  T  +DN+ N +DV   L  LR +G+  E D A   
Sbjct: 12  LKGEIRVSGAKNAALPILCAGLLTADTVSLDNVPNLQDVRTTLKLLRQMGMQAELDGAR- 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              V   G    V +A  E+          ++++ A++   G      G A   L G    
Sbjct: 71  ---VTLNGADVNVLEAPYEL----------VKTMRASILVLGPLVARFGEARVSLPGGCG 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+ +GA++    G      +      L G +V ++  I+      LLM 
Sbjct: 118 IGARPVDQHIKGLQAMGAEITIEHGFIHARAK-----RLKGARV-VTDMITVTGTENLLM 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    +++     P V    +L+ + G K E   + DR  ++G ++     ++ 
Sbjct: 172 AATLAEGET---VLENAAREPEVTDLAQLLVKMGAKIEGIGT-DRLVVQGVERLHGASHS 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV--KFAEVLEMMGAKVTWTETSVT 306 
            +  D   A  FL  AA T G + + G     +Q D+     + L   GAK+      +  
Sbjct: 228 VI-ADRIEAGTFLCAAAATLGDLVLRG-----VQPDILDTVLDKLREAGAKLETGADWIR 281 
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Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET- 361 
           +  P R        KA+    ++ P    D+      +   A+G        + RV ET  
Sbjct: 282 LAMPQRA-------KAVSFRTSEYPAFPTDMQAQFMALNAVAEG--------TARVTETI 326 
 
Query: 362 --ERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
              R + ++ EL +LGA +    +  ++    +L   NV A D 
Sbjct: 327 FENRFMHVQ-ELNRLGADIAVEGNTAVVNGVPRLSGANVMATD 368 
 
 
>gb|ACB05440.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 37 
 
 Score = 53.9 bits (128), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 35/37 (94%), Positives = 35/37 (94%) 
 
Query: 97  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           FLGNAG AMRSLTAAV AAGGNATYVLDGVPRMRERP 
Sbjct: 1   FLGNAGTAMRSLTAAVVAAGGNATYVLDGVPRMRERP 37 
 
 
>ref|YP_795412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           brevis ATCC 367] 
 gb|ABJ64381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           brevis ATCC 367] 
          Length = 435 
 
 Score = 53.9 bits (128), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 93/372 (25%), Positives = 158/372 (42%), Gaps = 38/372 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I++     +SG V + G+K+    IL  + L++ G T + N+    DV+ M   LR L 
Sbjct: 2   EKIIVHGGNRLSGVVHIEGAKNAVLPILAASILAQDGITHLANVPVLSDVYTMNKVLRFL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            L V+ D+ AKR V +    +   E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NLKVDFDE-AKREVTIDATKQVSSEAPFEYVSKMRASI-VVMGPLLARL----GHARVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
            G   +  RPI   + GL+ LGA ++   G  +    R      L G  + L    S    
Sbjct: 116 PGGCAIGTRPIDLHLKGLEALGARIEQHDGYIEAFADR------LQGAHIYLDFP-SVGA 168 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              +LMAA LA G     +ID +   P +     ++ + G     + + +   + G  +  
Sbjct: 169 TQNILMAACLAKGTT---VIDNVAREPEIVDLANILNKMGANVRGAGT-ETIRVDGVDQM 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              +++ V+ D   A  F+ GAA+T G V ++      ++ +      L+ MG +VT    
Sbjct: 225 HGAEHSVVQ-DRIEAGTFMVGAALTHGNVLIQDG---IVEHNKPLISKLQEMGVQVTEEA 280 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA---- 354 
             + V GP R       L+  DV     P    D+   + ++ L A+G + + +       
Sbjct: 281 AGIRVIGPDR-------LQPTDVKTLPYPGFPTDMQPQMTILQLAAEGTSTMTETVFENR 333 
 
Query: 355 SWRVKETERMVA 366 
              ++E  RM A 
Sbjct: 334 FMHLEELRRMNA 345 
 
 
>ref|YP_001197964.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus suis 
           05ZYH33] 
 gb|ABP89564.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus suis 
           05ZYH33] 
          Length = 151 
 
 Score = 53.9 bits (128), Expect = 4e-05,   Method: Compositional matrix adjust. 
 Identities = 35/129 (27%), Positives = 64/129 (49%), Gaps = 5/129 (3%) 
 
Query: 320 LKAIDVNMNKMPDVAMTLAVVALFAD---GPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
           LK  ++    +P +   L ++ L A+   G T I D    +V ET+R+  +   L  +GA 
Sbjct: 22  LKGTEIAGELIPRLIDELPIITLIANQAHGTTIICDAEELKVTETDRIQVVADALNSMGA 81 
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Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA--CAEVPVTIRDPGCTRKTFPD 434 
           ++E   D  II  P  L+   I+T+ DHR+ M  ++AA    +  V +        ++P  
Sbjct: 82  TIEPTEDGMIIHGPTALHGAEINTFGDHRIGMMTAIAALLAKDGEVVLERAEAINTSYPA 141 
 
Query: 435 YFDVLSTFV 443 
           +F+ L++ + 
Sbjct: 142 FFEHLNSLM 150 
 
 
>ref|YP_003555177.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           violacea DSS12] 
 dbj|BAJ00399.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           violacea DSS12] 
          Length = 422 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 100/404 (24%), Positives = 165/404 (40%), Gaps = 56/404 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +Q  K ++G V + G+K+ +  IL+   L+E   V+ N+ +  DV+     LR LG 
Sbjct: 2   DKLKIQASKALAGEVVISGAKNAALPILMAGVLAETDFVISNVPDLRDVNTSCELLRCLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V     ++  +       F  P +  K      L    +  R  TA V+  GG A    
Sbjct: 62  AEVSRTDNSEVRISTTSLDNFCAPYDLVKTMRASILILGPLLARFGTADVSLPGGCA--- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RP+   + GL+Q+GA ++   G     ++    G L G  + +   +S    
Sbjct: 119 ------IGARPVNLHLHGLEQMGAKIEVKEGY----IKARVDGRLKGAHIFMD-MVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              LLMAA LA G+    II+     P V      +   G K E + + D   I+G +   
Sbjct: 168 TENLLMAASLADGET---IIENAAREPEVVDLANCLIAMGAKIEGAGT-DSIRIQGVESL 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV----LEMMGAKV 298 
           +   +  V  D      FL  AA+T G +         ++ D K  E     LE  GAK+ 
Sbjct: 224 QGC-HYRVMPDRIETGSFLIAAAVTRGKI-------RCVKADPKTLEAVLAKLEDAGAKI 275 
 
Query: 299 T----WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           T    W E  +    P          KA+++     P    D+     ++   A+G + I 
Sbjct: 276 TTGNDWIELDMQGQRP----------KAVNIKTVPYPGFPTDMQAQFCLLNALAEGTSTI 325 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            +     + E   M     EL ++GA++E   + CII   E+LN 
Sbjct: 326 TET----IFENRFMHV--PELIRMGANMELEGNTCIIQGIERLN 363 
 
 
>ref|YP_902699.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pelobacter 
           propionicus DSM 2379] 
 gb|ABL00642.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pelobacter 
           propionicus DSM 2379] 
          Length = 417 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 88/384 (22%), Positives = 157/384 (40%), Gaps = 51/384 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++Q   ++SG V + GSK+ +  IL+   L+ G   + N+    D++  +  L +LG 
Sbjct: 2   DKLIIQGGTKLSGEVLVSGSKNAALPILISTVLAPGKNEISNVPFLRDINTTIKVLESLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE +    +    G        D               ++++ A+V   G      G  
Sbjct: 62  ARVEGNGHVVKVDTAGINSHEATYD--------------LVKTMRASVLVLGPLLARFGK 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RPI   + GL+ LGA++    G      R      L G ++    S  
Sbjct: 108 ARVSLPGGCAIGARPINLHLKGLQALGAEIILEHGYVAAKAR-----QLKGSRINFDVST 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
                  L+MAA  A G+    +++     P +    R++ R G + E + + D   I+G 
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Sbjct: 163 VGGT-EHLMMAAATAKGE---SLLENAAREPEIIDLARILNRMGARIEGAGT-DTIRIQG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             +  +P +  V  D   A  F+  AAITGG + ++G     L   V F   L+  G ++ 
Sbjct: 218 VAEL-APVSYEVMPDRIEAGTFMIAAAITGGDIRIKGMKLEHLDALV-FK--LQDAGVEI 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           +  +  V V GP       + ++++++     P    D+      +   ADG + I     
Sbjct: 274 SSRDNVVRVKGP-------RKIRSVNIKTRPYPGFPTDMQAQFMALMCKADGASVI---- 322 
 
Query: 355 SWRVKETERMVAIRTELTKLGASV 378 
           S  + E   M     EL + GA + 
Sbjct: 323 SENIFENRFMHV--AELLRFGADI 344 
 
 
>ref|YP_003590968.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bacillus tusciae 
           DSM 2912] 
 gb|ADG07824.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bacillus tusciae 
           DSM 2912] 
          Length = 420 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 98/404 (24%), Positives = 169/404 (41%), Gaps = 43/404 (10%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           I++Q  + + GTV++ G+K+ S  IL  + L+ EG  VV+++    DV  M   ++ LG+ 
Sbjct: 4   ILVQGGRPLKGTVRVSGAKNASLPILAASLLAVEGRCVVEDVPILRDVDCMCDMIQALGV 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V+ +      VV     +    +A  E+   +  + + M  L A      G+A   L G 
Sbjct: 64  DVQREPGG---VVRLNAEEVSHTEAPYELVRRMRASFVVMGPLLARF----GHARVALPG 116 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
              +  RP+   + G + LGADV     ++    P       G L G +V L    S    
Sbjct: 117 GCAIGARPVDQHIKGFEALGADVTVEHGYVEARAPR------GRLRGNRVYLDIP-SVGA 169 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA LA G   + II+     P +      + + G +   + + D   ++G  +  
Sbjct: 170 TQNIMMAAALADG---LTIIENAAKEPEIVDLANFINKMGGRVRGAGT-DVIRVEGVDRL 225 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +  ++  +     + ++ LAGA ITGG + VEG  +T L+        L+  G  V     
Sbjct: 226 RGVEHTVIPDRIEAGTFLLAGA-ITGGEIYVEGAISTHLK---PLLAKLKETGVHVEDDV 281 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKE 360 
             + V G P +       +A+D+  +  P     M   ++AL    P       S  V E 
Sbjct: 282 NGIFVAGGPGQ-------RALDIKTHYYPGFPTDMQAQIMALLTIIP------GSSMVTE 328 
 
Query: 361 T--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           T  E       EL ++GA +       +I    KL    +++ D 
Sbjct: 329 TVFENRFMHVAELQRMGADIRVEGRTAVIEGVPKLTGARVNSTD 372 
 
 
>ref|ZP_03936449.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           striatum ATCC 6940] 
 gb|EEI77099.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           striatum ATCC 6940] 
          Length = 422 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 110/437 (25%), Positives = 172/437 (39%), Gaps = 53/437 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV + G+K+   +++  A L+EGTT + N     DV  M   L  LG  VE D +   
Sbjct: 13  LEGTVVVDGAKNSVLKLMAAALLAEGTTTLTNCPQILDVPLMCKVLEGLGCEVEIDGSVV 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV------TAAGGNATYVLDGVPR 128 
              V     K P  +A  +          A+R   A+V      TA  G+A   L G    
Sbjct: 73  SITV----PKKPQSNADFD----------AVRQFRASVCVLGPLTARCGHAKVALPGGDA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
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           +  RP+     GL+++GA      G       V    GL G  +KL    S      +L  
Sbjct: 119 IGSRPLDMHQSGLEKMGARTRIEHGA-----VVAEADGLHGASIKLDFP-SVGATENILT 172 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    ++      P +     +++  G   E   S     I+G +K   P    
Sbjct: 173 AAVLADGET---VLHNAAREPEIVDLCTMLKEMGANIEGEGS-STITIRGVEKLH-PTEH 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V GD   A  +   A +T G +TV G     L   +   E L+  GA++   +    V  
Sbjct: 228 KVIGDRIVAGTWAYAAVMTQGDITVGGIAPRHLHLPL---EKLKSAGAEIEAYDNGFRVC 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RDVASWRVKETER 363 
                   RK   A+D      P     L  +A+     ADG T I  +V   R +  +  
Sbjct: 285 -------MRKRPVAVDYQTLPYPGFPTDLQPMAIGLSAIADGTTIITENVFESRFRFVDE 337 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M+       +LGA  +    + +I   E+L+ T + + D    A     A CA+   T+  
Sbjct: 338 ML-------RLGADAQVDGHHVVIRGQERLSSTHVWSSDIRAGAGLVLSALCADEVTTVH 390 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           D     + +P++ + L+ 
Sbjct: 391 DVFHIDRGYPNFVENLT 407 
 
 
>ref|YP_002774913.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brevibacillus 
           brevis NBRC 100599] 
 dbj|BAH46409.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brevibacillus 
           brevis NBRC 100599] 
          Length = 438 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 92/376 (24%), Positives = 158/376 (42%), Gaps = 47/376 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG-TTVVDNLLNSEDVHYMLGALRTL 63 
           ++I+++  K ++G VK+ G+K+    I+  + L+E  T V+ ++   +DV  +   L+++ 
Sbjct: 2   DKIIVRGGKALAGNVKVSGAKNAVLPIIAASILAEEETCVISDVPGLDDVRTICDLLKSM 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G+S+  D      + +       VE + E V+         MR+   +   + A  G A  
Sbjct: 62  GISLTYDH---EVLTIDASKLTSVEASYELVR--------KMRASFLVMGPLLARKGQAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA ++   G     V     G L G K+ L  + S  
Sbjct: 111 VALPGGCAIGTRPIDQHLKGFEAMGAKIEIGQGFIEATVE----GRLKGAKIYLDIA-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      + R G K   + +     I+G + 
Sbjct: 166 GATENIMMAAALAEGTT---LIENAAEEPEIVDLANFLNRMGAKIRGAGTGS-IRIEGVE 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K K   +  +  D   A  F+  AAITGG V VEG     L+        L  MG  +   
Sbjct: 222 KMKGCTHCVIP-DRIEAGTFMVAAAITGGDVFVEGAICDHLK---SVTAKLREMGVDIEE 277 
 
Query: 301 TETSVTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
            E  + V  TGP         +KA+D+     P    D+   +  + L ++G + + +   
Sbjct: 278 QENGIRVRRTGP---------MKAVDLKTLPYPGFPTDMQSQMMALLLVSEGTSIVTETV 328 
 
Query: 355 ----SWRVKETERMVA 366 
                  V+E  RM A 
Sbjct: 329 FENRFMHVEEFRRMNA 344 
 
 
>ref|YP_001797038.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. necessarius STIR1] 
 sp|B1XSU7.1|MURA_POLNS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACB43424.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. necessarius STIR1] 
          Length = 424 
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 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 103/417 (24%), Positives = 170/417 (40%), Gaps = 54/417 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL    L++   V+ N+ + +DV  ML  L+ +G++++   A   
Sbjct: 12  LKGEVVIAGAKNAALPILCACLLTDQPVVLRNVPDLQDVRTMLKLLQEIGVTIDFPSAGD 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-------LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           R+ +V         +A  E+        L LG   +  R  +A V+  GG A         
Sbjct: 72  RSYMVLNAAVIKSSEATYEMVKTMRASILVLGP--LLARMHSAKVSLPGGCA-------- 121 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  RP+   + GLK +GA +     ++  +  P        L G  + L+  I+      
Sbjct: 122 -IGARPVDQHIKGLKAMGATIKIKSGYIQAETKPQSDR----LKGASI-LTDMITVTGTE 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAA LA G     +++     P V     L+ + G K     S DR  I+G  K    
Sbjct: 176 NLLMAATLASGTT---VLENAAREPEVGDLAELLVKMGAKISGIGS-DRLVIEGVDKLHG 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMGAKVTWTET 303 
            +++ +  D   A  FL     TGG +TV+ C   +L    VK  E          W +  
Sbjct: 232 AEHSVIP-DRIEAGTFLCAVVATGGEITVKHCRPDTLDAVIVKLKEAGLQTEIGPDWIKA 290 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S  + G P         KA++   ++ P    D+   L  V   A G + I +        
Sbjct: 291 S--MQGRP---------KAVNFRTSEYPAFPTDMQAQLMTVNAIAAGSSMITETIF---- 335 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
              R + ++ EL +LGA +    +  I    EKL+  AI    D R + +  +A  A 
Sbjct: 336 -ENRFMHVQ-ELNRLGADIAIEGNTAIAQGVEKLS-GAIVMATDLRASASLVIAGLA 389 
 
 
>ref|ZP_05788793.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Synechococcus 
           sp. WH 8109] 
 gb|EEX05993.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Synechococcus 
           sp. WH 8109] 
          Length = 432 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 100/409 (24%), Positives = 159/409 (38%), Gaps = 48/409 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++ G+K+ +  ++  + LSE T  + N+ +  D+  M   L  LG+ V        
Sbjct: 23  LKGTLRVSGAKNSALVLMTASLLSEETIELTNIPSLTDIDGMSAILEALGVQVNRQSDCI 82 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R       G  P  +    ++    + G  +  L        G+A   L G  R+  RP+ 
Sbjct: 83  RLTAAKLSGSAPPYELVNSLRASFFSIGPLLGRL--------GHARVPLPGGCRIGARPV 134 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSALLM 188 
            + + GLK LGA V+   G     V        PG K +L+G+       S      +LM 
Sbjct: 135 VEHIRGLKTLGAVVNVEHGIVTASV--------PGSKKRLTGAQIVLDCPSVGATETILM 186 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   +  I+     P V+    L+   G +   +       + G ++ +   N  
Sbjct: 187 AAVLADG---VSTIENAAQEPEVQDLANLLNTMGAQVSGA-GGPVITVNGVERLRGCTNY 242 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V  D   A  FL  AAIT   + VE      L   +   + L   G  +     +VT+T 
Sbjct: 243 PVIPDRIEAGTFLMAAAITRSPLVVEPVIPEHLSAVI---QKLRDCGCSIEIKGRTVTIT 299 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
             P E      + A+D+     P    D+      V   A G + I +      K  E   
Sbjct: 300 --PGE------ITAVDITTQPFPGFPTDLQAPFMAVMCTAKGISVISE------KIYENR 345 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           +    EL ++GAS+       II    +L+   + T  D R A A  LA 
Sbjct: 346 LQHVAELQRMGASIRLEGSTAIIEGVAQLSAAPV-TGTDLRAAAAMVLA 393 
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>ref|YP_002943080.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Variovorax 
           paradoxus S110] 
 sp|C5CQI8.1|MURA_VARPS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACS17814.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Variovorax 
           paradoxus S110] 
          Length = 429 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 69/280 (24%), Positives = 124/280 (44%), Gaps = 40/280 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  +++ G V + G+K+ +   L  A L++    + N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIRGGRQLRGEVLISGAKNAALPELCAALLTDQPVTLHNVPRLQDVSTMLKLVRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           ++ E D       V    G   + +A  E+          ++++ A+V A G      G+ 
Sbjct: 62  VAAERD---DNGTVRLDAGDLSIPEAPYEL----------VKTMRASVLALGPLLARFGH 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS- 177 
           A   L G   +  RP+   + GL+ +GA++    G          I  LP G+ +L G+  
Sbjct: 109 AKVSLPGGCAIGSRPVDQHIKGLQAMGAEIVVEHGY--------MIASLPAGRTRLKGAR 160 
 
Query: 178 -----ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSW 231 
                ++       LMAA LA G+    +++     P +     ++ R G + E H  S  
Sbjct: 161 ILTDMVTVTGTENFLMAAALAEGET---LLENAAQEPEIVDLAEMLIRMGARIEGHGTSH 217 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 271 
            R  I+G +K    ++A V  D   A  FL   A TGG V 
Sbjct: 218 IR--IQGVEKLHGCEHAVV-ADRIEAGTFLCAVAATGGDV 254 
 
 
>ref|ZP_03228143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           coahuilensis m4-4] 
          Length = 436 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 95/377 (25%), Positives = 156/377 (41%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++I+++  ++++GTVK+ G+K+    ++    L SEG +V+ ++    DV+ +   LR L 
Sbjct: 2   DKIIVRGGQKLNGTVKVEGAKNAVLPVIAATLLASEGKSVIKDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +            G+  V+  +E   L +      +R + A+V   G      G 
Sbjct: 62  NADVSFEN-----------GEITVDATRE---LLVEAPFEYVRKMRASVLVMGSLLGRLG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V    G     +     G L G KV L    
Sbjct: 108 KARVALPGGCAIGSRPIDQHLKGFEAMGAKVKVGNGF----IEAEVAGKLQGAKVYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G   I I+D +   P +     L+ + G   + + +     I+ 
Sbjct: 164 -SVGATENIMMAAVLAEG---ITILDNVAKEPEIIDLANLLNKMGANVKGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K    ++ +V  D   A  F+  AAIT G V V G     L         ++ MG + 
Sbjct: 219 GVDKLHGVEH-HVIPDRIEAGTFMVAAAITEGNVLVRGAVPEHLS---SLIAKMKEMGVE 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +      + V GP       K LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 IQEEGDGLRVIGP-------KELKAVDIKTMPHPGFPTDMQAQMMSLLLKADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|YP_003338602.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Streptosporangium 
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           roseum DSM 43021] 
 gb|ACZ85859.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Streptosporangium 
           roseum DSM 43021] 
          Length = 438 
 
 Score = 53.9 bits (128), Expect = 5e-05,   Method: Compositional matrix adjust. 
 Identities = 84/310 (27%), Positives = 137/310 (44%), Gaps = 29/310 (9%) 
 
Query: 5   EEI-VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           EE+ +++P   + G V++ GSK+  ++ ++ A L  G + + N  +  +V      LR L 
Sbjct: 3   EEVWLIEPSGPLRGDVEVRGSKNGVSKHMVAAMLGTGESTIHNAPDVGEVGITAQMLRAL 62 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           G+ VE      R + +  G +  P   A      F G   I +  L   +  AG     + 
Sbjct: 63  GIDVE---ITPREIRIAQGPQINPHVPAA-----FTGLNRIPILMLGPLLHLAGEAFVPL 114 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIG-GLPGGKVKLSGSISS 180 
           + G P  R RP+   V  L+ +GA+V+    G      R+ G    LP   V  + +I   
Sbjct: 115 VGGDPIGR-RPVDFHVEALRAMGAEVEVSDTGVYAKAKRLRGTRLELPYPSVGATETI-- 171 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                 LM+A LA G   ++     +    VE+ L  ++R G + E S    R  I+G + 
Sbjct: 172 ------LMSAVLAEGKTVLK--GAAMEPEVVELAL-FLQRMGARIELSPD-RRIVIEGVE 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           + +   + ++ GD   A  +LA   ITGG V V GC    L   V     L  MGA++   
Sbjct: 222 RLRG-ASTWLNGDRIEAFSYLAAGLITGGEVRVHGCPQDRL---VTAITTLARMGAEMDI 277 
 
Query: 301 TETSVTVTGP 310 
           T+  V+ + P 
Sbjct: 278 TDDYVSASAP 287 
 
 
>ref|YP_003465659.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           seeligeri serovar 1/2b str. SLCC3954] 
 emb|CBH28577.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           seeligeri serovar 1/2b str. SLCC3954] 
 gb|EFS02106.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           seeligeri FSL S4-171] 
          Length = 430 
 
 Score = 53.5 bits (127), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 95/402 (23%), Positives = 167/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+V+ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSVLKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         V V   G+   +   E V           R + A++   G      G 
Sbjct: 62  NADV---SFVNDEVTVDATGEITSDAPFEYV-----------RKMRASIVVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RP+   + G + +GA V    G             L G KV L    
Sbjct: 108 SARVALPGGCAIGSRPVDLHLKGFEAMGAIVKIENGYIEATAE-----KLVGAKVYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 163 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG + 
Sbjct: 218 GVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   +  + V GP +       LKA+DV     P    D+   + V+ + ++G + + +  
Sbjct: 274 IIEEDNGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTET 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 327 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
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>ref|YP_001939082.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Methylacidiphilum 
           infernorum V4] 
 sp|B3DYW2.1|MURA_METI4 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACD82484.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Methylacidiphilum 
           infernorum V4] 
          Length = 421 
 
 Score = 53.5 bits (127), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 102/424 (24%), Positives = 169/424 (39%), Gaps = 60/424 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G + + GSK+ +  IL    L+    V+  + N  D+ YML  L+ LG 
Sbjct: 2   EKFIIKGGNPLEGKITISGSKNSALPILAATLLTPEECVIHRVPNLSDIRYMLEILKFLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V  +K   R        K  +  +     L        +R + A++   G      G  
Sbjct: 62  AQVHYEKGTVRI-------KSKIVHSTAPYDL--------VRKMRASICILGPLIARCGQ 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   + +RPI   + GL++LGAD++   G     V  +G G L G  + L G   
Sbjct: 107 ARVSLPGGCVIGDRPIDLHITGLQKLGADIEIIKGD----VVAHG-GILRGTSINLKGKY 161 
 
Query: 179 SSQYLSA--LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            S  L    ++MAA  A G     II+     P VE     +   G K     +  +  I 
Sbjct: 162 GSTVLGTDNVMMAACQAEGTT---IIEGAACEPEVEDLAHFLSSMGAKISGMGT-QQLII 217 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G ++    +   +  D   A  F   AA+T G + +E      + G V   E L+  GA 
Sbjct: 218 EGVKELHGCEYTIIT-DRIEAGTFAVAAAMTKGNLLLEHAPVEHM-GSV--LEKLKDCGA 273 
 
Query: 297 KVTWTETSVTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
            +      + V  +GP         L+A ++     P    D+      +A  A+G + I 
Sbjct: 274 SIEIESQGIRVSRSGP---------LRAFEIVTAAYPGFPTDMQAQFCAMATVAEGTSKI 324 
 
Query: 351 -RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 409 
             ++   R           +EL +LGA +E   +  +I   E+L+   +    D R + A 
Sbjct: 325 VENIFPNRFMHI-------SELKRLGAMIELSQNQALIHGTERLSGAPV-MASDLRASAA 376 
 
Query: 410 FSLA 413 
             LA 
Sbjct: 377 LVLA 380 
 
 
>ref|ZP_06697214.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1679] 
 gb|EFF27453.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1679] 
          Length = 433 
 
 Score = 53.5 bits (127), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 89/374 (23%), Positives = 157/374 (41%), Gaps = 49/374 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVKLS 175 
             + G   + +RPI   + G + LGA +          ++ NG        L G  + L  
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAKI----------IQKNGYIEAIADELIGNTIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA  A G     II+ +   P +     ++ + G    +    +    
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Sbjct: 163 FP-SVGATQNIMMAAVKAKGTT---IIENVAREPEIVDLANILNKMGAHV-YGAGTETMR 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G     +  ++ V+ D   A  F+  AA+T G V +      S       ++++E MG 
Sbjct: 218 IEGVDHLHAVNHSIVQ-DRIEAGTFMVAAAMTEGNVLI--ADAISEHNRPLISKLIE-MG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A++   E  + V GP       KH+   DV     P    D+   +  + L A+G + +  
Sbjct: 274 AEIIKEEGGIRVIGP-------KHILPTDVKTMPHPGFPTDMQAQMTAIQLVAEGISVVT 326 
 
Query: 352 D-VASWRVKETERM 364 
           + V   R +  E M 
Sbjct: 327 ETVFENRFQHLEEM 340 
 
 
>ref|ZP_08142636.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas sp. TJI-51] 
 gb|EGB96073.1| bifunctional cyclohexadienyl dehydrogenase/ 3-phosphoshikimate 
           1-carboxyvinyltransferase [Pseudomonas sp. TJI-51] 
          Length = 409 
 
 Score = 53.5 bits (127), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 32/94 (34%), Positives = 52/94 (55%), Gaps = 6/94 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP   ++G +++PG KS+S+R ++L +L+EGTT V+  L  ED    L A R +G+ +E  
Sbjct: 321 QPGGRLNGRIRVPGDKSISHRSIMLGSLAEGTTEVEGFLEGEDALATLQAFRDMGVVIEG 380 
 
Query: 70  DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLGNAG 102 
               +  +  VG  G  P         L++GN+G 
Sbjct: 381 PNHGRVTIHGVGLHGLKPPPGP-----LYVGNSG 409 
 
 
>ref|ZP_05359516.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           radioresistens SK82] 
 ref|ZP_06072183.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           radioresistens SH164] 
 gb|EET83775.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           radioresistens SK82] 
 gb|EEY86397.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           radioresistens SH164] 
          Length = 419 
 
 Score = 53.5 bits (127), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 103/411 (25%), Positives = 170/411 (41%), Gaps = 46/411 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L+E    + N+ N +DV+ ++  +  LG+S+       
Sbjct: 11  KLQGEVRISGAKNAALPLLAATILAETPITLTNVPNLKDVNTLVELIAGLGISISYSGDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            +A       +F P E  K      L    +  R  +A V+  GG A         +  R 
Sbjct: 71  VKADTSTLNNQFAPYELVKTMRASILVLGPLVARYGSAQVSLPGGCA---------IGSR 121 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   +  L+ LGA ++   G     V     G L G  +     ++      +LMAA L 
Sbjct: 122 PVDQHLKALEALGAHIEVENGY----VNAKVDGRLKGADITFD-MVTVGGTENILMAAVL 176 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   +  +      P +     ++ + G K E  D+ D   I G +  +  + A V   
Sbjct: 177 AEG---VTTLRNAACEPEITDLANMLIKMGAKIEGVDT-DTLVITGVESLQGCEYAVVAD 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVTGPP 311 
              + SY LA AAITGG V       T L+  + KF E    MGA+VT  +  + +     
Sbjct: 233 RIETGSY-LAAAAITGGKVKTTHTDPTLLEAVLDKFEE----MGAEVTRGDDWIELDMQD 287 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDV-----AMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + P      KA+       PD      A  +AV A+     T    +   R          
Sbjct: 288 KRP------KAVSFRTLPHPDFPTDMQAQLMAVNAIGHGFATISETIFENRFMHV----- 336 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
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              EL+++GA+++ EG D  ++T  EKL+   +    D R + +  LAA A 
Sbjct: 337 --PELSRMGANIQVEGND-AVVTGVEKLSAAPV-MATDLRASFSLVLAALA 383 
 
 
>ref|ZP_06347761.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium sp. 
           M62/1] 
 gb|EFE10955.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium sp. 
           M62/1] 
 emb|CBK76743.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium cf. 
           saccharolyticum K10] 
          Length = 430 
 
 Score = 53.5 bits (127), Expect = 6e-05,   Method: Compositional matrix adjust. 
 Identities = 96/438 (21%), Positives = 186/438 (42%), Gaps = 36/438 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  + +++   +++NL +  D++ +L A+  +G 
Sbjct: 2   EQYIMKGGNPLVGEVTISGAKNAALGILAASIMTDEEVIIENLPDVRDINVLLEAIEEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D+  +    +       V    E ++        A      A+     +A   L  
Sbjct: 62  ARV--DRIDRHTARINARHIKEVSVDDEYIRKIR-----ASYYFIGALLGKYKSAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA+V+   G     V  + I  L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHIKGFRALGAEVEVKRGA----VVAHAI-DLVGSHIYLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+    II+     P+V      +   G   + + + D   I+G +K    
Sbjct: 169 NVMMAATLAEGET---IIENAAKEPHVVDVANFLNSMGANVKGAGT-DIIRIRGVRKLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AAIT G + V+      L+     A+++E MG +VT  + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMCAAAITRGDIMVQNVIPKHLEAIT--AKLIE-MGCEVTEFDEA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V G PR+    KH+    +     P D+   + V    A+G + + + +   R K  + 
Sbjct: 281 VRVVGKPRQ----KHMDIKTLPYPGFPTDMQPQITVTLALAEGTSVVTESIFENRFKYVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
                  EL+++G +++   +  II   +      ++   D R   A  +A  A    T+ 
Sbjct: 337 -------ELSRMGGNIKVEGNVAIIDGVKGFTGATVNA-PDLRAGAALVIAGLAAEGYTV 388 
 
Query: 423 RDP-GCTRKTFPDYFDVL 439 
            D  G  ++ + ++ + L 
Sbjct: 389 VDEIGYIQRGYENFEEKL 406 
 
 
>ref|ZP_08080242.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Lactobacillus 
           ruminis ATCC 25644] 
 gb|EFZ35222.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Lactobacillus 
           ruminis ATCC 25644] 
          Length = 434 
 
 Score = 53.5 bits (127), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 94/397 (23%), Positives = 164/397 (41%), Gaps = 51/397 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I++     + GTV++ G+K+    IL  + L SEG T + N+    DV+ M   +R L 
Sbjct: 2   EKIIVHGGHRLEGTVEIEGAKNAVLPILAASILASEGRTFLSNVPILSDVYTMSNVIRFL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V  D++ K  +V+   G    E   + V          MR+   +   + A  G+A  
Sbjct: 62  NVQVGLDESTK-TMVLDATGNLSYEAPFKYVS--------KMRASIVVLGPLLARLGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-----TDCPPVRVNGIGGLPGGKVKLS 175 
             + G   +  RPI   + GL+ +G +++   G     TDC          L G  + L  
Sbjct: 113 VAMPGGCAIGSRPIDLHLKGLEAMGVEIERHDGYIEARTDC----------LKGANIYLD 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++MAA LA G     II+ +   P +     ++ + G K  +    +    
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Sbjct: 163 FP-SVGATQNIMMAATLAKGTT---IIENVAREPEIVDLANVLNKMGAKV-YGAGTETIK 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           + G       ++  ++ D   A  F+  AA+T G V ++      ++ +      LE MG 
Sbjct: 218 VVGVDHLHGTEHTIIQ-DRIEAGTFMVAAALTKGNVLIKDA---IVEHNKPLISKLEEMG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
            +V   E  V + GP +       LK   +     P    D+   ++++ L ADG + +  
Sbjct: 274 VEVIDEEKGVRIIGPEK-------LKPTTIKTLPHPGFPTDMQPQMSILQLSADGTSILT 326 
 
Query: 352 D-VASWRVKETERMVAIRTELTKLGASV-EEGP-DYC 385 
           + V   R    E +  +  +    G SV   GP D+C 
Sbjct: 327 ETVFENRFMHLEELRRMNADFKIEGNSVILYGPTDFC 363 
 
 
>ref|ZP_06008579.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter fetus 
           subsp. venerealis str. Azul-94] 
          Length = 261 
 
 Score = 53.5 bits (127), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 69/257 (26%), Positives = 109/257 (42%), Gaps = 30/257 (11%) 
 
Query: 20  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 79 
           K+   KS+S+R  + + LS+  + + N L +ED    L  +  LG  VE            
Sbjct: 16  KVSSDKSISHRCAIFSLLSDKVSKISNYLEAEDTMNSLKIIEKLGAKVEFK--------- 66 
 
Query: 80  GCGGKFPVEDAKEEVQ----LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
              G + +   K+ V     L  GN+G AMR     +  AG +  +VL G   + ERP+  
Sbjct: 67  --NGVYLITPPKKIVSPNAILECGNSGTAMRIFMGLL--AGCDGFFVLSGDKYLNERPMK 122 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI-SSQYLSALLMAAPLAL 194 
            +   L Q+GA +D   G DC       I G        + S+ S+Q  +AL++A   +  
Sbjct: 123 RVASPLMQIGAKID---GRDCANKAPLAIRGGELNYFAYNSSVASAQVKTALILAGLCSA 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ-KYKSPKNAYVEGD 253 
           G    +  +  +S  + E  L      G+ A+ S S     +K  +  Y  P    V  D 
Sbjct: 180 G---CKFKEPELSRDHSERML-----LGMGAQISQSGLEIEVKPLKGAYLKPLILDVPND 231 
 
Query: 254 ASSASYFLAGAAITGGT 270 
            SS  ++   AAI  G+ 
Sbjct: 232 PSSCFFYAVAAAIIPGS 248 
 
 
>ref|YP_381189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Synechococcus 
           sp. CC9605] 
 sp|Q3AL98.1|MURA_SYNSC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB34634.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Synechococcus 
           sp. CC9605] 
          Length = 433 
 
 Score = 53.5 bits (127), Expect = 7e-05,   Method: Compositional matrix adjust. 
 Identities = 98/409 (23%), Positives = 162/409 (39%), Gaps = 48/409 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+++ G+K+ +  ++  + LSE T  + N+ +  D+  M   L +LG+ V+       
Sbjct: 24  LKGTLRVSGAKNSALVLMTASLLSEETIELTNIPSLTDIDGMSAILESLGVQVDRQSDCI 83 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R       G  P  +    ++    + G  +  L        G+A   L G  R+  RP+ 
Sbjct: 84  RLTAAELSGSAPPYELVNSLRASFFSIGPLLGRL--------GHAQVPLPGGCRIGARPV 135 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSALLM 188 
            + + GLK LGA V+   G     V        PG K +L+G+       S      +LM 
Sbjct: 136 VEHIRGLKALGAVVNVEHGIVTASV--------PGSKKRLTGAQIVLDCPSVGATETILM 187 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   +  I+     P V+    L+   G +   +       ++G ++ +   N  
Sbjct: 188 AAVLADG---VSTIENAAQEPEVQDLANLLNSMGGQVSGA-GGPLITVQGVERLRGCSNY 243 
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Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V  D   A  FL  AAIT   + VE      L   ++    L   G  +     +VT+T 
Sbjct: 244 PVIPDRIEAGTFLMAAAITRSPLVVEPVIPEHLSAVIQK---LRDCGCSIQIKGRAVTIT 300 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
             P E      + A+D+     P    D+      +   A G + I +      K  E   
Sbjct: 301 --PGE------ITAVDITTQPFPGFPTDLQAPFMALMCTAKGTSVISE------KIYENR 346 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           +    EL ++GAS+       I+    +L+   + T  D R A A  LA 
Sbjct: 347 LQHVAELQRMGASIRLEGSTAIVEGVAQLSAAPV-TGTDLRAAAAMVLA 394 
 
 
>ref|ZP_05215869.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           avium subsp. avium ATCC 25291] 
          Length = 417 
 
 Score = 53.1 bits (126), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 100/373 (26%), Positives = 147/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   + +    L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--TCNIEHGCVVAQAD---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVMDLCTMLNQMGAQVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 GVPRLY-PTEHRVIGDRIVAATWGIAAAMTRGDISVTGVDPAHLQ---VVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  VT   R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDDSFRVTQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|ZP_05085293.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudovibrio sp. 
           JE062] 
 gb|EEA94293.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudovibrio sp. 
           JE062] 
          Length = 429 
 
 Score = 53.1 bits (126), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 75/308 (24%), Positives = 131/308 (42%), Gaps = 37/308 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-K 71 
            +++G + + G+K+ +  +++ + L E T  ++N+    DV  +   L   G+    D K 
Sbjct: 10  NQLNGVIPISGAKNAALPLMIASLLCEDTLTLENVPRLRDVALLTQILSNHGVDYSVDGK 69 
 
Query: 72  AAKRAVVVG----------CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            A +  + G               P E   +    F     +  R  +A V+  GG A   
Sbjct: 70  RAGQDTMTGQTIHLNASNIVDTTAPYELVSKMRASFWVIGPLLARMHSARVSLPGGCA-- 127 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
                  +  RP+   + GLK LGAD++     D   V+    GGL GG+V     +S   
Sbjct: 128 -------IGTRPVDFFIDGLKALGADIEM----DRGYVQAEAKGGLKGGRVVFP-KVSVG 175 
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Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++MAA LA G+    +I+     P V      +   G K E + + D  +I+G    
Sbjct: 176 ATHTVMMAATLAKGE---SVIENAAQEPEVTDLANCLIGMGAKIEGAGT-DTIHIQGVDS 231 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV--KFAEVLEMMGAKVT 299 
             + ++  +     + +Y +A  A+TGG VT+EG      +GD+     +VL   G ++T 
Sbjct: 232 LGAHRHPVIPDRIETGTYAMA-VAMTGGEVTLEGA-----RGDLLESALDVLRQTGTEIT 285 
 
Query: 300 WTETSVTV 307 
            T   + V 
Sbjct: 286 ETNMGLKV 293 
 
 
>ref|ZP_05077320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium Y4I] 
 gb|EDZ45299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacterales 
           bacterium Y4I] 
          Length = 422 
 
 Score = 53.1 bits (126), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 98/409 (23%), Positives = 170/409 (41%), Gaps = 42/409 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + + G+K+    ++    LSE    + N     D+  M   L++LG  V + +  + 
Sbjct: 12  LNGQIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIKTMTLLLQSLGAEVSSLQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+           A  E+   +  + + +  + A +    G A   L G   +  RP+ 
Sbjct: 72  --VLALSSHDLTSHVADYEIVRKMRASNLVLGPMLARL----GQAVVSLPGGCAIGARPM 125 
 
Query: 135 GDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
              + GL+ LGA++   D +L    P       GGL G  V+LS + S      ++MAA  
Sbjct: 126 DLHIHGLEALGAEIELKDGYLHAKAP-------GGLKGAVVELSFA-SVGATENIMMAAT 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     +I      P +      + + G + E  D      I+G  +     +  V  
Sbjct: 178 LAKGTT---VIKNAAREPEIVDLADCLRKMGAQIE-GDGSPNITIQGVDRLHGATHQVVT 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
                 +Y LA  AI GG V + G   + L+    F + LE  G ++T  E S+TV+    
Sbjct: 234 DRIELGTYMLA-PAICGGEVELLGGRRSLLE---SFCDKLEAAGIEITEHENSLTVS--- 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               GR  ++A+DV     P    D+   +  +   A+G + + +    ++ E   M A  
Sbjct: 287 -RKNGR--VRAVDVVTEPFPGFPTDLQAQMMALMCTAEGTSVLEE----KIFENRFMHA- 338 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             EL ++GA +E    +  +T  EKL    +    D R +++  LA  A 
Sbjct: 339 -PELVRMGAQIEVHGGHATVTGVEKLKGAPV-MATDLRASVSLILAGMA 385 
 
 
>ref|ZP_04153908.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           pseudomycoides DSM 12442] 
 ref|ZP_04159645.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           mycoides Rock3-17] 
 gb|EEM08588.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           mycoides Rock3-17] 
 gb|EEM14456.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           pseudomycoides DSM 12442] 
          Length = 434 
 
 Score = 53.1 bits (126), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 150/377 (39%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
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Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V   +G       V+  G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVK--VGNGFVEAYVD--GQLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     +++     P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIMSAATLAKGTT---VLENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 219 GVDKLYGAHHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           V      V V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 VIEENEGVRVIGPSK-------LKAVDIKTMPHPGFPTDMQSQMMALLLHADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|YP_002132763.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           sp. K] 
 sp|B4UAY6.1|MURA_ANASK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACG71634.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           sp. K] 
          Length = 422 
 
 Score = 53.1 bits (126), Expect = 8e-05,   Method: Compositional matrix adjust. 
 Identities = 96/386 (24%), Positives = 163/386 (42%), Gaps = 48/386 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++    + G+V + G+K+ +  ++  A L+EG   V N+ +  DV  +   L  +G 
Sbjct: 2   DKIVIEGGVPLRGSVDVSGAKNAALPVIAAALLAEGEHEVRNVPDLADVRTLGKLLGHMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   +  +R V +        E   E V+    +  + +  L A +    G A   L  
Sbjct: 62  CEVARGEGDRRTVRLRVPAAVAPEAPYELVKTMRASV-LVLGPLLARL----GRARVSLP 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYL 183 
           G   +  RPI   +  L  LGA++    G       VN    +P G+++ +  +  +Q + 
Sbjct: 117 GGCAIGARPIDQHLKALTALGAEIRIEHGY------VNAT--VPRGRLRGTVFTFDAQTV 168 
 
Query: 184 SA---LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +    ++MAA LA G+    ++      P V+     +   G   E + + D  +I+G   
Sbjct: 169 TGTENVMMAAALAEGET---VLRNCAREPEVKDLGDALVAMGALVEGAGT-DEIWIEGVP 224 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             +   +A +  D   A  FL   A+ G  VTV GC     +      E L  +GA+VT  
Sbjct: 225 SLRPLSHAVIP-DRIEAGTFLVAGALPGNDVTVRGCVAAHQEA---LVEKLRAVGAEVTK 280 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + V G  R        + +DV     P    D+   L V+   ADG        +  
Sbjct: 281 VEGGLRVVGDGRP-------RPVDVRTAPHPGFPTDMQAQLMVLLCLADG--------TS 325 
 
Query: 357 RVKET---ERMVAIRTELTKLGASVE 379 
           R+ ET    R + ++ EL +LGA VE 
Sbjct: 326 RITETVFENRFMHVQ-ELIRLGAHVE 350 
 
 
>ref|ZP_05826488.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Acinetobacter sp. 
           RUH2624] 
 gb|EEW98154.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Acinetobacter sp. 
           RUH2624] 
          Length = 418 
 
 Score = 53.1 bits (126), Expect = 8e-05,   Method: Compositional matrix adjust. 
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 Identities = 104/413 (25%), Positives = 175/413 (42%), Gaps = 48/413 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPITLTNVPNLKDVNTLVKLIGGLGVTISYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V     G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHATVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   I  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALADG---ITTIRNAAREPEITDLAQMLIKMGAKIEGIDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V       + L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPSLLESVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MLGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  ++T  EKL    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AVVTGVEKLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|YP_003800152.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Olsenella uli 
           DSM 7084] 
 gb|ADK67272.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Olsenella uli 
           DSM 7084] 
          Length = 426 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 94/378 (24%), Positives = 148/378 (39%), Gaps = 38/378 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G V + G+K+ + +++    L+ GTT + N+ N  DVH M   L+ LG  +E +     
Sbjct: 12  IGGEVTVEGAKNSALKLMAATILAPGTTTLANVPNISDVHVMGKVLKYLGAHIEVENEHT 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V      K+       E    L     A  ++   +    G A   + G   +  R I 
Sbjct: 72  LKVDTSSVDKW-------ETPYHLVAQMRASTAVLGPLLGRFGKAIVAMPGGCNIGARKI 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              ++GL+ LG   +     D   +      GL GG V L  + S      L+MAA  A  
Sbjct: 125 DMHILGLEALGVRFEV----DHGNIHATTPNGLTGGMVTLDFA-SVGATENLMMAAVRAR 179 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   +  ID     P +     L+   G K   + S     I+G  + +  +   V GD  
Sbjct: 180 G---VTTIDNAAREPEIVDLANLLNEMGAKVRGAGS-PVIEIEGVDELRPLETHAVVGDR 235 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  F+A A I G  VTV+G     L   +K     E+MG  V      VTV        
Sbjct: 236 IEAGTFIAMAGICGQPVTVKGFEPAHLGLVLK---KYELMGLDVERGAHKVTVA------ 286 
 
Query: 315 FGRKHLKAIDVNMNKMPDV-----AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
              + +++ D+     P       A T+ ++AL  D       + +  V E   M A  + 
Sbjct: 287 -RSRPIRSTDIQTLPFPGFPTDMQAQTMCLLALGDDSC-----IVTENVFENRFMFA--S 338 
 
Query: 370 ELTKLGASVEEGPDYCII 387 
           EL ++GA +     + I+ 
Sbjct: 339 ELQRMGAEIRIEGHHAIV 356 
 
 
>ref|ZP_04165189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           mycoides Rock1-4] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1687



 

 

 gb|EEM03175.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           mycoides Rock1-4] 
          Length = 434 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 150/377 (39%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V   +G       V+  G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVK--VGNGFVEAYVD--GQLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     +++     P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIMSAATLAKGTT---VLENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 219 GVDKLYGAHHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           V      V V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 VIEENEGVRVIGPSK-------LKAVDIKTMPHPGFPTDMQSQMMALLLHADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|XP_002371877.1| AROM polypeptide/ shikimate-quinate 5-dehydrogenase [Toxoplasma 
            gondii ME49] 
 gb|EEB04737.1| AROM polypeptide/ shikimate-quinate 5-dehydrogenase [Toxoplasma 
            gondii ME49] 
 gb|EEE27216.1| AROM polypeptide/ shikimate-quinate 5-dehydrogenase, putative 
            [Toxoplasma gondii VEG] 
          Length = 3332 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 26/50 (52%), Positives = 35/50 (70%) 
 
Query: 250  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            VE DA++ASYF+A AA+ GG V +    +TSLQGD+ FAE+L   G  V+ 
Sbjct: 1236 VEADATAASYFMAMAAVAGGRVHMNVDRSTSLQGDIAFAEMLPHFGCSVS 1285 
 
 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 17/46 (36%), Positives = 29/46 (63%) 
 
Query: 391  EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
            ++L + A+++  DHR+AM+F++       V IRD  C  KTF D++ 
Sbjct: 1612 QQLELVAVESESDHRVAMSFAILGLVRTDVGIRDWQCVDKTFADFW 1657 
 
 
>gb|AAQ83833.1| AROM polypeptide [Toxoplasma gondii] 
          Length = 3332 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 26/50 (52%), Positives = 35/50 (70%) 
 
Query: 250  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            VE DA++ASYF+A AA+ GG V +    +TSLQGD+ FAE+L   G  V+ 
Sbjct: 1236 VEADATAASYFMAMAAVAGGRVHMNVDRSTSLQGDIAFAEMLPHFGCSVS 1285 
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 Score = 42.0 bits (97), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 17/46 (36%), Positives = 29/46 (63%) 
 
Query: 391  EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
            ++L + A+++  DHR+AM+F++       V IRD  C  KTF D++ 
Sbjct: 1612 QQLKLVAVESESDHRVAMSFAILGLVRTDVGIRDWQCVDKTFADFW 1657 
 
 
>gb|EEE19204.1| AROM polypeptide/ shikimate-quinate 5-dehydrogenase, putative 
            [Toxoplasma gondii GT1] 
          Length = 3332 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 26/50 (52%), Positives = 35/50 (70%) 
 
Query: 250  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            VE DA++ASYF+A AA+ GG V +    +TSLQGD+ FAE+L   G  V+ 
Sbjct: 1236 VEADATAASYFMAMAAVAGGRVHMNVDRSTSLQGDIAFAEMLPHFGCSVS 1285 
 
 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 17/46 (36%), Positives = 29/46 (63%) 
 
Query: 391  EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 436 
            ++L + A+++  DHR+AM+F++       V IRD  C  KTF D++ 
Sbjct: 1612 QQLKLVAVESESDHRVAMSFAILGLVRTDVGIRDWQCVDKTFADFW 1657 
 
 
>ref|YP_002490817.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-1] 
 sp|B8JAU0.1|MURA_ANAD2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACL63751.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           dehalogenans 2CP-1] 
          Length = 422 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 96/386 (24%), Positives = 163/386 (42%), Gaps = 48/386 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++    + G+V + G+K+ +  ++  A L+EG   V N+ +  DV  +   L  +G 
Sbjct: 2   DKIVIEGGVPLRGSVDVSGAKNAALPVIAAALLAEGEHEVRNVPDLADVRTLGKLLGHMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   +  +R V +        E   E V+    +  + +  L A +    G A   L  
Sbjct: 62  CEVARGEGDRRTVRLRVPAAVAPEAPYELVKTMRASV-LVLGPLLARL----GRARVSLP 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYL 183 
           G   +  RPI   +  L  LGA++    G       VN    +P G+++ +  +  +Q + 
Sbjct: 117 GGCAIGARPIDQHLKALTALGAEIRLEHGY------VN--ASVPRGRLRGTVFTFDAQTV 168 
 
Query: 184 SA---LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +    ++MAA LA G+    ++      P V+     +   G   E + + D  +I+G   
Sbjct: 169 TGTENVMMAAALADGET---VLRNCAREPEVKDLGDALVAMGALVEGAGT-DEIWIEGVP 224 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
             +   +A +  D   A  FL   A+ G  VTV GC     +      E L  +GA+VT  
Sbjct: 225 SLRPLSHAVIP-DRIEAGTFLVAGALPGNDVTVRGCVAAHQEA---LVEKLRAVGAEVTK 280 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + V G  R        + +DV     P    D+   L V+   ADG        +  
Sbjct: 281 VEGGLRVVGDGRP-------RPVDVRTAPHPGFPTDMQAQLMVLLCLADG--------TS 325 
 
Query: 357 RVKET---ERMVAIRTELTKLGASVE 379 
           R+ ET    R + ++ EL +LGA VE 
Sbjct: 326 RITETVFENRFMHVQ-ELIRLGAHVE 350 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1689



 

 

 
 
>ref|YP_547656.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polaromonas sp. 
           JS666] 
 sp|Q12FD4.1|MURA_POLSJ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABE42758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polaromonas sp. 
           JS666] 
          Length = 424 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 93/407 (22%), Positives = 161/407 (39%), Gaps = 58/407 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + ++GTV + G+K+ +   L  A L+  T  ++N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIKGGRSLAGTVDISGAKNAALPELCAALLTADTVTLENVPRLQDVATMLKLIRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +  E    A   V +  G     E   E V           +++ A+V A G      G  
Sbjct: 62  VEAERGTHAPGTVTLHAGALSSPEAPYELV-----------KTMRASVLALGPLLARFGE 110 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-S 177 
           AT  L G   +  RP+   + GL+ +GA++    G          I  LP G+ +L G S 
Sbjct: 111 ATVSLPGGCAIGSRPVDQHIKGLQAMGAEIVVEHGYM--------IAKLPAGQKRLKGVS 162 
 
Query: 178 ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
           I++  ++       LMAA LA G+    I++     P +     ++ + G K E       
Sbjct: 163 ITTDMVTVTGTENFLMAASLAEGET---ILENAAQEPEIGDLADMLIKMGAKIE-GHGTR 218 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           R  I+G ++     +  V  D      FL   A  GG V +       L   +   + L  
Sbjct: 219 RIRIQGVERLHGCTHQVV-ADRIETGTFLCAVAAAGGDVVLRHGRADHLDAVI---DKLR 274 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV-----AMTLAVVALFADGP 347 
             GA +T  E  + +    R       +KA      + P       A  +A+ A+      
Sbjct: 275 EAGATITAGEGFIRIQAQGR-------MKAQSFRTTEYPGFPTDMQAQFMALNAIAQGSS 327 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           T    +   R      MV       +LGA ++      ++   EKL+ 
Sbjct: 328 TVTETIFENRFMHVNEMV-------RLGAKIQIEGKAAVMEGVEKLS 367 
 
 
>ref|ZP_06066705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           junii SH205] 
 gb|EEY94536.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           junii SH205] 
          Length = 419 
 
 Score = 53.1 bits (126), Expect = 9e-05,   Method: Compositional matrix adjust. 
 Identities = 104/413 (25%), Positives = 175/413 (42%), Gaps = 48/413 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++  T + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPTTLTNVPNLKDVNTLVKLIAGLGITMTYEGNT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            RA       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VRADASTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V  +  G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHASVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AVLADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG +         L+  + KF E    MGA+VT  +  + +  
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Sbjct: 230 VADRIETGSY-LAAAAITGGRIKTTHTDPALLEAVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MQGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  I+T  E L    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AIVTGVETLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|ZP_03753048.1| hypothetical protein ROSEINA2194_01459 [Roseburia inulinivorans DSM 
           16841] 
 gb|EEG94616.1| hypothetical protein ROSEINA2194_01459 [Roseburia inulinivorans DSM 
           16841] 
          Length = 430 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 101/422 (23%), Positives = 176/422 (41%), Gaps = 35/422 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T  ++NL N  D++ +L A++ +G 
Sbjct: 2   EQYVIKGGNPLVGEVEIGGAKNAALAILSAAVMTDETVTIENLPNVRDINVLLNAIQEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V+   A      V   G F + D   + +        A   L  A+      A   L  
Sbjct: 62  AKVDRIDAH----TVKINGSF-IRDFNVDNEYI--RKIRASYYLIGALLGKYKRAEVALP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G   LGA+VD   G             L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDLHLKGFSALGANVDIKHGLVLASAE-----KLTGTHIYLD-KVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G     II+     P+V      +   G +   + + D   I G +K    
Sbjct: 169 NIMMAASMAEGKT---IIENAAKEPHVVDVANFLNSMGAQIRGAGT-DVIRIVGVEKLHK 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA T G VTV+      L+     A++LE +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMFAAAATKGDVTVKNVIPKHLEATT--AKLLE-IGCEVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V     +P    H +   +     P D+   +AVV   ++G + + + +   R K  + 
Sbjct: 281 VRVVAS--KPL--HHTQVTTLPYPGFPTDMQPQMAVVLGISEGTSTVTESIFENRFKYVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
                  ELT++GA+++   +  II   EK     ++   D R   A  +A  A   +T+ 
Sbjct: 337 -------ELTRMGANIKVESNIAIINGTEKYTGARVNA-PDLRAGAALVIAGLAAEGITV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_850671.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           welshimeri serovar 6b str. SLCC5334] 
 emb|CAK21892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           welshimeri serovar 6b str. SLCC5334] 
          Length = 430 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 94/402 (23%), Positives = 166/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++G+VK+ G+K+    ++    L S+GT+++ N+ N  DV  +   L+ L 
Sbjct: 2   EKIIVRGGKQLNGSVKMEGAKNAVLPVIAATLLASKGTSILKNVPNLSDVFTINEVLKYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V         V V   G    +   E V           R + A++   G      G 
Sbjct: 62  NADV---SFVNDEVTVDATGDITSDAPFEYV-----------RKMRASIVVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
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           +A   L G   +  RP+   + G + +GA V    G             L G KV L    
Sbjct: 108 SARVALPGGCAIGSRPVDLHLKGFEAMGAIVKIENGYIEATAE-----KLVGAKVYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 163 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + +++ +  D   A  F+  AAITGG V +E      +         LE MG + 
Sbjct: 218 GVKELTATEHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   +  + V GP +       LKA+DV     P    D+   + V+ + ++G + + +  
Sbjct: 274 IIEEDNGIRVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTET 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 327 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 361 
 
 
>ref|NP_961381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           avium subsp. paratuberculosis K-10] 
 ref|YP_880770.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           avium 104] 
 sp|Q73X63.1|MURA_MYCPA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAS04764.1| MurA [Mycobacterium avium subsp. paratuberculosis K-10] 
 gb|ABK65084.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           avium 104] 
          Length = 417 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 100/373 (26%), Positives = 147/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   + +    L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--TCNIEHGCVVAQAD---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 GVPRLY-PTEHRVIGDRIVAATWGIAAAMTRGDISVTGVDPAHLQ---VVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  VT   R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDDSFRVTQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|YP_001708014.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii SDF] 
 emb|CAP02137.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) (UDP-N-acetylglucosamine enolpyruvyl 
           transferase) (EPT) [Acinetobacter baumannii] 
          Length = 418 
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 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 103/413 (24%), Positives = 175/413 (42%), Gaps = 48/413 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPITLTNVPNLKDVNTLVKLIGGLGVTISYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLAHYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V     G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHATVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V       + L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPSLLEAVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MLGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  ++T  EKL    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AVVTGVEKLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>emb|CBL22590.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ruminococcus 
           obeum A2-162] 
          Length = 430 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 99/424 (23%), Positives = 178/424 (41%), Gaps = 39/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T +++NL +  D++ +L A+   G 
Sbjct: 2   EQYVIKGGNPLVGEVEIGGAKNAALAILSAAIMTDETILIENLPDVRDINVLLEAI--AG 59 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +  + D+  +  V +       +    E ++        A   L  A+     +A   L  
Sbjct: 60  IGAQVDRIDRSTVKINGSTIADISVDYEYIKKIR-----ASYYLLGALLGKYKHAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA V    G             L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGASVKILHGAIVAETE-----NLHGSHIFLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G     II+     P+V      +   G   + + + D   IKG +K    
Sbjct: 169 NIMMAAAMASGRT---IIENAAREPHVVDVANFLNSMGANIKGAGT-DVIRIKGVEKLHR 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA TGG VTV+      L+        LE +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMFAAAATGGDVTVKNVIPKHLEATTA---KLEEIGCEVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
           V V    R    R H+K +       +  P +A+TLA     A+G + + + +   R K  
Sbjct: 281 VRVRAGKR--LHRTHVKTLPYPGYPTDMQPQIAVTLA----LAEGTSIVTESIFENRFKY 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +       EL+++GA+++   +  II   +KL    + +  D R   A  +A  A   + 
Sbjct: 335 AD-------ELSRMGANIKVEGNSAIIDGVKKLTGARV-SAPDLRAGAALVIAGLAADGI 386 
 
Query: 421 TIRD 424 
           T+ D 
Sbjct: 387 TVVD 390 
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>ref|YP_001101301.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Herminiimonas 
           arsenicoxydans] 
 sp|A4G9J3.1|MURA_HERAR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAL63180.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) (UDP-N-acetylglucosamine enolpyruvyl 
           transferase) (EPT) [Herminiimonas arsenicoxydans] 
          Length = 416 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 104/433 (24%), Positives = 183/433 (42%), Gaps = 58/433 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++Q    +SG + + G+K+ +  IL    L+     + N+ + +DV  ML  LR +G 
Sbjct: 2   DKLLIQGGHRLSGEIAISGAKNAALPILCAGLLTADALQLSNVPHLQDVATMLKLLRQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           L +E D      V +   G   +E   E V           +++ A++   G      G  
Sbjct: 62  LQIEQD---GDQVTLNGSGVDKLEAPYEMV-----------KTMRASILVLGPLLTRFGE 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+ +GA++    G      +      L G ++ ++  I 
Sbjct: 108 ARVSLPGGCAIGTRPVDQHIKGLQAMGAEITIEAGYIHAKAK-----RLKGARI-VTDMI 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      LLMAA LA G+    I++     P V     L+   G +     + DR  I+G 
Sbjct: 162 TVTGTENLLMAAVLADGET---ILENAAREPEVTDLANLLVAMGAQIAGIGT-DRLVIQG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +     +A++  A AA+ GG VT+    T +L  DV F ++ E  GA + 
Sbjct: 218 VERLHGASHAVIADRIETATFLCAVAAV-GGDVTLRKARTDTL--DVAFDKLRE-AGAIL 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T  +  + V    R        KA+     + P    D+      +   A+G         
Sbjct: 274 TAGDDWIRVQMSSRP-------KAVSFRTTEYPGFPTDMQAQFMAMNCIAEG-------- 318 
 
Query: 355 SWRVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           S +V ET    R + ++ E+ +LGA++       I+   +KL V A     D R + +   
Sbjct: 319 SSQVVETIFENRFMHVQ-EMNRLGAAITIEGHTAIVNGVDKL-VGAPVMATDLRASASLV 376 
 
Query: 412 LAACAEVPVTIRD 424 
           +AA A    T+ D 
Sbjct: 377 IAALAAEGETLID 389 
 
 
>ref|ZP_07205703.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius ACS-116-V-Col5a] 
 gb|EFK80565.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius ACS-116-V-Col5a] 
          Length = 441 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 77/312 (24%), Positives = 136/312 (43%), Gaps = 26/312 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+IV++   ++ G V++ G+K+    IL  A L SEG T++ N+    DV+ M   +R L 
Sbjct: 2   EKIVVRGGNKLEGEVEIEGAKNAVLPILAAAILPSEGRTILTNVPMLSDVYTMNNVIRFL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V  D+  K +V +   GK   +   + V          MR+   +   + A  G A  
Sbjct: 62  NVKVGFDENEK-SVEIDATGKLSYDAPFKYVS--------KMRASIVVLGPLLARLGKAR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   +  RPI   + GL+ LGA ++   G     +  +  G L G  + L    S  
Sbjct: 113 VAMPGGCAIGSRPIDLHLKGLELLGAKIEQHNGY----IDAHTDGRLVGANIYLDFP-SV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
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                ++MAA LA G     II+ +   P +     ++ + G K  +    ++  I G + 
Sbjct: 168 GATQNIMMAATLAKGTT---IIENVAREPEIVDLANVLNKMGAKV-YGAGTEKIKIIGVE 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
                ++A ++ D   A  F+  +A+T G V ++       + ++     LE MG KV   
Sbjct: 224 SLHGTEHAIIQ-DRIEAGTFMVASALTQGNVLIK---EAIAEHNIPLISKLEEMGVKVIE 279 
 
Query: 301 TETSVTVTGPPR 312 
               + + GP + 
Sbjct: 280 ENEGIQIIGPEK 291 
 
 
>ref|ZP_01964667.1| hypothetical protein RUMOBE_02392 [Ruminococcus obeum ATCC 29174] 
 gb|EDM86984.1| hypothetical protein RUMOBE_02392 [Ruminococcus obeum ATCC 29174] 
          Length = 430 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 100/424 (23%), Positives = 178/424 (41%), Gaps = 39/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T +++NL +  D++ +L A+  +G 
Sbjct: 2   EQYVIKGGNPLVGEVEIGGAKNAALAILSAAIMTDETILIENLPDVRDINVLLEAIAGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  +  +  V +       +    E ++        A   L  A+     +A   L  
Sbjct: 62  AQVE--RIDRSTVKINGSTINDISVDYEYIKKIR-----ASYYLLGALLGKYKHAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA V+   G             L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGASVNILHGAIVAETE-----NLHGSHIFLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G     II+     P+V      +   G   + + + D   IKG +K    
Sbjct: 169 NIMMAASMASGRT---IIENAAREPHVVDVANFLNSMGANIKGAGT-DVIRIKGVEKLHR 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA TGG VTV+      L+        LE +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMFAAAATGGDVTVKNVIPKHLEATTA---KLEEIGCEVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
           V V    R    R H+K +       +  P +A+TLA     A+G + + + +   R K  
Sbjct: 281 VRVRAGKR--LHRTHVKTLPYPGYPTDMQPQIAVTLA----LAEGTSIVTESIFENRFKY 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +       EL+++GA ++   +  II   +KL    + +  D R   A  +A  A   + 
Sbjct: 335 AD-------ELSRMGACIKVEGNSAIIDGVKKLTGARV-SAPDLRAGAALVIAGLAADGI 386 
 
Query: 421 TIRD 424 
           T+ D 
Sbjct: 387 TVVD 390 
 
 
>ref|YP_003193454.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Desulfotomaculum 
           acetoxidans DSM 771] 
 gb|ACV64831.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Desulfotomaculum 
           acetoxidans DSM 771] 
          Length = 417 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 95/381 (24%), Positives = 161/381 (42%), Gaps = 41/381 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++++Q  + +SGTVK+ G+K+    I+  A L+  T+V+  + +  DV+ +   + +LG  
Sbjct: 3   KLIVQGGRRLSGTVKISGAKNAVLPIIAAALLTGETSVLHEVPDLSDVYTICSVIESLGA 62 
 
Query: 66  -SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V  DK  +  V      + P +  +     FL         +   + A  G A   L  
Sbjct: 63  KAVRKDKTLQIQVSNIASNEAPYDFVRRMRASFL---------IIGPLLARTGEARIPLP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + GLK LGA +    G     +R      L G ++ L    S      
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Sbjct: 114 GGCAIGARPIDLHLKGLKALGAKITSEHGY----IRATA-AELHGAQIYLDFP-SVGATE 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     +++     P +      +   G K + + +     I+G  K    
Sbjct: 168 NIMMAATLAKGRT---VLENCAEEPEIVDLANFLNGMGAKIKGAGT-KVIRIEGVNKLSG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  +  D   A  FLA AA+TG  +TVE      L+  +  A++LE  G K+T  E S 
Sbjct: 224 TTHVIIP-DRIEAGTFLAAAAVTGSEITVENIIFDHLKPVI--AKLLE-AGVKLTENEGS 279 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           + VT P         L+A+D+     P    D+   +  +   A G +    + +  V E 
Sbjct: 280 IKVTCPC-------SLRAVDIKTMPYPGFPTDMQAQIMALMTVAKGTS----ILTETVFE 328 
 
Query: 361 TERMVAIRTELTKLGASVEEG 381 
              M     EL ++GA ++ G 
Sbjct: 329 NRFMHV--AELKRMGARIKTG 347 
 
 
>ref|YP_003782309.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           ljungdahlii DSM 13528] 
 gb|ADK17207.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           ljungdahlii DSM 13528] 
          Length = 420 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 105/425 (24%), Positives = 177/425 (41%), Gaps = 63/425 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +++V+   + +SG +++ G+K+ +  IL  + + S+G   +DN+ N EDVH +   L +L 
Sbjct: 2   DKLVINGGRPLSGFIEINGAKNAAVAILPASIMASKGLCSIDNIPNIEDVHCIERILESL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  +   K  K +VV+       ++   ++V+         MR+   L  A+      A  
Sbjct: 62  GCEI---KTGKNSVVIDSTTINSIDANTDDVR--------KMRASYYLIGALLGRFKKAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS--- 177 
             L G   +  RPI   + G + LGA V    G  C  V             KL G+    
Sbjct: 111 VELPGGCPIGVRPIDQHIKGFEALGAQVKIKHG--CVLVEAK----------KLIGTSIF 158 
 
Query: 178 ---ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
              +S      +++AA LA G   +E + K    P+V      +   G   + + + D   
Sbjct: 159 FDVVSVGATINVMLAASLAEGVTTLENVAKE---PHVVDVANFLNSMGANIKGAGT-DII 214 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I G ++ K    + +     + +Y +A AA  GG V V+      L+     +  L  M 
Sbjct: 215 RIVGVKELKGCSYSVIPDQIEAGTYMIAAAA-CGGEVVVQNVIPKHLE---SISAKLIEM 270 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           GA+V     SVTV    +       LK +++     P    DV   L+ +   A+G + I 
Sbjct: 271 GAEVIEDGDSVTVKSSGK-------LKGVNIKTQPYPGFPTDVQQPLSTLLTVAEGRSII 323 
 
Query: 351 RDVASW--RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
            + + W  R K  +       EL K+GA+++      II    KL+  AI    D R    
Sbjct: 324 NE-SIWESRFKHVD-------ELKKMGANIKVEGRTAIIDGVSKLS-GAIVKATDLRAGA 374 
 
Query: 409 AFSLA 413 
           A  +A 
Sbjct: 375 AMVIA 379 
 
 
>ref|ZP_05113520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Labrenzia 
           alexandrii DFL-11] 
 gb|EEE44119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Labrenzia 
           alexandrii DFL-11] 
          Length = 429 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 74/298 (24%), Positives = 136/298 (45%), Gaps = 19/298 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
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           E++G + + G+K+ +  +++ + L++ T  + N+    DV  ++  L   G+    +    
Sbjct: 11  ELNGIIPISGAKNAALPLMIASLLTDETLTLSNVPRLRDVAQLMQILSNHGVDYSVN--G 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA-MRS---LTAAVTAAGGNATYVLDGVPRM 129 
           KR+      G+     A+E V        ++ MR+   +   + A    A   L G   + 
Sbjct: 69  KRSGQDDLAGQTLNLTAREIVDTTAPYELVSKMRASFWVVGPLVARMHEARVSLPGGCAI 128 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   + GL+ LGAD++   G     V V   GGL GG+V+    +S      ++MA 
Sbjct: 129 GTRPVDFFIQGLEALGADIEIEGGY----VVVKAPGGLTGGRVEFP-RVSVGATHTIMMA 183 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G  E EI++       V++  R ++  G K E  +      I+G  +     +A  
Sbjct: 184 ATLAKG--ETEIVNAAREPEVVDLA-RCLKAMGAKIE-GEGTSTIRIQGVPRLHGAHHAV 239 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           V     + +Y +A  A+TGG V ++G  T  L+  +   + L   GA++T T+  + + 
Sbjct: 240 VPDRIETGTYAMA-VAMTGGDVFLQGARTELLESAL---DTLRQTGAEITATDEGLRI 293 
 
 
>ref|YP_001663939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X514] 
 ref|ZP_07131152.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X561] 
 ref|YP_003905230.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X513] 
 gb|ABY93603.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X514] 
 gb|EFK85665.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X561] 
 gb|ADN55939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X513] 
          Length = 417 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 93/396 (23%), Positives = 160/396 (40%), Gaps = 45/396 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  K + G+V++ G+K+ +  IL  A L++  +V+DNL + +D+  +   +R LG 
Sbjct: 2   EKFVIKGGKPLRGSVQISGAKNSAVAILPAALLADTPSVIDNLPDIKDIELLAQMIRNLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E  K       +G    +P  D   +++        A   L  A+ +    A   +  
Sbjct: 62  GKIEKKKHEVVIDPIGLNSFYPPRDLASQMR--------ASYYLIGALLSKFNEAVIAMP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA      G     +R+     L G  +     +S      
Sbjct: 114 GGCNIGVRPIDQHIKGFEALGAKTTIEHGL----IRIKA-DKLVGNHIYFD-VVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++A+  A G   + I++     P+V      +   G   + + + D   I G  K    
Sbjct: 168 NLMLASVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +     + +Y +A AA T G V ++G     L+  +  A+++E MG  V   +   
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TKGDVYIKGIIPNHLEAII--AKLVE-MGVIVEEYDDV 279 
 
Query: 305 VTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           + V   GP         LK +D+     P    D+    AV+   ADG + I  ++   R 
Sbjct: 280 IRVRREGP---------LKHVDIRTLPYPGFPTDMQQPFAVLLALADGISVITENIYENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
            K          EL K+GA V       I    EKL 
Sbjct: 331 FKYL-------NELEKMGAKVRIEGRNAIFEGVEKL 359 
 
 
>ref|YP_001393545.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           kluyveri DSM 555] 
 ref|YP_002470567.1| hypothetical protein CKR_0102 [Clostridium kluyveri NBRC 12016] 
 gb|EDK32197.1| MurA1 [Clostridium kluyveri DSM 555] 
 dbj|BAH05153.1| hypothetical protein [Clostridium kluyveri NBRC 12016] 
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          Length = 420 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 103/415 (24%), Positives = 172/415 (41%), Gaps = 63/415 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +SG++++ G+K+ +  IL  + L S G   +DN+ + EDVH +   L++LG  V   K   
Sbjct: 12  LSGSIEINGAKNAAVAILPASILASSGICSIDNIPDIEDVHCIEKILKSLGCKV---KTG 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
           K  VV+       ++   ++V+         MR+   L  A+ A    A   L G   +  
Sbjct: 69  KNLVVIDSTTINKIDADTDDVR--------KMRASYYLIGALLARFKKARVELPGGCPIG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------ISSQYLS 184 
            RPI   + G   LGA V+   G  C  V             KL G+      +S      
Sbjct: 121 VRPIDQHIKGFGALGAKVEIKHG--CVSVSAE----------KLVGTSIFFDVVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +++AA LA G   +E + K    P+V      +   G   + + + +   + G ++ K  
Sbjct: 169 NVMLAATLAEGITTLENVAKE---PHVVDVANFLNSMGANIKGAGT-EIIRVVGVKELKG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              + +     + +Y +A AA  GG V +E      L+     +  L  MG ++     S 
Sbjct: 225 CSYSVIPDQIEAGTYMIAAAA-CGGEVIIENVIPKHLE---SISAKLIEMGVEIIENGDS 280 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW--RV 358 
           +TV    R       LK I++     P    DV   L+ +   A+G + I + + W  R  
Sbjct: 281 ITVKSKGR-------LKGINIKTQPYPGFPTDVQQPLSALLTVAEGRSIINE-SIWESRF 332 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           K  +       EL K+GA+++      II   +KL+  AI    D R   A  +A 
Sbjct: 333 KHID-------ELKKMGANIKVEGRIAIIDGVDKLS-GAIVKATDLRAGAAMVIA 379 
 
 
>ref|ZP_06636240.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D7S-1] 
 gb|EFE02559.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D7S-1] 
          Length = 425 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 96/416 (23%), Positives = 169/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV++ G+K+ +  IL  A L+     + N+ + +D+   L  LR LG+ VE +K    
Sbjct: 12  LKGTVEISGAKNAALPILFAAILATEPVTLTNVPDLKDIETTLKILRQLGVVVEQNKPGT 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VRLDASKIDHFIAPYELVKTMRASIWALAPLVARFNQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGA +    G     V+    G L G ++ +   +S     ++++AA L 
Sbjct: 123 PVDLHISGLERLGAKIALEDGY----VKAYVDGRLNGTRIVME-KVSVGATLSIMIAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S D   I+G  +    +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIADTAEFLNKMGAKISGAGS-DAITIEGVNRLTGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG +  +     +L   +   + L   GA+V  TE ++T+      
Sbjct: 233 DRIETGTFLVAAAISGGRIVCKNTKANTLDAVI---DKLREAGAQVDVTEDTITLDMWGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPYPGFPTDMQAQFTLLNMVANGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  I      L+   +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAICHGVSHLSGAEV-MATDLRASISLVLAGCIATGETIVD 392 
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>ref|XP_002283120.1| PREDICTED: hypothetical protein [Vitis vinifera] 
          Length = 466 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 71/261 (27%), Positives = 108/261 (41%), Gaps = 16/261 (6%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V + GSK+ +  IL       GT+ +  + N  D   M   LR+LG+ +EA     
Sbjct: 53  KLSGHVPISGSKNSALSILAATLCCSGTSKLHGVPNLSDTRTMASILRSLGVEIEACNGE 112 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                 G G    V+   E++    G   +        + A  G A   L G   +  RP 
Sbjct: 113 MWVNADGVGS---VQPCPEDIGKIRGGFFV-----IGPLLARFGEAVVALPGGCDIGTRP 164 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +   + GL+ LGA V+  LG      +     GL GG+ KL    S      L+MAA +A 
Sbjct: 165 VDLYIRGLRALGAIVE--LGDGKVRAQAANGRGLVGGRFKLDHP-SVGATETLMMAACMA 221 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   + ++  +   P V    R +   G   E + S D  YIKG  +        V  D 
Sbjct: 222 DG---VTVLSNVAKEPEVIDLARFLTGSGACVEGAGS-DTLYIKGKNQLHG-SECIVPPD 276 
 
Query: 254 ASSASYFLAGAAITGGTVTVE 274 
              A  F+  AAIT  ++++  
Sbjct: 277 RIEAGTFMLAAAITRSSISMS 297 
 
 
>ref|YP_001714915.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AYE] 
 ref|YP_001845289.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Acinetobacter 
           baumannii ACICU] 
 ref|YP_002318133.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB0057] 
 ref|YP_002326819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB307-0294] 
 ref|YP_001083731.2| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii ATCC 17978] 
 ref|ZP_04660691.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB900] 
 ref|ZP_06782945.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. 6013113] 
 ref|ZP_06788333.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. 6014059] 
 ref|ZP_06795370.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. 6013150] 
 ref|ZP_07229394.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB056] 
 ref|ZP_07237134.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB058] 
 ref|ZP_07242344.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB059] 
 emb|CAM87943.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) (UDP-N-acetylglucosamine enolpyruvyl 
           transferase) (EPT) [Acinetobacter baumannii AYE] 
 gb|ACC55942.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Acinetobacter 
           baumannii ACICU] 
 gb|ABO11129.2| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii ATCC 17978] 
 gb|ACJ40150.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB0057] 
 gb|ACJ56404.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii AB307-0294] 
 gb|ADX02301.1| murA [Acinetobacter baumannii 1656-2] 
 gb|ADX91097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii TCDC-AB0715] 
          Length = 418 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 103/413 (24%), Positives = 175/413 (42%), Gaps = 48/413 (11%) 
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Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPITLTNVPNLKDVNTLVKLIGGLGVTISYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V     G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHATVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V       + L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPSLLEAVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MLGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  ++T  EKL    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AVVTGVEKLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|YP_001376991.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           subsp. cytotoxis NVH 391-98] 
 gb|ABS23996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           cytotoxicus NVH 391-98] 
          Length = 434 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 95/377 (25%), Positives = 148/377 (39%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFEN---NQVTIDASKELKIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V    G     V     G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVKVGNGFVEAYVE----GELKGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     II+     P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIMSAAALAKGTT---IIENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 219 GVDKLYGTHHSIIP-DRIEAGTFMVAAAITGGNILIENAVPEHLR---SVTAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           V      + V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 VIEENEGLRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|ZP_08004986.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           2_A_57_CT2] 
 gb|EFV78148.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           2_A_57_CT2] 
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          Length = 436 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 93/374 (24%), Positives = 152/374 (40%), Gaps = 42/374 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++I+++    +SGTVK+ G+K+    ++    L S+G +V+ ++    DV+ +   LR L 
Sbjct: 2   DKIIVRGGNRLSGTVKVEGAKNAVLPVIAATLLASDGKSVIRDVPTLSDVYTINEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              VE +      V V    +  VE   E V+    +  + M SL A      G A   L 
Sbjct: 62  NAEVEFEN---NTVTVNASRELKVEAPFEYVRKMRASV-LVMGSLLAR----NGRARVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G   +  RPI   + G + +GA V   + F+  + P       G L G K+ L    S  
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAKVKVGNGFIEAEAPE------GRLHGAKIYLDFP-SV 166 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     I++ +   P +      + + G K + + +     I+G   
Sbjct: 167 GATENIMMAATLAKGTT---ILENVAKEPEIVDLANFLNKMGAKVKGAGTGT-IRIEGVD 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
                ++  +  D   A  F+  AAITGG V V+G      +        +E MG      
Sbjct: 223 VLFGAEHNIIP-DRIEAGTFMVAAAITGGDVLVKGA---VPEHSASLIAKMEEMGVTFIE 278 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA-- 354 
               + V GP +       LKA D+     P    D+   +  + L A G + I +     
Sbjct: 279 EAEGIRVLGPDK-------LKAADIKTMPHPGFPTDMQSQMMALLLHAQGTSVITETVFE 331 
 
Query: 355 --SWRVKETERMVA 366 
                V+E  RM A 
Sbjct: 332 NRFMHVEEFRRMNA 345 
 
 
>ref|ZP_02927317.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Verrucomicrobium 
           spinosum DSM 4136] 
          Length = 421 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 97/392 (24%), Positives = 163/392 (41%), Gaps = 31/392 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++++     + G V + GSK+ S  IL    L++   V+  + +  D +YML  LR LG 
Sbjct: 2   EKLIVHGGNRLRGKVLISGSKNSSLPILAATLLTKDDCVIRQVPDLSDTNYMLQILRALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE     + +  V    +  + D   ++   +  +   M  LT  +      A   +  
Sbjct: 62  AEVE-----RASGTVNIKAEKIIPDTPYDLVRKMRASICVMGPLTGRLR----KAVVSMP 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+   + GL+ LGA V      D   + +     L G  + L G   S  L  
Sbjct: 113 GGCVIGDRPVDLHLKGLEYLGAKVQ----MDGGNIHIEAKKPLKGCTMNLLGKFGSTVLG 168 
 
Query: 185 A--LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              +LMAA L  G     II+   + P VE     + + G K E + +  R  ++G ++  
Sbjct: 169 TDNVLMAAVLTKGTT---IIEGAAAEPEVEDLANFLIKMGAKIEGAGTT-RIVVEGVKEL 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              ++  +  D   A  FL   AI G  V V+      L+      + L   G +VT T+ 
Sbjct: 225 HGAEHTVIP-DRIEAGTFLVAGAIFGDGVMVKRVVPAHLK---NVTDTLLASGYEVTSTK 280 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            SVT+      P G  HL    V      D+      +A    G ++I++         + 
Sbjct: 281 DSVTIMPGSGAPKGF-HLTT-RVYPGFPTDMQAQFCALACLIPGLSSIKETIF-----PQ 333 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           R + + +EL ++GA++E   D   IT  E L+ 
Sbjct: 334 RFMHV-SELKRMGANIELDGDTARITGVETLS 364 
 
 
>ref|ZP_06752546.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Parascardovia 
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           denticolens F0305] 
 ref|ZP_07868935.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Parascardovia 
           denticolens DSM 10105] 
 gb|EFG32284.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Parascardovia 
           denticolens F0305] 
 gb|EFT82731.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Parascardovia 
           denticolens DSM 10105] 
          Length = 443 
 
 Score = 52.8 bits (125), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 101/386 (26%), Positives = 164/386 (42%), Gaps = 44/386 (11%) 
 
Query: 5   EEIVL--QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           EE VL  Q  K ++GT+K+ G+K+L ++ ++ A L+ GT+V+ N+    DV  +   LR  
Sbjct: 7   EEDVLRVQGGKPLNGTIKVRGAKNLVSKAMVAALLAPGTSVLKNVPEIRDVQVVSDLLRL 66 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            G+SV+ +       VV    K     A  +V+   G + I +   +  +    G A    
Sbjct: 67  HGVSVDVNGETG---VVTIDAKHVEMPAVSDVETLSGASRIPIL-FSGPLLHRLGEAFIP 122 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSI 178 
             G  R+ +RPI   +  L++LGADVD         + +    GL G K+ L     G+  
Sbjct: 123 TLGGCRIGDRPIDFHLETLRKLGADVD---KEHEDGIHITAPNGLHGAKIHLPYPSVGAT 179 
 
Query: 179 SSQYLSALLMAAPLALGD--VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FY 235 
               L+A+L      L    VE EI+D LI+I         +++ G  A  S   DR    
Sbjct: 180 EQTVLAAVLADGKTELSGAAVEPEIMD-LIAI---------LQKMG--AIISVDVDRTIR 227 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G ++ K   +  +      AS+  A  A T G V ++G     +   + F  V   +G 
Sbjct: 228 IEGVKELKGYTHTALTDRIEVASWASAALA-TRGDVFIKGATQPEM---MTFLNVYRKVG 283 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
                T+  +        P G  H  AI  DV+   M D    L V    A+G + + +  
Sbjct: 284 GAFDVTDEGIHFW----HPGGDLHPVAIETDVHPGFMTDWQQPLVVALTQANGLSIVHET 339 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVE 379 
                   E        L ++GA+++ 
Sbjct: 340 VY------ENRFGFTKPLVQMGATIQ 359 
 
 
>ref|YP_004059547.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sulfuricurvum 
           kujiense DSM 16994] 
 gb|ADR33347.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sulfuricurvum 
           kujiense DSM 16994] 
          Length = 420 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 100/419 (23%), Positives = 169/419 (40%), Gaps = 51/419 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++SGTV + G+K+ +  ++ LA L+     V N+    D+  +L  L+ LG S   
Sbjct: 6   IQGPTKLSGTVTISGAKNAALPLITLALLAHNPLKVTNMPEVADIKTLLKLLQNLGASCT 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +                +      V   + N  I ++++ A++   G      G+     
Sbjct: 66  LENHV-------------LNIDTSTVNHTMANYDI-VKTMRASILVLGPLLARFGHCEVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   + +RPI   +  L+Q+GA +    G     V      GL G  + +   I+    
Sbjct: 112 LPGGCAIGQRPIDLHLKALEQMGAQITIHAGY----VHAQAPEGLKGAHI-IFDKITVTG 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            + ++MAA LA G     ++      P V     ++   G+      + +   +  G K  
Sbjct: 167 TANIVMAAALAHGKT---VLVNCAKEPEVVQLCEILRDSGIDITGIGTSELVIVGTGGKT 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
               +  V  D   A  +L   AIT   +T+E      L  D   A+ LE MG ++  TE 
Sbjct: 224 IDMVDFEVIPDRIEAGTYLCAGAITNSVITLERVRPDHL--DAVTAK-LEQMGCRIESTE 280 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
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            ++T+  P  E      LK +D+   + P    D+      +A  A G + I +    R+ 
Sbjct: 281 NTMTIY-PATE------LKHVDIITQEYPAFPTDMQAQFLALATLAKGASTIDE----RL 329 
 
Query: 359 KETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
            E   M    +EL +LGA ++  G    +I P E      + T  D R + A  LAA A 
Sbjct: 330 FENRFMHV--SELQRLGADIKLSGHVATVIGPCELFGADVMAT--DLRASSALVLAAMA 384 
 
 
>ref|YP_535495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius UCC118] 
 ref|ZP_04008470.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius ATCC 11741] 
 gb|ABD99412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius UCC118] 
 gb|EEJ75024.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius ATCC 11741] 
 gb|ADJ78817.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           salivarius CECT 5713] 
          Length = 441 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 77/312 (24%), Positives = 136/312 (43%), Gaps = 26/312 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+IV++   ++ G V++ G+K+    IL  A L SEG T++ N+    DV+ M   +R L 
Sbjct: 2   EKIVVRGGNKLEGEVEIEGAKNAVLPILAAAILPSEGRTILTNVPMLSDVYTMNNVIRFL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V  D+  K +V +   GK   +   + V          MR+   +   + A  G A  
Sbjct: 62  NVKVGFDENEK-SVEIDATGKLSYDAPFKYVS--------KMRASIVVLGPLLARLGKAR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             + G   +  RPI   + GL+ LGA ++   G     +  +  G L G  + L    S  
Sbjct: 113 VAMPGGCAIGSRPIDLHLKGLELLGAKIEQHNGY----IDAHTDGRLVGANIYLDFP-SV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     II+ +   P +     ++ + G K  +    ++  I G + 
Sbjct: 168 GATQNIMMAATLAKGTT---IIENVAREPEIVDLANVLNKMGAKV-YGAGTEKIKIIGVE 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
                ++A ++ D   A  F+  +A+T G V ++       + ++     LE MG KV   
Sbjct: 224 SLHGTEHAIIQ-DRIEAGTFMVASALTQGNVLIK---EAIAEHNIPLISKLEEMGVKVIE 279 
 
Query: 301 TETSVTVTGPPR 312 
               + + GP + 
Sbjct: 280 ENEGIRIIGPEK 291 
 
 
>ref|YP_907486.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           ulcerans Agy99] 
 gb|ABL06015.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase MurA 
           [Mycobacterium ulcerans Agy99] 
          Length = 417 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 99/373 (26%), Positives = 147/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   + +    L G +++L    
Sbjct: 108 RAKVALPGGDAIGSRPLDMHQAGLRQLGA--QCNIEHGCVVAQAD---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
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Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQIEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G +TV G   + LQ        L   GA  
Sbjct: 218 GVPRLH-PTEHRVIGDRIVAATWGIAAAMTRGDITVTGIDPSHLQ---LVLHKLYDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  +    R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDDSFRIVQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|YP_004153576.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Variovorax 
           paradoxus EPS] 
 gb|ADU35465.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Variovorax 
           paradoxus EPS] 
          Length = 429 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 122/280 (43%), Gaps = 40/280 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  +++ G V + G+K+ +   L  A L++    + N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIRGGRQLRGEVLISGAKNAALPELCAALLTDQPVTLHNVPRLQDVSTMLKLVRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +  E D       V    G     +A  E+          ++++ A+V A G      G+ 
Sbjct: 62  VVAERD---DNGTVQLNAGDLTNPEAPYEL----------VKTMRASVLALGPLLARFGH 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS- 177 
           A   L G   +  RP+   + GL+ +GA++    G          I  LP G+ +L G+  
Sbjct: 109 AKVSLPGGCAIGSRPVDQHIKGLQAMGAEIVVEHGYM--------IASLPAGRTRLKGAR 160 
 
Query: 178 -----ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSW 231 
                ++       LMAA LA G+    +++     P +     ++ R G K E H  S  
Sbjct: 161 ILTDMVTVTGTENFLMAAALAEGET---LLENAAQEPEIVDLAEMLIRMGAKIEGHGTSH 217 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 271 
            R  I+G +K    ++A V  D   A  FL   A TGG V 
Sbjct: 218 IR--IQGVEKLHGCEHAVV-ADRIEAGTFLCAVAATGGEV 254 
 
 
>ref|YP_001852345.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase MurA 
           [Mycobacterium marinum M] 
 gb|ACC42490.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase MurA 
           [Mycobacterium marinum M] 
          Length = 417 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 99/373 (26%), Positives = 147/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   + +    L G +++L    
Sbjct: 108 RAKVALPGGDAIGSRPLDMHQAGLRQLGA--QCNIEHGCVVAQAD---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQIEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
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           G  +   P    V GD   A+ +   AA+T G +TV G   + LQ        L   GA  
Sbjct: 218 GVPRLH-PTEHRVIGDRIVAATWGIAAAMTRGDITVTGIDPSHLQ---LVLHKLYDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  +    R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDDSFRIVQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|YP_001197962.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus suis 
           05ZYH33] 
 gb|ABP89562.1| 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus suis 
           05ZYH33] 
          Length = 101 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Composition-based stats. 
 Identities = 30/102 (29%), Positives = 57/102 (55%), Gaps = 7/102 (6%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           + ++++ GT+++PG KS+S+R ++  +L++G T   N+L  EDV   +   R LG+ +E  
Sbjct: 5   RSVEKLKGTIRVPGDKSISHRSIIFGSLAKGVTRFHNILRGEDVLSTMQVFRDLGVKIED 64 
 
Query: 70  DKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTA 110 
           +        VG  G + P  D      L +GN+G ++R ++  
Sbjct: 65  NGDIVEVHGVGFDGLQAPKND------LDMGNSGTSIRLISG 100 
 
 
>ref|ZP_07931459.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaerostipes sp. 
           3_2_56FAA] 
 gb|EFV22513.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaerostipes sp. 
           3_2_56FAA] 
          Length = 431 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 102/434 (23%), Positives = 180/434 (41%), Gaps = 35/434 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  A +++GT  ++N+ +  D + +L A+  +G 
Sbjct: 2   EQYIIKGGNPLVGEVVIGGAKNAALPILAAAVMTDGTCTIENMPDVRDTNVLLQAMEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V  ++  K  VV+   G     D   E    +     A   L  A+      A   L  
Sbjct: 62  ATV--NRLGKHEVVISGSGMNADCDVDNEYIRKIR----ASYYLIGALLGKYKRARVALP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G K LGA ++   G             L G  + +   +S      
Sbjct: 116 GGCEIGSRPIDQHIKGFKALGARIEIENGMITATAD-----ELIGCHIYMD-VVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+  IE + K    P+V      +   G     + + D   IKG +K  + 
Sbjct: 170 NVMMAAALAKGNTTIENVAKE---PHVVDVANFLNSMGASIRGAGT-DVIKIKGVEKLGN 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  A  T G +TV+      L+     +  LE +GA+V   + + 
Sbjct: 226 CEYSIIP-DQIEAGTFMTAAVATKGDITVKNVIPKHLEA---ISAKLEEIGAQVDEFDDA 281 
 
Query: 305 VTVTGPPR-EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V    R +    K L       +  P +A++LA     ++G + + + +   R +  + 
Sbjct: 282 VRVVATKRLDSTQIKTLPYPGFPTDMQPQMAVSLA----LSNGTSIVSESIFENRFRYVD 337 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
                  ELTK+GA ++      IIT   KL   A  +  D R   A  +A   A+   T 
Sbjct: 338 -------ELTKMGARIQVDGRTAIITGV-KLFTGADVSAPDLRAGAALVIAGLAADGYTT 389 
 
Query: 422 IRDPGCTRKTFPDY 435 
           + D G   + +  + 
Sbjct: 390 VSDIGYIYRGYEGF 403 
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>ref|ZP_00742764.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar israelensis ATCC 35646] 
 ref|YP_002448824.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus G9842] 
 gb|EAO52960.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar israelensis ATCC 35646] 
 gb|ACK94177.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus G9842] 
          Length = 434 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 148/377 (39%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDSSKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V    G     V     G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     I++     P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 219 GVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +      V V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 IIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|ZP_04188873.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH1271] 
 ref|ZP_04303457.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus MM3] 
 gb|EEK64879.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus MM3] 
 gb|EEL79484.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH1271] 
          Length = 434 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 97/384 (25%), Positives = 147/384 (38%), Gaps = 63/384 (16%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V    G     V     G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS-------DS 230 
            S      ++ AA LA G     I++     P +      +   G K   +       +  
Sbjct: 164 -SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGTIRIEG 219 
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Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
            D+ Y  GG     P       D   A  F+  AAITGG + +E      L+         
Sbjct: 220 VDKLY--GGNHSIIP-------DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAK 267 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG 346 
           +E MG KV      V V GP +       LKA+D+     P    D+   +  + L ADG 
Sbjct: 268 MEEMGVKVIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADG 320 
 
Query: 347 PTAIRDVA----SWRVKETERMVA 366 
            + I +         V+E  RM A 
Sbjct: 321 TSMITETVFENRFMHVEEFRRMNA 344 
 
 
>ref|YP_177339.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus clausii 
           KSM-K16] 
 sp|Q5WB82.1|MURA1_BACSK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 dbj|BAD66378.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus clausii 
           KSM-K16] 
          Length = 432 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 90/376 (23%), Positives = 156/376 (41%), Gaps = 51/376 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++   ++ G+VK+ G+K+    ++  + L+E G ++++ + +  DV+ M   L  L 
Sbjct: 2   EKIIVRGGNKLHGSVKVEGAKNAVLPVIAASILAERGASIIEEVPSLTDVYTMKEVLANL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-------DAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
            + VE +            G+F V        +A  E    +  + + M  L A V     
Sbjct: 62  NVGVEYEN-----------GRFAVRADRPLKTEAPFEYVRKMRASFLVMGPLLARV---- 106 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G A   L G   +  RPI   + G + +GA V+  +G      R++G   L G K+ L   
Sbjct: 107 GRARIALPGGCAIGSRPIEQHLKGFEAMGATVE--IGNGFIEARIDG--KLQGTKIYLDF 162 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
             S      ++MAA LA G     II+ +   P +      +   G K   + +     I 
Sbjct: 163 P-SVGATENIMMAAVLAEGTT---IIENVAEEPEIVDLANYLNAMGAKVRGAGTG-VIRI 217 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            G    +   ++ +  D   A  F+  AAITGG V VEG     ++        +  MG  
Sbjct: 218 DGVDALQGAVHSVIP-DRIEAGTFMVAAAITGGNVFVEGAIAEHMR---PLVAKMREMGV 273 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
            +   E  + V GP       + LKA+D+     P    D+   +  + L A+G + + + 
Sbjct: 274 DIIEEEAGLRVIGP-------EQLKAVDIKTMPHPGFPTDMQAQMMALLLRAEGTSVVTE 326 
 
Query: 353 VA----SWRVKETERM 364 
                    V+E  RM 
Sbjct: 327 TVFENRFMHVEEFRRM 342 
 
 
>gb|ABC00781.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 33 
 
 Score = 52.4 bits (124), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 27/33 (81%), Positives = 29/33 (87%), Gaps = 1/33 (3%) 
 
Query: 85  FPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
           FP+E DAKEEV+LFLGNAG AMR LTAAV AAG 
Sbjct: 1   FPIEKDAKEEVKLFLGNAGTAMRPLTAAVVAAG 33 
 
 
>ref|YP_001154891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. asymbioticus QLW-P1DMWA-1] 
 sp|A4SV13.1|MURA_POLSQ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
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           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABP33327.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Polynucleobacter 
           necessarius subsp. asymbioticus QLW-P1DMWA-1] 
          Length = 424 
 
 Score = 52.4 bits (124), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 105/417 (25%), Positives = 168/417 (40%), Gaps = 54/417 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V + G+K+ +  IL    L++   V+ NL + +DV  ML  L+ +G+ V    A   
Sbjct: 12  LNGEVTIAGAKNAALPILCACLLTDQPVVLRNLPDLQDVRTMLKLLQEIGVVVSFPDANN 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ-------LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
              V+         +A  E+        L LG   +  R  +A V+  GG A         
Sbjct: 72  PNHVILNAAVIKSSEATYEMVKTMRASILVLGP--LLARMHSAKVSLPGGCA-------- 121 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  RP+   + GLK +GA +     ++  +  P        L G  + L+  I+      
Sbjct: 122 -IGARPVDQHIKGLKAMGASIKIKSGYIQAETKPTTER----LKGASI-LTDMITVTGTE 175 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAA LA G     I++     P V     L+ + G K     S DR  I+G +K    
Sbjct: 176 NLLMAATLASGTT---ILENAAREPEVGDLAELLVKMGAKITGIGS-DRLVIEGVEKLHG 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMGAKVTWTET 303 
            +++ +  D   A  FL   A  GG V V+ C   +L    VK  E    M     W +  
Sbjct: 232 AEHSVIP-DRIEAGTFLCAVAAAGGEVLVKHCRPDTLDAVIVKLKEAGLKMEIGPDWIKA 290 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S  + G P         KA+    ++ P    D+   L  V   A+G + I +        
Sbjct: 291 S--MQGRP---------KAVSFRTSEYPAFPTDMQAQLMAVNAVANGNSTITETIF---- 335 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
              R + ++ EL +LGA +    +  I    E+L+  AI    D R + +  +A  A 
Sbjct: 336 -ENRFMHVQ-ELNRLGADIAIEGNTAIAQGVERLS-GAIVMATDLRASASLVIAGLA 389 
 
 
>ref|NP_739053.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           efficiens YS-314] 
 sp|Q8FMR0.1|MURA_COREF RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAC19253.1| putative UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Corynebacterium efficiens YS-314] 
          Length = 421 
 
 Score = 52.4 bits (124), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 109/429 (25%), Positives = 164/429 (38%), Gaps = 33/429 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+   +++  A L+EGTT + N     DV  M   L  LG  VE D     
Sbjct: 16  LQGSVRVDGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMRDVLVGLGCEVEID---G 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +    +   +     V  F  +       +   +TA  G A   L G   +  RP+ 
Sbjct: 73  HTVTIHTPAELKSDADFPAVTQFRASV-----CVLGPLTARCGRAVVSLPGGDAIGSRPL 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                GL+QLGA      G       V     L G ++ L    S      +LMA+ +A  
Sbjct: 128 DMHQSGLEQLGATTRTQHGA-----VVAEADKLVGAEISLDFP-SVGATENILMASVMAE 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G      +D     P +    R++   G   E   S  +  I G +K   P +  V GD  
Sbjct: 182 GQT---TLDNAAREPEIVDLCRMLRSMGADIEGEGS-PKITINGVEKLH-PTSHEVIGDR 236 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  +   AA+T G VTV G     L   +   E L++ GA+V   E    V        
Sbjct: 237 IVAGTWAFAAAMTRGDVTVGGIAPRYLHLPL---EKLKLAGAQVDTFENGFRVV------ 287 
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Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETERMVAIRTELTK 373 
              K  K+ D      P     L  +A+   G  AI D VA       E       E+ + 
Sbjct: 288 -MNKRPKSTDYQTLPFPGFPTDLQPMAI---GLNAIADGVAVVTENVFESRFRFVDEMQR 343 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LGA       + +I   E+L+ T + + D    A     A CAE    +RD     + +P 
Sbjct: 344 LGADTSVDGHHVVIRGIEELSSTTVWSSDIRAGAGLVIAALCAEGTTEVRDVFHIDRGYP 403 
 
Query: 434 DYFDVLSTF 442 
           ++ + L    
Sbjct: 404 NFVENLQAL 412 
 
 
>ref|ZP_05748914.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           efficiens YS-314] 
 gb|EEW51047.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           efficiens YS-314] 
          Length = 418 
 
 Score = 52.4 bits (124), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 109/429 (25%), Positives = 164/429 (38%), Gaps = 33/429 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+   +++  A L+EGTT + N     DV  M   L  LG  VE D     
Sbjct: 13  LQGSVRVDGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMRDVLVGLGCEVEID---G 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V +    +   +     V  F  +       +   +TA  G A   L G   +  RP+ 
Sbjct: 70  HTVTIHTPAELKSDADFPAVTQFRASV-----CVLGPLTARCGRAVVSLPGGDAIGSRPL 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                GL+QLGA      G       V     L G ++ L    S      +LMA+ +A  
Sbjct: 125 DMHQSGLEQLGATTRTQHGA-----VVAEADKLVGAEISLDFP-SVGATENILMASVMAE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G      +D     P +    R++   G   E   S  +  I G +K   P +  V GD  
Sbjct: 179 GQT---TLDNAAREPEIVDLCRMLRSMGADIEGEGS-PKITINGVEKLH-PTSHEVIGDR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  +   AA+T G VTV G     L   +   E L++ GA+V   E    V        
Sbjct: 234 IVAGTWAFAAAMTRGDVTVGGIAPRYLHLPL---EKLKLAGAQVDTFENGFRVV------ 284 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETERMVAIRTELTK 373 
              K  K+ D      P     L  +A+   G  AI D VA       E       E+ + 
Sbjct: 285 -MNKRPKSTDYQTLPFPGFPTDLQPMAI---GLNAIADGVAVVTENVFESRFRFVDEMQR 340 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LGA       + +I   E+L+ T + + D    A     A CAE    +RD     + +P 
Sbjct: 341 LGADTSVDGHHVVIRGIEELSSTTVWSSDIRAGAGLVIAALCAEGTTEVRDVFHIDRGYP 400 
 
Query: 434 DYFDVLSTF 442 
           ++ + L    
Sbjct: 401 NFVENLQAL 409 
 
 
>ref|YP_001666059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter pseudethanolicus ATCC 33223] 
 ref|YP_001661761.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X514] 
 ref|ZP_05492226.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter ethanolicus CCSD1] 
 ref|ZP_07130956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X561] 
 ref|YP_003903097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X513] 
 ref|YP_004187035.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter brockii subsp. finnii Ako-1] 
 gb|ABY91425.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X514] 
 gb|ABY95723.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter pseudethanolicus ATCC 33223] 
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 gb|EEU62754.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter ethanolicus CCSD1] 
 gb|EFK85469.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X561] 
 gb|ADN53806.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter sp. X513] 
 gb|ADV80652.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter brockii subsp. finnii Ako-1] 
          Length = 416 
 
 Score = 52.4 bits (124), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 88/371 (23%), Positives = 153/371 (41%), Gaps = 44/371 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+VK+ G+K+    I+  + LS G  V+D++   EDV+ M+  ++  G   E +     
Sbjct: 14  LKGSVKISGAKNSVLPIIAASLLSSGEIVLDDIPTLEDVNVMIELIKHFGAICEFENEKL 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  V     + P +  K+    FL    I  R   A ++  GG A         +  RPI 
Sbjct: 74  KIKVDIKDVEAPYDLVKKMRASFLVMGPILARLGHAKISMPGGCA---------IGSRPI 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGAD+   +G      R      L G K+ L    S      ++MAA  A  
Sbjct: 125 DLHLKGFQTLGADIT--IGHGYVEARAK---KLTGKKIYLDFP-SVGATENIMMAAVFAE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   + II+     P +      + + G   + + + D   I+G ++ K  ++  +  D  
Sbjct: 179 G---VTIIENAAEEPEIVDLANFLNKMGANIKGAGT-DTIRIEGVKELKGAEHTVIP-DR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR-- 312 
             A  F+  AA+TGG V +E      ++  +               TE  + +T  P+   
Sbjct: 234 IEAGTFMVAAAMTGGNVLIENVIVDHVRSII------------AKLTECGIKITEEPKGL 281 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
              G K+ KA+D+     P    D+   + V+   A G + I +     V E   M     
Sbjct: 282 RVKGIKNYKAVDIKTLPYPGFPTDMQAQMMVMMTVAKGTSVIIET----VFENRFMHV-- 335 
 
Query: 369 TELTKLGASVE 379 
            EL ++GA+++ 
Sbjct: 336 DELKRMGANIK 346 
 
 
>ref|NP_847687.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. Ames] 
 ref|YP_022197.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. 'Ames Ancestor'] 
 ref|ZP_00240453.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           G9241] 
 ref|YP_031376.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. Sterne] 
 ref|YP_086556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           E33L] 
 ref|ZP_00390222.1| COG0766: UDP-N-acetylglucosamine enolpyruvyl transferase [Bacillus 
           anthracis str. A2012] 
 ref|YP_897481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis str. Al Hakam] 
 ref|ZP_02214600.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0488] 
 ref|ZP_02394693.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0442] 
 ref|ZP_02399945.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0193] 
 ref|ZP_02880540.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0465] 
 ref|ZP_02899276.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0389] 
 ref|ZP_02936121.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0174] 
 ref|ZP_03020620.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis Tsiankovskii-I] 
 ref|ZP_03103721.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
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           cereus W] 
 ref|ZP_03106794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           NVH0597-99] 
 ref|ZP_03112981.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 03BB108] 
 ref|YP_002454298.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH820] 
 ref|YP_002752642.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 03BB102] 
 ref|YP_002818059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. CDC 684] 
 ref|ZP_04111280.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar monterrey BGSC 4AJ1] 
 ref|ZP_04253969.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 95/8201] 
 ref|ZP_04314653.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BGSC 6E1] 
 ref|YP_002869502.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0248] 
 ref|ZP_05150149.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. CNEVA-9066] 
 ref|ZP_05186070.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. A1055] 
 ref|ZP_05192924.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. Western North America USA6153] 
 ref|ZP_05202099.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. Kruger B] 
 ref|ZP_05207756.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. Vollum] 
 ref|ZP_05211569.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis str. Australia 94] 
 ref|YP_003794965.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           anthracis CI] 
 sp|Q630W1.1|MURA1_BACCZ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 sp|Q81K13.1|MURA1_BACAN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAP29173.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. Ames] 
 gb|AAT34672.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. 'Ames Ancestor'] 
 gb|EAL11904.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           G9241] 
 gb|AAT57426.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. Sterne] 
 gb|AAU15293.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           E33L] 
 gb|ABK87974.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis str. Al Hakam] 
 gb|EDR19786.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0488] 
 gb|EDR85728.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0193] 
 gb|EDR91009.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0442] 
 gb|EDS95133.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0389] 
 gb|EDT17483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0465] 
 gb|EDT66073.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0174] 
 gb|EDV15097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis Tsiankovskii-I] 
 gb|EDX55085.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus W] 
 gb|EDX62259.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 03BB108] 
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 gb|EDX68251.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           NVH0597-99] 
 gb|ACK88263.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH820] 
 gb|ACO27782.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 03BB102] 
 gb|ACP14702.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. CDC 684] 
 gb|EEK53630.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BGSC 6E1] 
 gb|EEL14326.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 95/8201] 
 gb|EEM57111.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar monterrey BGSC 4AJ1] 
 gb|ACQ47259.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           anthracis str. A0248] 
 gb|ADK07827.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           biovar anthracis str. CI] 
          Length = 434 
 
 Score = 52.4 bits (124), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 91/371 (24%), Positives = 147/371 (39%), Gaps = 37/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V  +      V +    +  +E   E V+    +       +   + A  G A   L 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYVRKMRASV-----QVMGPLLARNGRARIAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V    G     V     G L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++ AA LA G     I++     P +      +   G K   + +     I+G  K   
Sbjct: 169 ENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVDKLY 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              ++ +  D   A  F+  AAITGG + +E      L+        +E MG K+      
Sbjct: 225 GANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVKIIEENE 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            V V GP +       LKA+D+     P    D+   +  + L ADG + I +        
Sbjct: 281 GVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITETVFENRF 333 
 
Query: 356 WRVKETERMVA 366 
             V+E  RM A 
Sbjct: 334 MHVEEFRRMNA 344 
 
 
>ref|ZP_05827805.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii ATCC 19606] 
 gb|EEX03794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           baumannii ATCC 19606] 
          Length = 418 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 103/413 (24%), Positives = 175/413 (42%), Gaps = 48/413 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPITLTNVPNLKDVNTLVKLIGGLGVTISYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V     G L GG+V     ++      +LMA 
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Sbjct: 119 GSRPVDQHLKALEVLGAHIEVENGY----VHATVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V       + L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPSLLEAVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MLGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  ++T  EKL    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AVVTGVEKLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|YP_002774968.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brevibacillus 
           brevis NBRC 100599] 
 dbj|BAH46464.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brevibacillus 
           brevis NBRC 100599] 
          Length = 427 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 94/421 (22%), Positives = 175/421 (41%), Gaps = 48/421 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++   K ++GTV + G+K+ +  ++  A L++G  V++NL   +DV      L+ +G 
Sbjct: 2   DKLIINGGKPLAGTVTISGAKNSAVALIPAALLADGPVVIENLPRIQDVGIYHELLQEMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNAT 120 
             V  ++             +   D +    + + N  I    A   L  A+ A  G A  
Sbjct: 62  ADVLFEE------------DWMEVDGRSMRLMLMPNGRIKKLRASYYLWGALLAKFGEAQ 109 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RP+   + G + +GA+V+   G     +R    G L G ++ L   +S  
Sbjct: 110 VGLPGGCDLGPRPVDLHIKGFEAMGAEVENKNG--VMTIRAQN-GRLQGARIYLD-LVSV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                +++AA  A G   + II+     P +     L+   G   + + + D   I+G + 
Sbjct: 166 GATINIMLAAAKADG---VTIIENAAREPEIVDVATLLNNMGANIKGAGT-DMIRIQGVE 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           + +  ++  +     + +Y +A AA T G V VE      L+        L  +GA+V   
Sbjct: 222 RLRGCRHTIIPDRIEAGTYMIAAAA-TNGNVLVENVIPKHLE---SVTAKLREIGAQVVE 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VAS 355 
            + S+ V        G    ++IDV  +  P    D+   +  +   A G + + D + S 
Sbjct: 278 QDDSIQV-------IGHDSYRSIDVKTSPYPGFPTDLQQPITTLLTLAKGSSIVTDNIYS 330 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            R +  +       EL ++GAS++      +I    KLN   +    D R   A  +A   
Sbjct: 331 SRFRHVD-------ELRRMGASLKIEGRSAVIEGGSKLNGAKV-IASDLRAGAALFIAGL 382 
 
Query: 416 A 416 
           A 
Sbjct: 383 A 383 
 
 
>ref|ZP_02420461.1| hypothetical protein ANACAC_03078 [Anaerostipes caccae DSM 14662] 
 gb|EDR96455.1| hypothetical protein ANACAC_03078 [Anaerostipes caccae DSM 14662] 
          Length = 432 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 101/434 (23%), Positives = 180/434 (41%), Gaps = 35/434 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  A +++GT  ++N+ +  D + +L A+  +G 
Sbjct: 3   EQYIIKGGNPLVGEVVIGGAKNAALPILAAAVMTDGTCTIENMPDVRDTNVLLQAMEGIG 62 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V  ++  K  VV+   G     D   E    +     A   L  A+      A   L  
Sbjct: 63  ATV--NRLGKHEVVISGSGMNADCDVDNEYIRKIR----ASYYLIGALLGKYKRARVALP 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G K LGA ++   G             L G  + +   +S      
Sbjct: 117 GGCEIGSRPIDQHIKGFKALGARIEIENGMITATAD-----ELIGCHIYMD-VVSVGATI 170 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+  IE + K    P+V      +   G     + + D   IKG +K  + 
Sbjct: 171 NVMMAAALAKGNTTIENVAKE---PHVVDVANFLNSMGASIRGAGT-DVIKIKGVEKLGN 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  A  T G +T++      L+     +  LE +GA+V   + + 
Sbjct: 227 CEYSIIP-DQIEAGTFMTAAVATKGDITIKNVIPKHLEA---ISAKLEEIGAQVDEFDDA 282 
 
Query: 305 VTVTGPPR-EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V    R +    K L       +  P +A++LA     ++G + + + +   R +  + 
Sbjct: 283 VRVVATKRLDSTQIKTLPYPGFPTDMQPQMAVSLA----LSNGTSIVSESIFENRFRYVD 338 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVT 421 
                  ELTK+GA ++      IIT   KL   A  +  D R   A  +A   A+   T 
Sbjct: 339 -------ELTKMGARIQVDGRTAIITGV-KLFTGADVSAPDLRAGAALVIAGLAADGYTT 390 
 
Query: 422 IRDPGCTRKTFPDY 435 
           + D G   + +  + 
Sbjct: 391 VSDIGYIYRGYEGF 404 
 
 
>ref|NP_981704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           ATCC 10987] 
 sp|Q72XG6.1|MURA1_BACC1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAS44312.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus ATCC 10987] 
 gb|ADY24495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar finitimus YBT-020] 
          Length = 434 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 148/377 (39%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V    G     V     G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     I++     P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 219 GVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +      V V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 IIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
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Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|ZP_05092906.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Carboxydibrachium pacificum DSM 12653] 
 gb|EEB75234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Carboxydibrachium pacificum DSM 12653] 
          Length = 419 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 91/381 (23%), Positives = 158/381 (41%), Gaps = 45/381 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  K + GTV++ G+K+ +  +L  A L++  +V+DNL + +D+  +   ++ LG 
Sbjct: 4   EKFVIRGGKPLRGTVQISGAKNSAVAVLPAALLADSPSVIDNLPDIKDIETLAEIIKRLG 63 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  K   +    G     P  +    ++        A   L  A+ +    A   +  
Sbjct: 64  GKVEKGKHEIKIDPTGLNSFHPPRELASRMR--------ASYYLIGALLSKFNEAIIPMP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA+     G     +R+     L G  +     +S      
Sbjct: 116 GGCNIGVRPIDQHIKGFEALGAETTIEHGF----IRIKA-EKLRGAHIYFD-VVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   + I++     P+V      +   G   + + + D   I G  K +  
Sbjct: 170 NLMLAAVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLEG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +     + +Y +A AA TGG V V+G   T L+  +  A+++E MG  V   +   
Sbjct: 226 CHYTIIPDQIEAGTYMVAAAA-TGGDVYVKGVIPTHLESII--AKLVE-MGVIVEEYDDV 281 
 
Query: 305 VTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           + V   GP         LK +D+     P    D+    AV+   ADG + I  ++   R 
Sbjct: 282 IRVRREGP---------LKRVDIKTLPYPGFPTDMQQPFAVLLALADGISVITENIYENR 332 
 
Query: 358 VKETERMVAIRTELTKLGASV 378 
            +  E       EL K+G  V 
Sbjct: 333 FRYLE-------ELKKMGMKV 346 
 
 
>ref|YP_039278.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar konkukian str. 97-27] 
 sp|Q6HAZ8.1|MURA1_BACHK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAT63457.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis serovar konkukian str. 97-27] 
          Length = 434 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 91/371 (24%), Positives = 147/371 (39%), Gaps = 37/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V  +      V +    +  +E   E V+    +       +   + A  G A   L 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYVRKMRASV-----QVMGPLLARNGRARIAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V    G     V     G L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++ AA LA G     I++     P +      +   G K   + +     I+G  K   
Sbjct: 169 ENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIEGVDKLY 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
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              ++ +  D   A  F+  AAITGG + +E      L+        +E MG K+      
Sbjct: 225 GANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVKIIEENE 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            V V GP +       LKA+D+     P    D+   +  + L ADG + I +        
Sbjct: 281 GVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITETVFENRF 333 
 
Query: 356 WRVKETERMVA 366 
             V+E  RM A 
Sbjct: 334 MHVEEFRRMNA 344 
 
 
>ref|ZP_05367026.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
 ref|ZP_07714067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
 gb|EET76471.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           tuberculostearicum SK141] 
 gb|EFQ80861.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           pseudogenitalium ATCC 33035] 
          Length = 422 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 106/438 (24%), Positives = 169/438 (38%), Gaps = 55/438 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTVK+ G+K+   +++  + L+EGTT + N     DV  M   L  LG  V  + +   
Sbjct: 13  LEGTVKVDGAKNSVLKLMAASLLAEGTTTLTNCPEILDVPLMKKVLEGLGCEVVIEGSEV 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAG------GNATYVLDGVP 127 
           R          P +           NA   A+R   A+V   G      G+A   L G   
Sbjct: 73  RITT-------PAQPQS--------NADFDAVRQFRASVCVLGPLTSRCGHAKVALPGGD 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+     GL++LGA      G       V     L G  ++L    S      +L 
Sbjct: 118 AIGSRPLDMHQTGLEKLGATTRIEHG-----AVVAEATHLRGANIRLDFP-SVGATENIL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G+    ++      P +     +++  G   E   S     I+G  K + P   
Sbjct: 172 TAAVLAEGET---VLHNAAREPEIVDLCTMLKSMGADIEGEGS-SVVTIRGVDKLQ-PTQ 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD   A  +   AA+T G +TV G     L   +   E L+  GA++   E    V 
Sbjct: 227 HEVIGDRIVAGTWAYAAAMTQGDITVGGISPRHLHLPL---EKLKSAGAELETYENGFRV 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RDVASWRVKETE 362 
               R        +A+D      P     L  +A+     ADG T I  +V   R +  + 
Sbjct: 284 RMDQRP-------QAVDYQTLPFPGFPTDLQPMAIGISAIADGTTVITENVFESRFRFVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M+       +LGA  +    + ++   E+L+ T + + D    A     A CA+   T+ 
Sbjct: 337 EML-------RLGADAQVDGHHVVVRGKERLSSTHVWSSDIRAGAGLVLSALCADETTTV 389 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D     + +P++ + L  
Sbjct: 390 HDVFHIDRGYPNFVENLQ 407 
 
 
>ref|YP_001762578.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           woodyi ATCC 51908] 
 sp|B1KII7.1|MURA_SHEWM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACA88483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           woodyi ATCC 51908] 
          Length = 419 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 97/400 (24%), Positives = 163/400 (40%), Gaps = 48/400 (12%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ ++  + ++G V + G+K+ +  IL+   L+E   VV N+ N  DV+     LR LG 
Sbjct: 2   DKLKIEASEALAGNVVISGAKNAALPILMAGVLAETDFVVTNVPNLRDVNTSCELLRCLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V     ++  +       F  P +  K      L    +  R  TA V+  GG A    
Sbjct: 62  AEVTRSDNSEVRISTSSLDHFCAPYDLVKTMRASILILGPLLARFGTADVSLPGGCA--- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RP+   + GL+Q+GA ++   G     ++    G L G  + +   +S    
Sbjct: 119 ------IGARPVNLHLHGLEQMGAKIEVEEGY----IKARVDGRLKGAHIFMD-MVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              LLMAA LA G+    II+     P V      +   G K E + + D   I+G +   
Sbjct: 168 TENLLMAATLADGET---IIENAAREPEVIDLANCLIAMGAKIEGAGT-DSIRIQGVESL 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT--- 299 
               +  V  D      FL  AA+T G +       ++L+        LE  GA +T    
Sbjct: 224 NGC-HYRVMPDRIETGSFLIAAAVTRGKIRCVDADPSTLEA---VLAKLEDAGATITTGS 279 
 
Query: 300 -WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
            W E  +    P          KA+++     P    D+     ++ + A+G + I +   
Sbjct: 280 DWIELDMQGKRP----------KAVNIKTVPYPGFPTDMQAQFCLLNVLAEGTSTITET- 328 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL ++GA++E   + CII   E+LN 
Sbjct: 329 ---IFENRFMHV--PELIRMGANMELEGNTCIIQGIERLN 363 
 
 
>gb|AAA97398.1| encodes EPSP synthase domain [Pneumocystis jirovecii] 
 prf||2210353C AROM protein 
          Length = 108 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Composition-based stats. 
 Identities = 36/102 (35%), Positives = 51/102 (50%), Gaps = 7/102 (6%) 
 
Query: 337 LAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           LA VA     P  T I  +++ R+KE  R+ A+  EL K G    E PD   +   +  N 
Sbjct: 7   LASVAYKESKPCITKITGISNQRLKECNRIKAMVIELAKFGIEAGELPDGIYVKSLDISN 66 
 
Query: 395 V----TAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           +      I+ Y+DHR+AM+FS+ AC +  P  I    C  KT 
Sbjct: 67  LLSPKNGINCYNDHRIAMSFSVLACISPKPTIILGKTCVNKT 108 
 
 
>ref|ZP_03928220.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           urogenitalis DSM 15434] 
 gb|EEH64938.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           urogenitalis DSM 15434] 
          Length = 212 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 53/196 (27%), Positives = 89/196 (45%), Gaps = 14/196 (7%) 
 
Query: 257 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT---WTETSVTVTGPPRE 313 
           A  FLA A + GG V V      + Q    +  +L  +G +V+       S+ +T      
Sbjct: 1   AGPFLAAALVAGGRVRVPDWPAETTQAGDAWRSLLPRLGGQVSAEPQPNGSLVLTA---- 56 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP---TAIRDVASWRVKETERMVAIRTE 370 
             G   L  ID +++ + ++A ++A +AL A      + +R +A  R  ET R+ A+ TE 
Sbjct: 57  -SGTGQLCGIDADLSAVGELAPSVAALALLASAQGHASRLRGIAHLRGHETNRLEALVTE 115 
 
Query: 371 LTKLGA---SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 427 
           + ++G      E+G +   +     L+   +  Y DHRMA   +L        T+ D  C 
Sbjct: 116 MRRVGGRARQTEDGIEIEALPAGASLHPAELHAYADHRMATFAALVGLGVPGTTLDDVAC 175 
 
Query: 428 TRKTFPDYFDVLSTFV 443 
           T KT PD+  + S  + 
Sbjct: 176 TSKTLPDFPAMWSRLL 191 
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>ref|NP_834951.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           ATCC 14579] 
 ref|ZP_03231294.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH1134] 
 ref|YP_002370062.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           B4264] 
 ref|ZP_04194508.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH676] 
 ref|ZP_04259494.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-Cer4] 
 ref|ZP_04276169.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-ST24] 
 ref|YP_003667415.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis BMB171] 
 sp|Q814X9.1|MURA1_BACCR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAP12152.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           ATCC 14579] 
 gb|EDZ52087.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH1134] 
 gb|ACK60046.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus B4264] 
 gb|EEK92143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-ST24] 
 gb|EEL08759.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-Cer4] 
 gb|EEL73811.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH676] 
 gb|ADH09695.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           thuringiensis BMB171] 
          Length = 434 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 148/377 (39%), Gaps = 49/377 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDSSKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V    G     V     G L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     I++     P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 219 GVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +      V V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 275 IIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITET 327 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 328 VFENRFMHVEEFRRMNA 344 
 
 
>ref|NP_624199.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter tengcongensis MB4] 
 sp|Q8R6V0.1|MURA3_THETN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 3; 
           AltName: Full=Enoylpyruvate transferase 3; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 3; 
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           Short=EPT 3 
 gb|AAM25803.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Thermoanaerobacter 
           tengcongensis MB4] 
          Length = 417 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 91/381 (23%), Positives = 158/381 (41%), Gaps = 45/381 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  K + GTV++ G+K+ +  +L  A L++  +V+DNL + +D+  +   ++ LG 
Sbjct: 2   EKFVIRGGKPLRGTVQISGAKNSAVAVLPAALLADSPSVIDNLPDIKDIETLAEIIKRLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  K   +    G     P  +    ++        A   L  A+ +    A   +  
Sbjct: 62  GKVEKGKHEIKIDPTGLNSFHPPRELASRMR--------ASYYLIGALLSKFNEAIIPMP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA+     G     +R+     L G  +     +S      
Sbjct: 114 GGCNIGVRPIDQHIKGFEALGAETTIEHGF----IRIKA-EKLRGAHIYFD-VVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   + I++     P+V      +   G   + + + D   I G  K +  
Sbjct: 168 NLMLAAVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLEG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +     + +Y +A AA TGG V V+G   T L+  +  A+++E MG  V   +   
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TGGDVYVKGVIPTHLESII--AKLVE-MGVIVEEYDDV 279 
 
Query: 305 VTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           + V   GP         LK +D+     P    D+    AV+   ADG + I  ++   R 
Sbjct: 280 IRVRREGP---------LKRVDIKTLPYPGFPTDMQQPFAVLLALADGISVITENIYENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASV 378 
            +  E       EL K+G  V 
Sbjct: 331 FRYLE-------ELKKMGMKV 344 
 
 
>ref|ZP_04946771.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Burkholderia 
           dolosa AUO158] 
 gb|EAY69942.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Burkholderia 
           dolosa AUO158] 
          Length = 449 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 68/278 (24%), Positives = 122/278 (43%), Gaps = 27/278 (9%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G E++V++  + +SG + + G+K+ +  IL    L+    V+DN+ N +DV   L  L   
Sbjct: 29  GMEKLVIEGGRRLSGEIVVSGAKNAALPILCAGLLTADPVVLDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNA 119 
           +G+  + D           G +  ++ ++ +  +        MR+   +   + A  G A 
Sbjct: 89  MGVKSDTD-----------GSRVQLDASRVDNLVAPYELVKTMRASILVLGPLLARFGEA 137 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSI 178 
              L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I 
Sbjct: 138 KVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VTDMI 190 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      LLMAA LA G+    +I+     P V     L+   G K +   + DR  I+G 
Sbjct: 191 TVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVEMGAKIDGIGT-DRLVIQG 246 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 276 
            ++    ++A +  D   A  FL   A  GG VT+ G  
Sbjct: 247 VERLHGARHAVIP-DRIEAGTFLCAVAAAGGDVTLTGV 283 
 
 
>ref|YP_002006863.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase [Cupriavidus 
           taiwanensis LMG 19424] 
 sp|B3R7A2.1|MURA_CUPTR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
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           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAQ70802.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cupriavidus 
           taiwanensis LMG 19424] 
          Length = 416 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 94/397 (23%), Positives = 164/397 (41%), Gaps = 52/397 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L+  T  +DN+ N +DV   L  LR +G+  E D A   
Sbjct: 12  LKGEIRVSGAKNAALPILCAGLLTADTVALDNVPNLQDVRTTLKLLRLMGMQAEFDGAR- 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              V   G    V +A  E+   +  + + +  L A      G A   L G   +  RP+ 
Sbjct: 71  ---VTLNGADVNVLEAPYELVKTMRASILVLGPLVARF----GEARVSLPGGCGIGARPV 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + GL+ +GA++    G      +      L G +V ++  I+      LLMAA LA  
Sbjct: 124 DQHIKGLQAMGAEITIEHGFIHARAK-----RLKGARV-VTDMITVTGTENLLMAATLAE 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+    +++     P V     L+ + G K +     DR  + G ++     ++ +  D  
Sbjct: 178 GET---VLENAAREPEVTDLAHLLVKMGAKID-GIGTDRLVVHGVERLHGASHSVI-ADR 232 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDV--KFAEVLEMMGAKVTWTETSVTVTGPPR 312 
             A  FL  AA T G + + G     +Q D+     + L   GA++   +  + +  P R 
Sbjct: 233 IEAGTFLCAAAATLGDLVLRG-----VQPDILDTVLDKLREAGARLETGDDWIRLAMPHR 287 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET---ERMV 365 
                   KA+    ++ P    D+      +   A+G        + RV ET    R + 
Sbjct: 288 A-------KAVSFRTSEYPAFPTDMQAQFMALNAVAEG--------TARVTETIFENRFM 332 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
            ++ EL +LGA +    +  ++    +L   NV A D 
Sbjct: 333 HVQ-ELNRLGADITVEGNTAVVNGVPRLSGANVMATD 368 
 
 
>ref|ZP_07991679.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           variabile DSM 44702] 
          Length = 403 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 104/428 (24%), Positives = 166/428 (38%), Gaps = 53/428 (12%) 
 
Query: 23  GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 82 
           G+K+   +++  A L+EGTTV+ N+ +  DV YM+  L  LG   + D           G 
Sbjct: 4   GAKNSVLKLMSAALLAEGTTVLHNIPDISDVRYMVKVLEGLGCEAQID-----------G 52 
 
Query: 83  GKFPVEDAKEEVQLFLGNAGI-AMRSLTAAV------TAAGGNATYVLDGVPRMRERPIG 135 
           G   +    E       NA I ++R   A+V      TA   +A   L G   +  RP+  
Sbjct: 53  GSVTITVPAE----ISWNADIDSVRQFRASVCVLGPLTARCHHAVVALPGGDAIGSRPLD 108 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
               GL+++GA      G  C    V     L G ++ L    S      +LMAA LA G 
Sbjct: 109 MHQSGLEKMGAVTRIEHG--CVVAEVE---ALHGAEISLDFP-SVGATENILMAAVLAEG 162 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
           +    ++D     P +     ++++ G + E   S +   + G  K  +P    V GD   
Sbjct: 163 ET---VLDNAAREPEIVDLCHMLKQMGARIEGEGS-NTITVNGVPKL-NPVEHRVVGDRI 217 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
            A  +   AA+T G +TV G     L       E L++ GA V    T   V         
Sbjct: 218 VAGTWAYAAAMTRGDITVGGIDPVHLH---LVLEKLKLAGATVETYPTGFRV-------I 267 
 
Query: 316 GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR----TEL 371 
             +   A+D      P     L  +A+      A+  V+      TE +   R     EL 
Sbjct: 268 QERRATAVDYQTLPFPGFPTDLQPLAI------ALCTVSEGMSVITENIFESRFRFVDEL 321 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
           T++GA       + +I   E+L+   + + D    A       CA+    + D     +  
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Sbjct: 322 TRMGADATIDGHHVVIRGREQLSYAPVWSSDIRAGAGLVLAGLCADGVTQVNDVHHIDRG 381 
 
Query: 432 FPDYFDVL 439 
           +P + + L 
Sbjct: 382 YPGFVENL 389 
 
 
>ref|ZP_04748159.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           kansasii ATCC 12478] 
          Length = 418 
 
 Score = 52.0 bits (123), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 99/373 (26%), Positives = 146/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  ++     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFMVTGGNRLSGEVAVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   +      L G +++L    
Sbjct: 108 RAKVALPGGDAIGSRPLDMHQAGLRQLGA--RCNIEHGCVVAQAE---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA LA G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVLAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G +TV G   + LQ        L   GA  
Sbjct: 218 GVPRLY-PTEHRVIGDRIVAATWGIAAAMTRGDITVTGIDPSHLQ---LVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  +    R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDDSFRIVQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|YP_002885677.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Exiguobacterium 
           sp. AT1b] 
 gb|ACQ70232.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Exiguobacterium 
           sp. AT1b] 
          Length = 433 
 
 Score = 51.6 bits (122), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 92/375 (24%), Positives = 151/375 (40%), Gaps = 47/375 (12%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           IV++  +++SGTV++ G+K+   + L+   L SEG +++ N+    DV+ +   LR LG  
Sbjct: 5   IVVRGGRKLSGTVRVEGAKNAVLKTLVATLLASEGKSILQNVPRLADVYTINKVLRHLGA 64 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNA 119 
            V  ++      V   G      D K+E  L        +R + A++   G      G+A 
Sbjct: 65  EVSFNEEKNEVTVDASG------DIKDEAPLEY------VRKMRASILVMGPLLARLGHA 112 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              + G   +  RPI   + G + +GA     +G       V   G L G K+ L    S 
Sbjct: 113 RVAMPGGCSIGSRPIDLHLKGFEAMGA--KTVIGNGFVEASVE--GRLQGAKIYLDFP-S 167 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 ++MAA LA G     II+ +   P +      +   G     + + +   I+G  
Sbjct: 168 VGATENIMMAAVLAEGTT---IIENVAKEPEIVDLANFLNGMGAHVRGAGT-ETIRIEGV 223 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +  +  +++ +  D   A  FL   AITG  + V G     L+        +E MG     
Sbjct: 224 ETLRGAEHSIIP-DRIEAGTFLVAGAITGSDIEVIGAEREHLR---PLISKMEEMGVHFE 279 
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Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA- 354 
            T   + VT P         LK +DV     P    D+   +  + L A G + I +    
Sbjct: 280 DTAEGMRVTAP-------DELKPVDVKTMPHPGFPTDMQSQMMALVLKAGGTSVITETVF 332 
 
Query: 355 ---SWRVKETERMVA 366 
                 V+E  RM A 
Sbjct: 333 ENRFMHVEEFRRMNA 347 
 
 
>gb|ABC00786.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 33 
 
 Score = 51.6 bits (122), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 27/33 (81%), Positives = 29/33 (87%), Gaps = 1/33 (3%) 
 
Query: 86  PVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGG 117 
           P+E DAKEEV+LFLGNAG AMR LTAAV AAGG 
Sbjct: 1   PIEKDAKEEVKLFLGNAGTAMRPLTAAVVAAGG 33 
 
 
>ref|ZP_07711396.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           m3-13] 
          Length = 434 
 
 Score = 51.6 bits (122), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 100/399 (25%), Positives = 163/399 (40%), Gaps = 47/399 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  + + GTVK+ G+K+    ++    L S+G   + ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQRLKGTVKVEGAKNAVLPVIAATLLASKGKCEILDVPELSDVYTINEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              VE +      ++V    +   E   E V+    +  + M SL A      G A   L 
Sbjct: 62  NADVEFEN---NRIIVDATRELHTEAPFEYVRKMRASV-LVMGSLLAR----NGKAQIAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V   +G       V+G   L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAKVK--VGNGYIDAEVDG--RLQGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     I++ +   P +      +   G K   + +     I+G  +   
Sbjct: 169 ENIMMAATLAEGTT---IMENVAKEPEIVDLANFLNSMGAKVRGAGTGT-LRIEGVSELH 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC---GTTSLQGDVKFAEVLEMMGAKVTW 300 
             ++  +  D   A  F+  AAITGG V VEG     ++SL         +E MG K    
Sbjct: 225 GCQHNIIP-DRIEAGTFMVAAAITGGDVIVEGAVPEHSSSLIAK------MEEMGVKFEE 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VAS 355 
            E  + V GP +       LK+ID+     P    D+   +  + L A+G + I + V   
Sbjct: 278 VENGLRVIGPEK-------LKSIDIKTMPHPGFPTDMQSQMMSLLLAAEGTSMITETVFE 330 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            R    E    +  ++   G SV       +I  P KL  
Sbjct: 331 NRFMHVEEFRRMNGDIKIEGRSV-------VINGPSKLQ 362 
 
 
>ref|ZP_03943118.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           buchneri ATCC 11577] 
 ref|ZP_03954333.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           hilgardii ATCC 8290] 
 gb|EEI18956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           buchneri ATCC 11577] 
 gb|EEI23827.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           hilgardii ATCC 8290] 
          Length = 439 
 
 Score = 51.6 bits (122), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 97/390 (24%), Positives = 158/390 (40%), Gaps = 52/390 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGAL 60 
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           E+I++     + G V + G+K   N +L + A     SEG T + N+    DV+ M   L 
Sbjct: 2   EKIIVHGGNPLKGRVHIDGAK---NAVLPIQAATILASEGHTSISNVPLLSDVYTMNNVL 58 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R L + V+ D+     +      +   E   E V     +  + M  L A +    G A  
Sbjct: 59  RFLNVKVDFDELHNE-ITFDASSEISSEAPFEYVSKMRASI-VVMGPLLARL----GRAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + LGA ++   G     V      GL G  + L    S  
Sbjct: 113 VALPGGCAIGSRPIDLHLKGFEALGATIEQHDGY----VEATAPNGLVGTDIYLDFP-SV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     II      P +     ++ + G K   + + ++  I+G   
Sbjct: 168 GATQNIMMAATLATGKT---IIQNAAREPEIVDLANVLNKMGAKVVGAGT-EQIRIQGVS 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE-----VLEM-- 293 
           +     ++ V+ D   A  F+  AA+T G V +E             AE     +L+M   
Sbjct: 224 ELHGTDHSVVQ-DRIEAGTFMIAAAVTKGDVLIEDA----------IAEHNKPLILKMRE 272 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG  VT ++  + V GP        HLK +DV     P    D+   + ++ L ADG ++ 
Sbjct: 273 MGVSVTESDAGIRVIGP-------DHLKPVDVKTLPHPGFPTDMQPQMTILQLAADGNSS 325 
 
Query: 350 IRD-VASWRVKETERMVAIRTELTKLGASV 378 
           + + V   R    E +  +  + T  G +V 
Sbjct: 326 MTETVFENRFMHMEELRRMNAKYTISGRTV 355 
 
 
>ref|YP_528639.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Saccharophagus 
           degradans 2-40] 
 sp|Q21FV2.1|MURA_SACD2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABD82427.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Saccharophagus 
           degradans 2-40] 
          Length = 420 
 
 Score = 51.6 bits (122), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 92/410 (22%), Positives = 169/410 (41%), Gaps = 52/410 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++    I+G +++ GSK+    IL    L+ G   + NL +  D+  ML  LR +G 
Sbjct: 2   DKLIIEGGSRINGEIRISGSKNSGLPILAATLLASGPMHICNLPHLNDITTMLALLRCMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           + V  D+            K  VE     +  F     + +R++ A++   G      G  
Sbjct: 62  VGVTIDE------------KMCVEVDPTSITEFEAPYEL-VRTMRASILVLGPMLARFGK 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A     G   +  RP+   + GL+ +GA+++     D   +R     GL G +  L  ++ 
Sbjct: 109 ADVSFPGGCAIGSRPVDIHLRGLEAMGAEIE----VDGGYIRAKAPNGLKGARY-LMDTV 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      LLMAA LA G     I++     P +      +   G K +   + DR  I+G 
Sbjct: 164 TVGGTENLLMAAVLAEGTT---ILENAAREPEIVDLAECLIAMGAKIKGVGT-DRLEIEG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV--LEMMGA 296 
            +         +     + +Y +A AA TGG V +        + D+  A +  LE  GA 
Sbjct: 220 VKTLNGCTYEVMPDRIETGTYLVAAAA-TGGWVKLR-----DTRADILEAVLLKLEEAGA 273 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           ++T  E ++ +    + P      KA+       P    D+      +   A+G +++ + 
Sbjct: 274 EITVGEGTIELAMHGKRP------KAVSFKTAPYPAFPTDMQAQFTAMNAIAEGTSSVVE 327 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
                     R++ +  EL ++GA++    +  IIT  EKL    +   D 
Sbjct: 328 TIF-----ENRLIQVH-ELNRMGANIRLEGNTAIITGVEKLKAAPVMASD 371 
 
 
>ref|ZP_07053722.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria grayi 
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           DSM 20601] 
 gb|EFI84735.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria grayi 
           DSM 20601] 
          Length = 433 
 
 Score = 51.6 bits (122), Expect = 2e-04,   Method: Compositional matrix adjust. 
 Identities = 98/411 (23%), Positives = 165/411 (40%), Gaps = 50/411 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ GTV++ G+K+ +  ++  A L+E    +D L +  DVH +   +  LG +V+ DK  
Sbjct: 20  KKLKGTVQIDGAKNSAVALIPAAILAESQVSIDGLPDISDVHTLYRIIEELGGTVQEDK- 78 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAGGNATYVLDGVP---R 128 
              AV+          D    V + L N  +  +R+    + A  G     + G+P     
Sbjct: 79  -HTAVI----------DPSHLVAMPLPNGNVKKLRASYYLMGAMLGRFKKAVIGLPGGCY 127 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RPI   + G   LGA+V    G     +R      L G ++ L   +S      +++ 
Sbjct: 128 LGPRPIDQHIKGFVALGAEVTNEQGAIY--LRAE---KLTGARIYLD-VVSVGATINIML 181 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G     +I+     P +     L+   G   + + + D   I G +K    K+  
Sbjct: 182 AAVKAEGKT---VIENAAKEPEIIDVATLLNNMGANIKGAGT-DTIRINGVEKLHGCKHT 237 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D   A  F+  AA  G  VT++      L+G       L  MG  + + E SV +  
Sbjct: 238 IIP-DRIEAGTFMTLAAACGDGVTIQNIIPEHLEG---ITAKLHEMGVPIEFGEDSVYIG 293 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETER 363 
                    K+LK +D+     P    D+   L  + + A+G + I D +   R K     
Sbjct: 294 QA-------KNLKKVDIKTYSYPGFPTDLQQPLTALMMHAEGSSVITDTIYPDRFKHI-- 344 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
                 EL ++G   +      +IT P  L   ++    D R   A  +AA 
Sbjct: 345 -----AELERMGGRFKLDGRSAVITGPVSLKGASVKA-SDLRAGAALVIAA 389 
 
 
>emb|CAN76209.1| hypothetical protein VITISV_041624 [Vitis vinifera] 
          Length = 208 
 
 Score = 51.6 bits (122), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 35/48 (72%), Positives = 37/48 (77%), Gaps = 6/48 (12%) 
 
Query: 88  EDAKE--EVQLFLGNAGIAMRSLTAAVTAA----GGNATYVLDGVPRM 129 
           ED  E  EVQLFLGNAG AMR LTA VTAA    GGNA+YVLDGVPR+ 
Sbjct: 116 EDTGEVGEVQLFLGNAGTAMRPLTAVVTAAVTAAGGNASYVLDGVPRI 163 
 
 
>ref|YP_001086592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile 630] 
 ref|YP_003213186.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile CD196] 
 ref|YP_003216632.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile R20291] 
 emb|CAJ66943.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Clostridium 
           difficile 630] 
 emb|CBA60286.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Clostridium 
           difficile CD196] 
 emb|CBE01674.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Clostridium 
           difficile R20291] 
          Length = 423 
 
 Score = 51.2 bits (121), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 94/405 (23%), Positives = 164/405 (40%), Gaps = 47/405 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I+++    + G+VK+ G+K+    I+    L+ G + ++ + N  DVH +   LR +G  
Sbjct: 9   KIIVKKSNPLKGSVKIDGAKNAVLPIIAATLLANGKSTLNGVPNLRDVHVISDLLRHVGA 68 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            VE  +       + +  C  + P E  ++    FL    +  R  +  ++  GG A    
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Sbjct: 69  EVEYKENTLTVDASNIKTC--EAPYELVRKMRASFLVMGPLLARFNSTKISMPGGCA--- 123 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RPI   + G K LGA ++   G             L G K+ L    S    
Sbjct: 124 ------IGTRPIDLHLKGFKALGAKIEMDHGFVEAATE-----KLVGNKLYLDFP-SVGA 171 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA LA G     II+     P +      +   G   + + + +   IKG ++  
Sbjct: 172 TENIMMAASLAEGTT---IIENAAEEPEIVDLANFLNEMGADVKGAGT-NTIKIKGVKEL 227 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K  ++  +     +A+Y +A AA+T G +TVE      L+  V     L   G ++T  + 
Sbjct: 228 KGAEHNVIPDRIEAATYMVA-AAMTKGDITVENVLMEHLKPVVA---KLREAGCEITEMD 283 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGP-TAIRDVASWR 357 
            SV V GP       K LK ID+     P    DV      +   A+G    I  V   R 
Sbjct: 284 NSVRVVGP-------KVLKPIDIKTLPHPGFPTDVQAQFMAMLTVANGTGVVIETVFENR 336 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
                       E  ++GA+++      ++   ++L+  A++  D 
Sbjct: 337 FMHV-------AEFNRMGANIKIDGRSAVVNGVDELHGAAVNATD 374 
 
 
>ref|ZP_04466225.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 7P49H1] 
 gb|EEP46834.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Haemophilus 
           influenzae 7P49H1] 
          Length = 421 
 
 Score = 51.2 bits (121), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 96/414 (23%), Positives = 167/414 (40%), Gaps = 41/414 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG+V + G+K+ +  IL  A L+     + N+   +D+   L  LR LG+    D+    
Sbjct: 12  LSGSVNISGAKNAALPILFAAILATEPVKLTNVPELKDIETTLNILRQLGVIANRDETGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VLLDASNINHFTAPYELVKTMRASIWALAPLVARFHQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGAD+    G     V+      L G ++ +   +S     +++MAA L 
Sbjct: 123 PVDLHISGLEKLGADIVLEEGY----VKAQVSDRLVGTRIVIE-KVSVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     +I+     P +  T   + + G K   + S     I+G +     +++ V   
Sbjct: 178 AKGTT---VIENAAREPEIVDTADFLNKMGAKITGAGSA-HITIEGVEHLTGCEHSVVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG V  +     +L   +   + L   GA+V  TE S+T+      
Sbjct: 233 DRIETGTFLIAAAISGGRVVCQNTKADTLDAVI---DKLREAGAQVDVTENSITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------KAVNIRTAPHPGFPTDMQAQFTLLNMVAEGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            EL ++G   E   +  +    E+L+ T +    D R +++  LA C     TI 
Sbjct: 338 PELIRMGGKAEIEGNTAVCHGVEQLSGTEV-MATDLRASISLVLAGCIATGETI 390 
 
 
>ref|NP_693894.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanobacillus 
           iheyensis HTE831] 
 sp|Q8EM86.1|MURA1_OCEIH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 dbj|BAC14928.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanobacillus 
           iheyensis HTE831] 
          Length = 443 
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 Score = 51.2 bits (121), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 100/380 (26%), Positives = 153/380 (40%), Gaps = 53/380 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRIL--LLAAL--SEGTTVVDNLLNSEDVHYMLGAL 60 
           E+I++    +++GTV+L G+K   N +L  L A+L  SEG +V+  +    DV+ +   L 
Sbjct: 2   EKIIVSGGHQLNGTVRLEGAK---NAVLPVLAASLIASEGESVIKEVPVLADVYTINEVL 58 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG---- 116 
           R L   VE D   K  V +    +   E   E V           R + A+V   G     
Sbjct: 59  RNLNAEVEFDSTTK-TVNINASQQLETEAPFEYV-----------RKMRASVLVLGPLLA 106 
 
Query: 117 --GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
             G+A   + G   +  RPI   + G + +GA++    G     V  N  G L G K+ L 
Sbjct: 107 RYGHAKVAMPGGCAIGSRPIDLHLKGFEAMGAEIHVGNGY----VEANVNGRLQGAKIYL 162 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
               S      ++MAA LA G   IE   K   I  +   L  M    V A      +   
Sbjct: 163 DMP-SVGATENIMMAAALAEGKTVIENAAKEPEIVDLANYLNKMGANIVGA----GTETI 217 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I G +K +  ++  +  D   A  F+  +AITGG V +E      L+  +     LE M 
Sbjct: 218 RIIGVEKLRGTEHMIIP-DRIEAGTFMVASAITGGNVFIENAMREHLRSVISK---LEEM 273 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
              V      + + GP +       LK+ D+     P    D+   +  + L A+G   I 
Sbjct: 274 NVDVIDENGGLRIIGPEK-------LKSTDIKTLPHPGFPTDMQSQMMSLMLRAEGTGVI 326 
 
Query: 351 RDVA----SWRVKETERMVA 366 
            +         V+E  RM A 
Sbjct: 327 TETVFENRFMHVEEFRRMNA 346 
 
 
>ref|ZP_03784314.1| hypothetical protein RUMHYD_03797 [Blautia hydrogenotrophica DSM 
           10507] 
 gb|EEG47330.1| hypothetical protein RUMHYD_03797 [Blautia hydrogenotrophica DSM 
           10507] 
          Length = 430 
 
 Score = 51.2 bits (121), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 99/424 (23%), Positives = 176/424 (41%), Gaps = 39/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T +++NL +  D++ +L A+  +G 
Sbjct: 2   EQYVIKGGNPLVGEVEIAGAKNAALGILSAAIMTDETILIENLPDVRDINVLLEAISGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE   ++     V   G   + D   + +        A   L  A+     +A   L  
Sbjct: 62  AQVERINSS----TVKINGS-TISDVSVDYEYI--KKIRASYYLLGALLGKYKHAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA V+   G             + G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGATVEIKHGAIVARAE-----NMHGSHIFLD-MVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G     II+     P+V      +   G   + + + D   IKG +K    
Sbjct: 169 NIMMAAAMAPGRT---IIENAAREPHVVDVANFLNSMGANIKGAGT-DIIRIKGVEKLHR 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + A +  D   A  F+  AA T G VTV+      L+        LE +G +V   + + 
Sbjct: 225 TEYAIIP-DQIEAGTFMFAAAATKGDVTVKNVIPKHLEATTA---KLEEIGCQVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
           V +    R    R H+K +       +  P +A+TLA     A G + + + +   R K  
Sbjct: 281 VRIVANKR--LTRTHVKTLPYPGYPTDMQPQIAVTLA----LAKGTSIVTESIFENRFKY 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +       EL+++GA+++   +  II   E L    + +  D R   A  +A  A   + 
Sbjct: 335 VD-------ELSRMGANIKVEGNSAIIDGVEGLTGARV-SAPDLRAGAALVIAGLAAEGI 386 
 
Query: 421 TIRD 424 
           T+ D 
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Sbjct: 387 TVVD 390 
 
 
>gb|ACB05443.1| chloroplast 5-enolpyruvylshikimate 3-phosphate synthase [Lolium 
           rigidum] 
          Length = 30 
 
 Score = 51.2 bits (121), Expect = 3e-04,   Method: Compositional matrix adjust. 
 Identities = 24/30 (80%), Positives = 26/30 (86%) 
 
Query: 104 AMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           AMR+LTAAV+    NATYVLDGVPRMRERP 
Sbjct: 1   AMRALTAAVSDEKENATYVLDGVPRMRERP 30 
 
 
>ref|ZP_05270254.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile QCD-66c26] 
 ref|ZP_05320650.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile CIP 107932] 
 ref|ZP_05328260.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile QCD-63q42] 
 ref|ZP_05349241.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile ATCC 43255] 
 ref|ZP_05354409.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile QCD-76w55] 
 ref|ZP_05383261.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile QCD-97b34] 
 ref|ZP_05399623.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile QCD-23m63] 
 ref|ZP_06894194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile NAP08] 
 ref|ZP_06905033.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile NAP07] 
 ref|ZP_07405148.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile QCD-32g58] 
 gb|EFH05566.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile NAP08] 
 gb|EFH13860.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           difficile NAP07] 
          Length = 417 
 
 Score = 50.8 bits (120), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 94/405 (23%), Positives = 164/405 (40%), Gaps = 47/405 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I+++    + G+VK+ G+K+    I+    L+ G + ++ + N  DVH +   LR +G  
Sbjct: 3   KIIVKKSNPLKGSVKIDGAKNAVLPIIAATLLANGKSTLNGVPNLRDVHVISDLLRHVGA 62 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            VE  +       + +  C  + P E  ++    FL    +  R  +  ++  GG A    
Sbjct: 63  EVEYKENTLTVDASNIKTC--EAPYELVRKMRASFLVMGPLLARFNSTKISMPGGCA--- 117 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RPI   + G K LGA ++   G             L G K+ L    S    
Sbjct: 118 ------IGTRPIDLHLKGFKALGAKIEMDHGFVEAATE-----KLVGNKLYLDFP-SVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA LA G     II+     P +      +   G   + + + +   IKG ++  
Sbjct: 166 TENIMMAASLAEGTT---IIENAAEEPEIVDLANFLNEMGADVKGAGT-NTIKIKGVKEL 221 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K  ++  +     +A+Y +A AA+T G +TVE      L+  V     L   G ++T  + 
Sbjct: 222 KGAEHNVIPDRIEAATYMVA-AAMTKGDITVENVLMEHLKPVVA---KLREAGCEITEMD 277 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGP-TAIRDVASWR 357 
            SV V GP       K LK ID+     P    DV      +   A+G    I  V   R 
Sbjct: 278 NSVRVVGP-------KVLKPIDIKTLPHPGFPTDVQAQFMAMLTVANGTGVVIETVFENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
                       E  ++GA+++      ++   ++L+  A++  D 
Sbjct: 331 FMHV-------AEFNRMGANIKIDGRSAVVNGVDELHGAAVNATD 368 
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>ref|ZP_04219897.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-44] 
 gb|EEL48397.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-44] 
          Length = 433 
 
 Score = 50.8 bits (120), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 149/377 (39%), Gaps = 50/377 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V  +      V +    +  +E   E V           R + A+V   G      G 
Sbjct: 62  NAEVVFE---NNQVTIDASKELNIEAPFEYV-----------RKMRASVQVMGPLLARNG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V   +G       V+    L G K+ L    
Sbjct: 108 RARIALPGGCAIGSRPIDQHLKGFEAMGAKVK--VGNGFVEAYVD---ELKGAKIYLDFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++ AA LA G     I++     P +      +   G K   + +     I+ 
Sbjct: 163 -SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IRIE 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG K 
Sbjct: 218 GVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMGVK 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           V      V V GP +       LKA+D+     P    D+   +  + L ADG + I +  
Sbjct: 274 VIEENEGVRVIGPSK-------LKAVDIKTMPHPGFPTDMQSQMMALLLHADGTSMITET 326 
 
Query: 354 A----SWRVKETERMVA 366 
                   V+E  RM A 
Sbjct: 327 VFENRFMHVEEFRRMNA 343 
 
 
>ref|YP_003256074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D11S-1] 
 gb|ACX82855.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           actinomycetemcomitans D11S-1] 
          Length = 425 
 
 Score = 50.8 bits (120), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 95/416 (22%), Positives = 168/416 (40%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV++ G+K+ +  IL  A L+     + N+ + +D+   L  LR LG+ VE +K    
Sbjct: 12  LKGTVEISGAKNAALPILFAAILATEPVTLTNVPDLKDIETTLKILRQLGVVVEQNKPGT 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VRLDASKIDHFIAPYELVKTMRASIWALAPLVARFNQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGA +    G     V+    G L G ++ +   +S     ++++AA L 
Sbjct: 123 PVDLHISGLERLGAKIALEDGY----VKAYVDGRLNGTRIVME-KVSVGATLSIMIAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G     +I+     P +  T   + + G K   + S D   I+G  +    +++ V   
Sbjct: 178 TKGTT---VIENAAREPEIADTAEFLNKMGAKISGAGS-DAITIEGVNRLTGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG +  +     +L   +   + L   GA+V  TE ++T+      
Sbjct: 233 DRIETGTFLVAAAISGGRIVCKNTKANTLDAVI---DKLREAGAQVDVTEDTITLDMWGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      KA+++     P    D+     ++ + A+G + I +          R + I  
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Sbjct: 290 RP------KAVNIRTAPYPGFPTDMQAQFTLLNMVANGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  I      L+   +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAICHGVSHLSGAEV-MATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|ZP_03940189.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           brevis subsp. gravesensis ATCC 27305] 
 gb|EEI70412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           brevis subsp. gravesensis ATCC 27305] 
          Length = 439 
 
 Score = 50.8 bits (120), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 96/390 (24%), Positives = 158/390 (40%), Gaps = 52/390 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL----SEGTTVVDNLLNSEDVHYMLGAL 60 
           E+I++     + G V + G+K   N +L + A     SEG T + N+    DV+ M   L 
Sbjct: 2   EKIIVHGGNPLKGRVHIDGAK---NAVLPIQAATILASEGQTSISNVPLLSDVYTMNNVL 58 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R L + V+ D+     +      +   E   E V     +  + M  L A +    G A  
Sbjct: 59  RFLNVKVDFDELHNE-ITFDASSEISSEAPFEYVSKMRASI-VVMGPLLARL----GRAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + LGA ++   G     V      GL G  + L    S  
Sbjct: 113 VALPGGCAIGSRPIDLHLKGFEALGATIEQHDGY----VEATAPNGLVGTDIYLDFP-SV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I      P +     ++ + G K   + + ++  I+G   
Sbjct: 168 GATQNIMMAATLATGKT---VIQNAAREPEIVDLANVLNKMGAKVVGAGT-EQIRIQGVS 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE-----VLEM-- 293 
           +     ++ V+ D   A  F+  AA+T G V +E             AE     +L+M   
Sbjct: 224 ELHGTDHSVVQ-DRIEAGTFMIAAAVTRGDVLIEDA----------IAEHNKPLILKMRE 272 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG  VT ++  + V GP        HLK +DV     P    D+   + ++ L ADG ++ 
Sbjct: 273 MGVSVTESDAGIRVIGP-------DHLKPVDVKTLPHPGFPTDMQPQMTILQLAADGNSS 325 
 
Query: 350 IRD-VASWRVKETERMVAIRTELTKLGASV 378 
           + + V   R    E +  +  + T  G +V 
Sbjct: 326 MTETVFENRFMHMEELRRMNAKYTISGRTV 355 
 
 
>ref|ZP_03824066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. ATCC 27244] 
 ref|ZP_06726834.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           haemolyticus ATCC 19194] 
 gb|EEH68039.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. ATCC 27244] 
 gb|EFF83475.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           haemolyticus ATCC 19194] 
          Length = 419 
 
 Score = 50.8 bits (120), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 103/413 (24%), Positives = 176/413 (42%), Gaps = 48/413 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPITLTNVPNLKDVNTLVKLIAGLGVTMSYEGET 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
             A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VCADASTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V  +  G L GG+V +   ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAQIEVENGY----VHASVDGRLKGGEV-IFDMVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
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           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALAEG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V       + L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPSLLEAVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MQGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  ++T  EKL    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AVVTGVEKLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>gb|AAB32920.1| enolpyruvylshikimate-3-phosphate synthase type B [Pneumocystis 
           carinii] 
 gb|AAA97400.1| encodes EPSP synthase domain [Pneumocystis carinii f. sp. mustelae] 
 prf||2210353E AROM protein 
          Length = 108 
 
 Score = 50.8 bits (120), Expect = 4e-04,   Method: Composition-based stats. 
 Identities = 31/92 (33%), Positives = 46/92 (50%), Gaps = 11/92 (11%) 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT-------AIDT 400 
           T I  +++ R+KE  R+ A+  E  K G    E PD   +     LN++        ID  
Sbjct: 20  TEITGISNQRIKECNRINAMVCEFKKFGIEAGELPDGIYV---RALNISDLLSPTNGIDC 76 
 
Query: 401 YDDHRMAMAFSLAACAEV-PVTIRDPGCTRKT 431 
           ++DHR+AM+FS+ AC    P  I +  C  KT 
Sbjct: 77  HNDHRIAMSFSVLACVSPNPTIILNKTCVNKT 108 
 
 
>emb|CBL28304.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Synergistetes 
           bacterium SGP1] 
          Length = 420 
 
 Score = 50.8 bits (120), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 98/395 (24%), Positives = 166/395 (42%), Gaps = 43/395 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTV-VDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           + + GTV+  G+K+ +  ++    L +G  + + N+    DV  M+  L  LG++   +  
Sbjct: 10  RPLQGTVRTQGAKNAALPVMAACLLLKGGALTLANVPELYDVSTMMELLTALGVTARREG 69 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              + V +G   +   E  +  V+    ++ +        + A  G A   L G   +   
Sbjct: 70  ---KEVTLGVADEVSWEAPESLVRKMRASSLV-----LGPLLARCGRAALPLPGGCSIGS 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI   + GL Q+GA ++   G  C          L G ++ L    S      L+MAA  
Sbjct: 122 RPIDLHLKGLVQMGAKIEIRNGVVCAQA-----DRLRGRRIYLDFP-SVGATENLMMAAA 175 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G+  IE I +   I  +   LR M   GV  +   +     IKG ++ +S +   +  
Sbjct: 176 LAQGETIIENIAREPEIDNLAAVLRSM---GVPIDMEGTGC-VRIKGVEEVRSCRERVIP 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
               + +Y LAG  +TGG VTVE      +  D   A+ LE  G +     ++VTV     
Sbjct: 232 DRIEACTYLLAG-VMTGGRVTVEDAIPAHI--DSLLAK-LEEAGVRFAVNGSAVTV---- 283 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
              F    L+++ +     P    D+   +A     A+G + I +     V +   + A  
Sbjct: 284 ---FPADRLQSVSLKTMPFPGFPTDLQPQMAAALSLAEGTSVIEE----SVFQARFLYA- 335 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
             EL ++GA +    D  +I+  E+L   NV A D 
Sbjct: 336 -AELNRMGADIRVKGDTAVISGVERLSGANVKATD 369 
 
 
>ref|YP_001381377.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
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           sp. Fw109-5] 
 sp|A7HI47.1|MURA_ANADF RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABS28393.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaeromyxobacter 
           sp. Fw109-5] 
          Length = 422 
 
 Score = 50.8 bits (120), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 94/391 (24%), Positives = 155/391 (39%), Gaps = 60/391 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV+     + G+V   G+K+ +  I+  A L+EG  +V N+ +  DV  +   L  +G 
Sbjct: 2   DKIVIDGGVPLRGSVATSGAKNAALPIIAGALLAEGDHLVRNVPDLADVRTLGRLLVHMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
              E +   K A+ +        E   E V+    +       +   + A  G A   L  
Sbjct: 62  CQAERNAGEKGALWIRVPAAVQPEAPYELVKTMRASV-----VVLGPLVARWGKARVSLP 116 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           G   +  RPI   + GL  LGA++     ++    P  R+ G           + +  +Q 
Sbjct: 117 GGCAIGARPIDQHLKGLSALGAEIRLEHGYVEATAPRGRLRGA----------TFTFDAQ 166 
 
Query: 182 YLSA---LLMAAPLALGDV-------EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
            ++    ++MAA LA G+        E EI+D  ++   V M  R+               
Sbjct: 167 TVTGTENVMMAAALAEGETLLRNCAREPEIVD--LAAALVRMGARI---------SGAGA 215 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
           D   I+G +  + P +  V  D   A  FLA  A+ G  VTV+GC    ++      E L 
Sbjct: 216 DEIRIEGVETLR-PLDHVVIADRIEAGTFLAAGALPGNDVTVQGCVLEHVEA---LVEKL 271 
 
Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGP 347 
              GA+V   +  + V G  R        + +DV     P    D+   +  +   ADG  
Sbjct: 272 RAAGAEVLPVDGGLRVVGDGRP-------RPVDVRTAPHPGFPTDMQAQMMALLCLADGS 324 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASV 378 
           + I +     V E   M     EL +LGA + 
Sbjct: 325 SKITET----VFENRFMHV--QELQRLGAEI 349 
 
 
>ref|ZP_07729106.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           oris PB013-T2-3] 
 gb|EFQ53806.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactobacillus 
           oris PB013-T2-3] 
          Length = 441 
 
 Score = 50.4 bits (119), Expect = 5e-04,   Method: Compositional matrix adjust. 
 Identities = 101/457 (22%), Positives = 168/457 (36%), Gaps = 66/457 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGAL 60 
           E+I+++  + + G V + GSK   N +L L A +    +GT  ++N+    DV  M   L 
Sbjct: 2   EKIIIKGGRPLRGQVTVEGSK---NAVLPLQAAAILAVQGTVTLNNVPPVTDVQLMNRLL 58 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           R L L     +  ++ V+    G  P+     E      N   A   +   + A  G A  
Sbjct: 59  RFLNLKTAYGEKQRQLVI---NGSVPLSS---EAPFEYVNQMRASLLVMGPLLARTGQAR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
             L G   +  RPI   + GL++LGA +     F+   C          L G ++ L    
Sbjct: 113 IALPGGCSIGARPIDLHLAGLRKLGATIKQDAGFIDARC--------DHLVGSRITLDFP 164 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS-----WD 232 
            S      L+MAA +A G   I  I+     P +     L+ + G +   + S        
Sbjct: 165 -SVGATENLMMAATMAEG---ITTIENAACEPEIVELANLLNKMGGRVHGAGSKVIRIQG 220 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
            +Y+ G +   +P       D   A  ++  AA+T G V V          +      LE 
Sbjct: 221 VYYLHGAEYTVAP-------DRIEAGTWMLAAAVTNGDVIVRNAAAAY---NTSLIAKLE 270 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADG 346 
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            MG  V   E  + V G             I  ++  MP      D+   + V+ L A+G 
Sbjct: 271 EMGVTVIKQEDGIRVLGTS---------VLIPASVKAMPYPGFPTDLQPQMTVLQLLANG 321 
 
Query: 347 PTAIRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
            + + + V   R    E       EL ++ A  +      I+  P + + T +   D    
Sbjct: 322 TSTMEEHVFEQRFNHLE-------ELRRMNADFQIAGSVAILDGPTRFSGTEVAATDLRA 374 
 
Query: 406 MAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
            A        A     + +P C  + + D++  L    
Sbjct: 375 GAALVLAGLAATGITQVCNPQCLDRGYYDFYQKLHQL 411 
 
 
>ref|NP_871332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Wigglesworthia 
           glossinidia endosymbiont of Glossina brevipalpis] 
 sp|Q8D2M5.1|MURA_WIGBR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAC24475.1| murA [Wigglesworthia glossinidia endosymbiont of Glossina 
           brevipalpis] 
          Length = 418 
 
 Score = 50.4 bits (119), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 90/394 (22%), Positives = 164/394 (41%), Gaps = 54/394 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
            + V++   +++G V + GSK+ S  IL    LSE    + N+   +D  + +  LR LG 
Sbjct: 2   NQFVIKGSNKLTGDVFISGSKNASLPILFATILSEEEIEIQNVPKIKDTDFAIKLLRYLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
            +VE +K+              +    + + ++     + ++++ A++ A G      G  
Sbjct: 62  ATVEENKS--------------IYINAKNISIYHAPCNL-VKTMRASIWALGPLLARFGE 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
            +  L G   +  RP+   + GLK+LGA +    G     V+ N  G L   ++ ++  I 
Sbjct: 107 GSISLPGGCEIGNRPVDLHLYGLKKLGAKIYLKDGY----VKANVKGRLHSARIVMN-KI 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++ AA LA+G   I II+     P +  T   +   G K     + +  +IKG 
Sbjct: 162 SVGATLTIMSAATLAIG---ITIIENAAREPEIIDTANFLISLGAKINGVGT-NTIFIKG 217 
 
Query: 239 GQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            +K K     Y +  D      FL  AAI+ G +T       +L   +K    L   GA+ 
Sbjct: 218 VKKLKG--GVYKILPDRIETGTFLVAAAISRGKITCYDTNPNTLNIVLK---KLHESGAR 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  + +    + P      KA+ +  +  P    D+     V+ L + G + I +  
Sbjct: 273 IEIGKDWIKLDMIDKRP------KAVKIETSPYPGFPTDMQAQFTVLNLISYGSSIITE- 325 
 
Query: 354 ASWRVKETERMVAIRTELTKLG--ASVEEGPDYC 385 
               + E   M    +EL K+G  A ++    +C 
Sbjct: 326 ---NIFENRFMHI--SELIKMGGRAIIKNNNIFC 354 
 
 
>ref|YP_003839890.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor obsidiansis OB47] 
 gb|ADL41904.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor obsidiansis OB47] 
          Length = 419 
 
 Score = 50.4 bits (119), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 78/303 (25%), Positives = 131/303 (43%), Gaps = 22/303 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+IV++    + G V + G+K+ +  ++  A +SEG +V++NL   EDV  M   L  LG 
Sbjct: 6   EKIVIEGGYPLEGEVVINGAKNAAVAVIPAALMSEGESVIENLPLIEDVFAMDDILLKLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E D  + +             ++ ++++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDARNLHSYIAPYESVKKIR--------ASYYLIGALLTRFGKAEVAMP 117 
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Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G      RPI   + G + LGADV    G     ++      L G K+ L   +S      
Sbjct: 118 GGCNFGSRPIDQHIKGFRALGADVRIENGM----IKAYA-DRLVGTKIYLD-VVSVGATI 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   I II+     P+V  T   +   G K + + + D   I+G  +    
Sbjct: 172 NLMLAAVKAKG---ITIIENAAKEPHVVDTANFLNSMGAKIKGAGT-DVIRIEGVDRLYP 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K A +     + +Y +A  A T G + V+      L+     A+++E MGA+V   E S 
Sbjct: 228 TKYAIIPDQIEAGTYMIAACA-TKGHIVVKNVIPKHLESLT--AKLVE-MGAEVITYEDS 283 
 
Query: 305 VTV 307 
           + V 
Sbjct: 284 IEV 286 
 
 
>ref|ZP_05345049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bryantella 
           formatexigens DSM 14469] 
 gb|EET62164.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bryantella 
           formatexigens DSM 14469] 
          Length = 429 
 
 Score = 50.4 bits (119), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 96/427 (22%), Positives = 176/427 (41%), Gaps = 46/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T V++NL + +D+H +LGA+R +G 
Sbjct: 2   EQYIIKGGNPLVGEVEIGGAKNAALGILAAAIMTDDTVVIENLPDVQDIHALLGAIRGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +VEA     + V +       V    E ++        A   L  A+      A   L  
Sbjct: 62  ATVEAH---GKTVQINGSSIGSVSVDYEYIKKIR-----ASYYLLGALLGKYKRAEVPLP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G K LGA      G+            L G  + L  ++S      
Sbjct: 114 GGCNIGSRPIDLHLKGFKALGAKTRISHGSIIAEAEC-----LRGNHIYLD-TVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G     +I+     P+V      +   G   + + + D   I+G ++  + 
Sbjct: 168 NIMMAASMAEGRT---VIENAAKEPHVVDVANFLNSMGANIKGAGT-DIIRIRGVERLHA 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA+T G V V+      L+     A+++E +G +V   + + 
Sbjct: 224 TEYSIIP-DQIEAGTFMFAAAVTKGDVIVKNVIPKHLEATT--AKLVE-IGCQVEEFDDA 279 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRD-VASWR 357 
           V V    R           + N+  +P      D+   + V    A+G + + + +   R 
Sbjct: 280 VRVVATKRLN---------NTNVKTLPYPGYPTDMQPQIGVALALANGTSLVTESIFENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            K  +       EL ++GA +    +  +I   EK     +    D R   A  +A  A  
Sbjct: 331 FKYVD-------ELMRMGADIRVEGNTAVIYGTEKFTGARVSA-PDLRAGAALVIAGLAA 382 
 
Query: 418 VPVTIRD 424 
             +TI D 
Sbjct: 383 EGITIVD 389 
 
 
>ref|YP_045400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. ADP1] 
 sp|Q6FED0.1|MURA_ACIAD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAG67578.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) (UDP-N-acetylglucosamine enolpyruvyl 
           transferase) (EPT) [Acinetobacter sp. ADP1] 
          Length = 418 
 
 Score = 50.4 bits (119), Expect = 6e-04,   Method: Compositional matrix adjust. 
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 Identities = 103/415 (24%), Positives = 172/415 (41%), Gaps = 52/415 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    ++N+ N +DV+ ++  +  LG++++ +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAAMILADSPITLNNVPNLKDVNTLVKLIAGLGITMDYEGET 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLSNQFAPYELVK------------TMRASILVLGPLLARYGNAQVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V     G L G  +     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHATVDGRLKGADITFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   I         P +    +++   G K E  D+ D   + G +     + +  
Sbjct: 174 AVLAEGTTTIR---NAAREPEITDLAQMLIEMGAKIEGLDT-DTLVVTGVESLHGCEYSV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V       + L+  + KF E    MGA+VT  E  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPSLLESVLDKFEE----MGAEVTRGEDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA+       P    D+   L  V +   G   I    S  + E   M 
Sbjct: 285 MMGKRP------KAVSFRTLPHPEFPTDMQAQLMAVNVIGRGFATI----SETIFENRFM 334 
 
Query: 365 VAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
                EL+++GA+++ EG D  I+T  EKL    +   D   +  +FSL   A V 
Sbjct: 335 HV--PELSRMGANIQVEGND-AIVTGVEKLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|ZP_05116642.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           superfamily [Labrenzia alexandrii DFL-11] 
 gb|EEE47241.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           superfamily [Labrenzia alexandrii DFL-11] 
          Length = 289 
 
 Score = 50.4 bits (119), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 65/249 (26%), Positives = 111/249 (44%), Gaps = 20/249 (8%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 91 
           +  AL+ G T V  LL SEDV     A+R +G  +E  D  +     +G G        + 
Sbjct: 1   MFGALAVGRTTVQGLLESEDVLATADAMRAVGAKIEKQDDGSYTVDGIGLGSLL-----E 55 
 
Query: 92  EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 151 
            +  +  GNAG  +R       +    AT+V D    + +RP+G ++  L+++G +V    
Sbjct: 56  PQGVIDFGNAGTGVRLTMGIFGSHNIAATFVGDA--SLSKRPMGRVLNPLREMGTNVIAR 113 
 
Query: 152 LGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 210 
            G   P         LP   +V +    S+Q  SA+L+A   A G     +   +  I   
Sbjct: 114 DGDRLPASIRGAEQALPITYRVPMP---SAQVKSAVLLAGLNAPG-----VTTVIEPIAT 165 
 
Query: 211 VEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 268 
            + T ++++ FG  +    +++ +R     GQ    P++  V  D SSA++ +  A I   
Sbjct: 166 RDHTEKMLKGFGADISVSLNEAGERVIKLTGQPELKPQDIDVPADPSSAAFPIVAALIVP 225 
 
Query: 269 GT-VTVEGC 276 
           G+ VT+E   
Sbjct: 226 GSDVTIENV 234 
 
 
>ref|ZP_03237826.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus H3081.97] 
 ref|YP_002341352.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           AH187] 
 ref|YP_002532816.1| udp-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus cereus 
           Q1] 
 gb|EDZ56295.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus H3081.97] 
 gb|ACJ78082.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH187] 
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 gb|ACM15527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Q1] 
          Length = 434 
 
 Score = 50.4 bits (119), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 95/379 (25%), Positives = 150/379 (39%), Gaps = 53/379 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K ++GTV++ G+K+    I+  A L S+G  V+  +    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSEVPVLSDVYTINEVLRHL 61 
 
Query: 64  GLSV--EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG----- 116 
              V  E +K     V +    +  +E   E V           R + A+V   G      
Sbjct: 62  NAEVVFENNK-----VTIDASKELNIEAPFEYV-----------RKMRASVQVMGPLLAR 105 
 
Query: 117 -GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G A   L G   +  RPI   + G + +GA V    G     V     G L G K+ L  
Sbjct: 106 NGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVE----GELKGAKIYLD 161 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      ++ AA LA G     I++     P +      +   G K   + +      
Sbjct: 162 FP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFLNAMGAKVRGAGTGT-IR 216 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G  K     ++ +  D   A  F+  AAITGG + +E      L+        +E MG 
Sbjct: 217 IEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVPEHLR---SITAKMEEMG 272 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
            K+      V V GP +       LKA+D+     P    D+   +  + L A+G + I  
Sbjct: 273 VKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLQAEGTSMIT 325 
 
Query: 352 DVA----SWRVKETERMVA 366 
           +         V+E  RM A 
Sbjct: 326 ETVFENRFMHVEEFRRMNA 344 
 
 
>ref|ZP_03292078.1| hypothetical protein CLOHIR_00021 [Clostridium hiranonis DSM 13275] 
 gb|EEA86318.1| hypothetical protein CLOHIR_00021 [Clostridium hiranonis DSM 13275] 
          Length = 408 
 
 Score = 50.1 bits (118), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 95/395 (24%), Positives = 155/395 (39%), Gaps = 45/395 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           + GTVK+ G+K+    I+    L+EG +V+  + N  DVH +   LR LG  V  +     
Sbjct: 4   LRGTVKIDGAKNAVLPIIAATLLAEGKSVLKGVPNLRDVHVISDLLRHLGAEVTYEGTTL 63 
 
Query: 74  --KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               + +  C  + P E  ++    FL    +  R     ++  GG A         +   
Sbjct: 64  TVDASNITTC--EAPYELVRKMRASFLVMGPLLARFNHTKISMPGGCA---------IGT 112 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RPI   + G K LGA+V+   G             L G K+ L    S      ++MAA  
Sbjct: 113 RPIDLHLKGFKSLGAEVEIDHGFVEAKTE-----KLTGNKLYLDFP-SVGATENIMMAAA 166 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     II+     P +      +   G   + + + +   IKG +  K  ++  +  
Sbjct: 167 LAEGTT---IIENAAEEPEIVDLANFLNEMGANVKGAGT-NTIKIKGVESLKGAEHTVIP 222 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
               +A+Y +A AA+T G +TVE      L+        L   G ++   E +V V GP  
Sbjct: 223 DRIEAATYMVA-AAMTKGDITVENVLMEHLK---PIIAKLRETGCEIIEMENAVRVIGP- 277 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                 + LK ID+     P    DV      +   A+G   + +     V E   M    
Sbjct: 278 ------EVLKPIDIKTLPHPGFPTDVQAQFMAMLTIANGTAVVIET----VFENRFMHV- 326 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
             E  ++GA ++      I+   +KL    ++  D 
Sbjct: 327 -AEFNRMGADIKIEGRSAIVNGVDKLYGAKVNATD 360 
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>ref|YP_002905746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           kroppenstedtii DSM 44385] 
 gb|ACR17203.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Corynebacterium 
           kroppenstedtii DSM 44385] 
          Length = 425 
 
 Score = 50.1 bits (118), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 109/431 (25%), Positives = 168/431 (38%), Gaps = 41/431 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V++ G+K+   +++  A L+EGTTV+ N     DV YM   LR LG  V  D     
Sbjct: 16  LQGQVRVAGAKNSVLKLMGAALLAEGTTVLTNCPEIADVPYMADVLRGLGCRVVLDGPTV 75 
 
Query: 75  RAVV---VGCGGKFPVEDAKEEVQLFLGNAG-IAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              V   V     F   DA  + +  +   G +  RS  A V   GG+A         +  
Sbjct: 76  YITVPEHVTSDADF---DAVRKFRASVCVLGPLTARSHRAVVALPGGDA---------IG 123 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+     GL++LGA      G       V+    L G  +KL    S      +L AA 
Sbjct: 124 SRPLDMHQSGLEKLGATTKIEHG-----CVVSEAESLHGASIKLDFP-SVGATENILTAA 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     ++D     P +     ++   G K   + S +   ++G  +   P    V 
Sbjct: 178 VLAEGTT---VLDNAAREPEIVDLCTMLSEMGAKISGAGS-NTITVEGVPRL-DPVRHEV 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            GD   A  +   AAIT G +TV G   + L       E ++  GA+V    T   V    
Sbjct: 233 IGDRIVAGTWAYAAAITQGDITVGGIDPSFLH---LVLEKVKGAGAEVETYATGFRVVQN 289 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAIRT 369 
            R        KA+D      P     L  +A+     +    V +  V E+  R V     
Sbjct: 290 HRP-------KAVDYQTLPFPGFPTDLQPMAIALCSVSEGTSVITENVFESRFRFV---D 339 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+T+LGA       + +I   E+L+   + + D    A       CA+    + D      
Sbjct: 340 EMTRLGADAYIDGHHVMIRGVEQLSSAPVWSSDIRAGAGLVLAGLCADGMTEVNDVYHID 399 
 
Query: 430 KTFPDYFDVLS 440 
           + +PD+ + L+ 
Sbjct: 400 RGYPDFVETLT 410 
 
 
>ref|ZP_05226314.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           intracellulare ATCC 13950] 
          Length = 417 
 
 Score = 50.1 bits (118), Expect = 6e-04,   Method: Compositional matrix adjust. 
 Identities = 101/373 (27%), Positives = 148/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++  A L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVAVGGAKNSVLKLMAAALLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C   + +    L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--QCNIEHGCVVAQAD---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 GVPRLH-PTEHRVIGDRIVAATWGIAAAMTRGDISVTGVDPAHLQ---VVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
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           VT TE+S  V    R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTESSFRVAQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|ZP_05852759.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Granulicatella 
           elegans ATCC 700633] 
 gb|EEW92395.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Granulicatella 
           elegans ATCC 700633] 
          Length = 437 
 
 Score = 50.1 bits (118), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 91/379 (24%), Positives = 152/379 (40%), Gaps = 45/379 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTL 63 
           E++++Q    ++GTVK+ G+K+    IL  + L+E G T + N+ N  DVH ML  L +L 
Sbjct: 2   EKMIVQGGTRLNGTVKVEGAKNAVLPILAASILAEYGVTHLTNVPNLSDVHTMLAVLNSL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            ++   D+  K A+ +          A E V          MR+   +   + A  G+A  
Sbjct: 62  NVTSTFDEEEK-AITLNATKDVQTTAAFEFVS--------KMRASIVVMGPLLARFGHAR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
             + G   +  RPI   + G + +GA +   D ++              L G ++ +    
Sbjct: 113 VAMPGGCAIGTRPIDLHLKGFEAMGATITQADGYVEAHADQ--------LVGARIYMDFP 164 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G     +++ +   P +     ++ + G K   + + +   I+ 
Sbjct: 165 -SVGATQNLMMAATLAKGTT---LLENVAREPEIVDLANILNKMGAKIIGAGT-ENIRIE 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G    +   ++ +  D   A  F+  AA+TGG V VE       Q        L  MG + 
Sbjct: 220 GVDHLEGTIHSIIP-DRIEAGTFMVAAAVTGGDVFVEDAIAEHNQ---PLISKLSEMGVQ 275 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG-PTAIRD 352 
               E  + V GP       + LK  DV     P    D+   + +V L A G  T     
Sbjct: 276 FIEEENGIRVIGP-------ETLKPTDVKTLPHPGFPTDMQAQMTIVQLLASGVSTMTET 328 
 
Query: 353 VASWRVKETERMVAIRTEL 371 
           V   R    E +  +  E  
Sbjct: 329 VFENRFNHLEELRRMNAEF 347 
 
 
>ref|YP_002885719.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Exiguobacterium 
           sp. AT1b] 
 gb|ACQ70274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Exiguobacterium 
           sp. AT1b] 
          Length = 418 
 
 Score = 50.1 bits (118), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 96/372 (25%), Positives = 159/372 (42%), Gaps = 40/372 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +++ GTV++ G+K  +   L+ A L+E +  ++N+   EDV  M+  L+ LG+ VE D   
Sbjct: 10  QKLEGTVEISGAKQSALPCLVAALLTEESVTIENVPMIEDVEVMVNLLKELGVRVERD-- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G+     + E V + L   G   R + AAV   G      G     L G  
Sbjct: 68  ----------GERTTIHSNEAVAMPL--LGSETRKVRAAVYLLGVFAARFGKGAVGLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RPI   +  L++LG  V+   G     VRV+    L G ++ L        +SA+ 
Sbjct: 116 YAIGPRPIDLHLKALERLGIHVENESG--LYHVRVD---ELVGNRIYLDLRSFGATVSAM 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           L AA LA G     +I+     P V     ++   G     + + D   IKG ++      
Sbjct: 171 L-AAVLATGTT---VIENAACDPEVVDVATMLTSMGAHVSGAGT-DEIRIKGVERLHGCT 225 
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Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  +     + ++ + GA    G VTV+    T L+G ++  ++L+  GA V   E S+T 
Sbjct: 226 HTLIPDRLEAGTFMMFGA--VSGHVTVQPVIPTHLEGVIQ--KLLD-FGADVEVGEESIT 280 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETERMV 365 
           VT     P   +         +  P   MT A+  L ADG + + D + + R +    M  
Sbjct: 281 VTANQFMPTDIRVFHYSGYPSDLQP--VMTAAL--LKADGTSVVTDKLYAQRFRHIAEMR 336 
 
Query: 366 AIRTELTKLGAS 377 
            +  ++T   AS 
Sbjct: 337 RMNAQITLEDAS 348 
 
 
>ref|ZP_06804882.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brevibacterium 
           mcbrellneri ATCC 49030] 
 gb|EFG48412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brevibacterium 
           mcbrellneri ATCC 49030] 
          Length = 426 
 
 Score = 50.1 bits (118), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 99/409 (24%), Positives = 163/409 (39%), Gaps = 70/409 (17%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V + G+K+   +++    L+ GT+V++N+    DV  M+  L +LG SV+ D  A  
Sbjct: 12  LRGSVDVRGAKNSVLKLMAATLLAPGTSVIENVPAILDVKIMVKLLMSLGCSVDYDSDA- 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             VV     + P  + + + +L        +R++ A+++  G        A   L G    
Sbjct: 71  -GVVAITVPETP--EVRADYKL--------VRAMRASISVLGSLMGRVNEAHVALPGGDA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  R +     GL+ +GA V     +     P        GL G  ++L+   S       
Sbjct: 120 IGSRGLDLHEAGLRAMGAQVSLDHGYFIARAPQ-------GLHGADIRLAFP-SVGATEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+MAA LA G   +  ID     P +     ++   G   E   +     + G +      
Sbjct: 172 LVMAATLANG---VTTIDNAAREPEIVDICSMLVAMGANIEGIGT-STLTVTGVESLHPV 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV--KFAEVLEMMGAKVTWTET 303 
           ++  V GD   A  +   AAITGG + + G G     GD+     + L   GA+VT  E  
Sbjct: 228 RHVCV-GDRIVAGTWAFAAAITGGDIQINGVG-----GDLLPVVLDKLRSAGAQVTELEG 281 
 
Query: 304 SVTVTGPPRE----------PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 353 
            + V+GP R           P     L+   + +N + D    L    LF           
Sbjct: 282 GIHVSGPERPRPVRISTLPFPGFPTDLQPFAITLNAISD-GQGLLTENLFE--------- 331 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           A WR            EL +LGA VE   ++ +I   E L+   ++  D 
Sbjct: 332 ARWRFVR---------ELARLGAQVELDGNHALINGVESLSGAEVEASD 371 
 
 
>ref|YP_001997332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chloroherpeton 
           thalassium ATCC 35110] 
 sp|B3QX75.1|MURA_CHLT3 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACF14885.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chloroherpeton 
           thalassium ATCC 35110] 
          Length = 429 
 
 Score = 50.1 bits (118), Expect = 7e-04,   Method: Compositional matrix adjust. 
 Identities = 82/322 (25%), Positives = 126/322 (39%), Gaps = 51/322 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSK-SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E++V++  K +SGTV + GSK S    +      + G TV+  + N  DVH +   LR + 
Sbjct: 2   EKLVIRGGKPLSGTVSVSGSKNSALAIMAAALLPASGKTVIHRVPNLRDVHTLSNLLRII 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V+ +      + +  G     E   E V           + + A++   G      G 
Sbjct: 62  GAKVDFE---AHTLSIASGDISHYEAPYELV-----------KKMRASIYVLGPLLGRFG 107 
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Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G      RP+   +  +K+LGAD+    G      +  G+ G      K+    
Sbjct: 108 RAKVSLPGGCAFGPRPVDLHIESMKKLGADIKLEDGYIIAKTKRKGLSG-----AKIDFR 162 
 
Query: 178 ISSQYLSA-LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-------HSD 229 
           ISS   +   LMAA LA G      +      P +      +E+ G K           + 
Sbjct: 163 ISSVGATGNTLMAAALAKGTT---CLTNAALEPEIVYLCEFLEKMGAKISGIGTTTLEIE 219 
 
Query: 230 SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFA 288 
             D  Y         P  A    D   A   LA AAIT G +T+       L   + KF  
Sbjct: 220 GVDELY---------PIRADNICDRIEAGTLLAAAAITHGNITLTDVDPDHLTAILEKFK 270 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGP 310 
           E+    G +V+ TET++T++ P 
Sbjct: 271 EI----GCEVSTTETAITLSAP 288 
 
 
>ref|ZP_05888320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           coralliilyticus ATCC BAA-450] 
 gb|EEX30819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           coralliilyticus ATCC BAA-450] 
          Length = 421 
 
 Score = 50.1 bits (118), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 102/418 (24%), Positives = 166/418 (39%), Gaps = 51/418 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  VE +       
Sbjct: 15  GEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKVERN------ 68 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRMR 130 
                 G   V+ +   +  +     + ++++ A++ A G      G     L G   +  
Sbjct: 69  ------GSVHVDPSS--INEYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCAIG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+QLGA +    G     V+ N  G L G  + +   +S      ++ AA 
Sbjct: 120 ARPVDLHIHGLEQLGATITLEDGY----VKANVDGRLKGAHIVMD-KVSVGATITIMCAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     ++D     P +  T   +   G K   + + D   I+G ++    ++A V 
Sbjct: 175 TLAEGKT---VLDNAAREPEIVDTAEFLNTLGAKISGAGT-DTITIEGVERLGGGQHAVV 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AA++GG V    C  T  Q        LE  GAKV   E  ++V    
Sbjct: 231 -ADRIETGTFLVAAAVSGGKVV---CRNTKAQLLEAVLAKLEEAGAKVETGEDWISVDMT 286 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            RE      LKA+ V     P    D+     ++ L A G   I +     + E   M   
Sbjct: 287 DRE------LKAVTVRTAPHPGFPTDMQAQFTLLNLMAKGGGVITET----IFENRFMHV 336 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    E+L+   +    D R + +  +A C     TI D 
Sbjct: 337 --PELMRMGAKAEIEGNTVICGDVEELSGAQV-MATDLRASASLVIAGCIANGETIVD 391 
 
 
>ref|ZP_00990836.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           splendidus 12B01] 
 gb|EAP94204.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           splendidus 12B01] 
          Length = 421 
 
 Score = 50.1 bits (118), Expect = 8e-04,   Method: Compositional matrix adjust. 
 Identities = 99/422 (23%), Positives = 169/422 (40%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V  +   
Sbjct: 11  KPLSGEVTISGAKNAALPILFASILAEEPVEVSNVPHLRDIDTTMELLKRLGAKVSRN-- 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+ +  E+  F     + ++++ A++ A G      G     L G  
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Sbjct: 69  ----------GSVHVDGS--EINEFCAPYDL-VKTMRASIWALGPLVARFGEGQVSLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHIHGLEQLGATIKLEDGY----VKASVDGRLKGAHIVMD-KVSVGATITI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G     ++D     P +  T   + + G K   + + D   I+G ++      
Sbjct: 171 MCAATLAEGTT---VLDNSAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGGH 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           ++ V  D      FL  AA++GG V         L+  +     LE  GAKV   E  ++ 
Sbjct: 227 HSVV-ADRIETGTFLVAAAVSGGKVVCRNTNAHLLEAALA---KLEEAGAKVETGEDWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    RE      LKA+ +     P    D+     ++ + A G   I +           
Sbjct: 283 LDMTDRE------LKAVKIVTAPHPGFPTDMQAQFTLLNMMAKGSGVITETIF-----EN 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R + I  EL ++GA  E   +  I    EKL+   +    D R + +  +A C     TI 
Sbjct: 332 RFMHI-PELQRMGAKAEIEGNTAICGETEKLSGAQV-MATDLRASASLVIAGCIAQGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>ref|ZP_01168542.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           NRRL B-14911] 
 gb|EAR68501.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           NRRL B-14911] 
          Length = 435 
 
 Score = 49.7 bits (117), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 100/383 (26%), Positives = 153/383 (39%), Gaps = 40/383 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K +SGTVK+ G+K+    ++    L S+G +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGKRLSGTVKVEGAKNAVLPVIAATLLASDGKSVIRDVPTLSDVYTINEVLRYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              VE        V+V    +  VE   E V+    +  + M SL     A  G A   L 
Sbjct: 62  NAEVEFK---NNEVIVDASRELKVEAPFEYVRKMRASV-LVMGSL----LARNGRARVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA V    G     V       L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAKVKVGNGFIEAEVEDR----LQGAKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+ +   P +      + + G K + + +     I+G      
Sbjct: 169 ENIMMAATLAKGTT---IIENVAKEPEIVDLANFLNKMGAKVKGAGTGT-IKIEGVDMLF 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC---GTTSLQGDVKFAEVLEMMGAKVTW 300 
              +  +  D   A  F+  AAITGG V V+       TSL         +E MG      
Sbjct: 225 GAVHNIIP-DRIEAGTFMVAAAITGGDVLVQNAVPEHMTSLIAK------MEEMGVTFIE 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VAS 355 
               V V GP +       LKA+D+     P    D+   +  + L A G + I + V   
Sbjct: 278 EGEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQSQMMALLLRAKGTSMITETVFE 330 
 
Query: 356 WRVKETERMVAIRTELTKLGASV 378 
            R    E    +  E+   G SV 
Sbjct: 331 NRFMHVEEFRRMNAEVKIEGRSV 353 
 
 
>ref|YP_001578518.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 ref|YP_001947349.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 ref|ZP_03574682.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans CGD2M] 
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 ref|ZP_03580291.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans CGD2] 
 ref|ZP_03586394.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans CGD1] 
 gb|ABX14021.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 dbj|BAG44813.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans ATCC 17616] 
 gb|EED99342.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans CGD1] 
 gb|EEE05306.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans CGD2] 
 gb|EEE10869.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           multivorans CGD2M] 
          Length = 449 
 
 Score = 49.7 bits (117), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 68/280 (24%), Positives = 118/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + ++G + + G+K+ +  IL    LS     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVIEGGRRLAGEIVVSGAKNAALPILCAGLLSAEPVHLDNVPNLQDVRTTLKVLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGAHHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|YP_002936386.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eubacterium 
           rectale ATCC 33656] 
 gb|ACR74252.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eubacterium 
           rectale ATCC 33656] 
 emb|CBK89357.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eubacterium 
           rectale DSM 17629] 
 emb|CBK94351.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eubacterium 
           rectale M104/1] 
          Length = 430 
 
 Score = 49.7 bits (117), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 100/427 (23%), Positives = 176/427 (41%), Gaps = 45/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T  +DNL N  D++ +L A+  +G 
Sbjct: 2   EQYVIKGGNPLYGEVEIGGAKNAALAILAAAIMTDETVTIDNLPNVRDINVLLQAIEEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             VE     K    V   G F   V    E ++        A   L  A+     +A    
Sbjct: 62  AHVERVDIHK----VKINGSFIRGVNVDNEFIRRIR-----ASYYLIGALLGKYKHAEVA 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RPI   + G + +GAD+D   G      +      +   KV +  +I+    
Sbjct: 113 LPGGCDIGSRPIDLHMKGFRSMGADIDIAHGLVIARAKELKGTHIYMDKVSVGATIN--- 169 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA +A G     +I+     P+V      +   G     + + D   I G +K  
Sbjct: 170 ---IMMAAAMADGKT---VIENAAKEPHVVDVANFLNSMGANIRGAGT-DVIRIVGVEKL 222 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            + + + +  D   A  F+   A  GG V V+      L+     A++LE +G +V   + 
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Sbjct: 223 HATEYSVIP-DQIEAGTFMFAVAAAGGNVLVKNVIPKHLEATT--AKLLE-VGCQVEEFD 278 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWR 357 
            SV V           HLK   V     P    D+   +AV+   A+G + + + +   R 
Sbjct: 279 DSVRV-------ISDGHLKHTQVTTLPYPGFPTDMQPQMAVLLGIAEGTSTVTESIFENR 331 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
            K  +       ELT++GA ++   +  II+  ++     ++   D R   A  +A  A  
Sbjct: 332 FKYVD-------ELTRMGADIKVESNIAIISGVKRYTGARVNA-PDLRAGAALVIAGLAA 383 
 
Query: 418 VPVTIRD 424 
             +T+ D 
Sbjct: 384 EGITVVD 390 
 
 
>ref|YP_003822651.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           saccharolyticum WM1] 
 gb|ADL05028.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           saccharolyticum WM1] 
          Length = 416 
 
 Score = 49.7 bits (117), Expect = 9e-04,   Method: Compositional matrix adjust. 
 Identities = 73/305 (23%), Positives = 120/305 (39%), Gaps = 28/305 (9%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I +Q ++ + G +K+ GSK+    ++  A L +GTTV+ N+   +DV  MLG L  +G   
Sbjct: 4   IQVQGLRSLKGEIKIQGSKNAVLPMMAAAVLHKGTTVIHNVPRIQDVFCMLGILEHIGCI 63 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVL 123 
              D     ++ +        E  +E ++        +MRS   L+  +    GNA     
Sbjct: 64  CTFD---GHSLTIDASTVTQAEIPEEYIK--------SMRSSIMLSGPLLGRTGNAVTSF 112 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   + ERPI   +   ++LGA ++     +     V     L G  +            
Sbjct: 113 PGGCSIGERPIDLHLSAFRKLGAVIE-----EKGDKLVASANRLMGADIYFPFPSVGATE 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           +A LMAA  A G   + +I      P +      +   G K  H     R  +  G K   
Sbjct: 168 NA-LMAAVYAQG---VTVIHGAAKEPEIITLCEFLNNMGAKI-HGTGTSRLAVT-GVKAL 221 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 V GD   A  +L       G + ++G     L   +  A   E MGA++ W E+ 
Sbjct: 222 WDSEFTVAGDRIVAGTYLMAVMAAEGNIVIQGIRPGHLTAALYLA---EKMGAEIKWYES 278 
 
Query: 304 SVTVT 308 
            + V+ 
Sbjct: 279 QLEVS 283 
 
 
>gb|EFV87840.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis FRI909] 
          Length = 421 
 
 Score = 49.7 bits (117), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 81/305 (26%), Positives = 126/305 (41%), Gaps = 20/305 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+     ++G V + G+K+    +L  + L SEG + + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNRLTGEVNVEGAKNAVLPVLTASLLASEGQSKLVNVPELSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +VE DK  K AV V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NANVEYDKD-KNAVKVDATKTLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGAD+    G     +  N   GL G  + L    S     
Sbjct: 116 PGGCAIGTRPIEQHIKGFEALGADIHLENGN----IYANAKDGLKGAHIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+ +   P +      +   G K   + + D   I G +K   
Sbjct: 171 QNIIMAASLASGK---SIIENVAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVEKLY 226 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1742



 

 

 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++A +     + +  +AG AIT G + V G     +         LE MG  + + E  
Sbjct: 227 GVEHAIIPDRIEAGTLLIAG-AITRGDIFVRGAIKEHM---ASLIYKLEEMGVDLEYNEE 282 
 
Query: 304 SVTVT 308 
            + VT 
Sbjct: 283 GIRVT 287 
 
 
>ref|YP_002572527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor bescii DSM 6725] 
 gb|ACM59754.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor bescii DSM 6725] 
          Length = 419 
 
 Score = 49.7 bits (117), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 100/408 (24%), Positives = 167/408 (40%), Gaps = 54/408 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++    + G V + G+K+ +  ++  A +++G +V+DNL   EDV  M   L  LG 
Sbjct: 6   EKLVIEGGNPLYGEVIINGAKNAAVAVIPAALMADGESVIDNLPLIEDVFAMDDILLRLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E D  + +             ++ ++++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDARNLHSCVAPYESVKKIR--------ASYYLIGALLTRFGRAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-NGI-----GGLPGGKVKLSGSI 178 
           G      RPI   + G   LGAD           VR+ NG+       L G K+ L   + 
Sbjct: 118 GGCNFGSRPIDQHIKGFTALGAD-----------VRIENGMIKAYADRLVGTKIYLD-VV 165 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      L++AA  A G   I II+     P+V  T   +   G K + + + D   I+G 
Sbjct: 166 SVGATINLMLAAVKAKG---ITIIENAAKEPHVVDTANFLNSMGAKIKGAGT-DIIRIEG 221 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             K    K A +     + +Y +A  A T G V V+      L+     A+++E MGA+V 
Sbjct: 222 VDKLYPTKYAIIPDQIEAGTYMIAACA-TKGHVIVKNVIPKHLESLT--AKLIE-MGAEV 277 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
              E S+       E   R+ L+   +     P    D+   + V+    +G T+I     
Sbjct: 278 ITYEDSI-------EVICRQRLRGSSIKTMPYPGFPTDLQPQMTVLLSLCNG-TSIVTEG 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAID 399 
            W     E       EL K+GA+++      ++   E L    V A+D 
Sbjct: 330 VW-----ENRYQYVDELKKMGANIKVEGRVAVVEGVESLQGAEVVAVD 372 
 
 
>ref|YP_004024659.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor kronotskyensis 2002] 
 gb|ADQ46840.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor kronotskyensis 2002] 
          Length = 419 
 
 Score = 49.7 bits (117), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 99/408 (24%), Positives = 167/408 (40%), Gaps = 54/408 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++    + G V + G+K+ +  ++  A +++G +V+DNL   EDV  M   L  LG 
Sbjct: 6   EKLVIEGGNPLDGEVIINGAKNAAVAVIPAALMADGESVIDNLPLIEDVFAMDDILLRLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E D  + +             ++ ++++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDARNLHSCVAPYESVKKIR--------ASYYLIGALLTRFGRAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV-NGI-----GGLPGGKVKLSGSI 178 
           G      RPI   + G   LGAD           VR+ NG+       L G K+ L   + 
Sbjct: 118 GGCNFGSRPIDQHIKGFTALGAD-----------VRIENGMIKAYADRLVGTKIYLD-VV 165 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      L++AA  A G     II+     P+V  T   +   G K + + + D   I+G 
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Sbjct: 166 SVGATINLMLAAVKAKGTT---IIENAAKEPHVVDTANFLNSMGAKIKGAGT-DVIRIEG 221 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             K    K A +     + +Y +A  A T G V V+      L+  +  A+++E MGA+V 
Sbjct: 222 VDKLYPTKYAIIPDQIEAGTYMIAACA-TKGHVIVKNVIPKHLESLI--AKLIE-MGAEV 277 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
              E S+       E   R+ L+   +     P    D+   + V+    +G T+I     
Sbjct: 278 ITYEDSI-------EVICRQRLRGSSIKTMPYPGFPTDLQPQMTVLLSLCNG-TSIVTEG 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAID 399 
            W     E       EL K+GA+++      ++   E L    V A+D 
Sbjct: 330 VW-----ENRYQYVDELKKMGANIKVEGRVAVVEGVESLQGAEVVAVD 372 
 
 
>ref|ZP_08088814.1| hypothetical protein HMPREF9474_00563 [Clostridium symbiosum 
           WAL-14163] 
 ref|ZP_08105355.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           symbiosum WAL-14673] 
 gb|EGA95590.1| hypothetical protein HMPREF9474_00563 [Clostridium symbiosum 
           WAL-14163] 
 gb|EGB20655.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           symbiosum WAL-14673] 
          Length = 430 
 
 Score = 49.7 bits (117), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 100/434 (23%), Positives = 183/434 (42%), Gaps = 36/434 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  + +++   +++NL +  D++ +L A+  +G 
Sbjct: 2   EQYIMKGGNPLVGEVIISGAKNAALGILAASIMTDEDVLIENLPDVRDINVLLEAIEEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D+  +  V +       V    E ++        A      A+     +A   L  
Sbjct: 62  ADV--DRLDRHTVRINARNIKEVSVDDEYIRKIR-----ASYYFIGALLGKYKSAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA ++   G     V  + I  L G  + L   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGAKIEVEKGA----VVAHAI-DLVGSHIYLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+    II+     P+V      +   G   + + + D   IKG  K    
Sbjct: 169 NIMMAATLAEGET---IIENPAKEPHVVDVANFLNSMGANIKGAGT-DVIRIKGVHKLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AAIT G + V+      L+     A+++E +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMCAAAITRGDIMVQNVIPKHLEA--ISAKLIE-LGCEVMEFDEA 280 
 
Query: 305 VTVTGPPREPFGR-KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V G P++     K L       +  P + +TLA     A+G + + + +   R K  + 
Sbjct: 281 VRVVGRPKQRHTDIKTLPYPGFPTDMQPQMTVTLA----LAEGTSIVTESIFENRFKYVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
                  ELT++G SV+      II+   KL    ++   D R   A  +A  A    TI 
Sbjct: 337 -------ELTRMGGSVKVEGFSAIISGVRKLTGAQVNA-PDLRAGAALVIAGLAADGYTI 388 
 
Query: 423 RDP-GCTRKTFPDY 435 
            D  G  ++ + ++ 
Sbjct: 389 VDEIGYIQRGYENF 402 
 
 
>ref|YP_003675988.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter mathranii subsp. mathranii str. A3] 
 gb|ADH59977.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter mathranii subsp. mathranii str. A3] 
          Length = 416 
 
 Score = 49.7 bits (117), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 67/260 (25%), Positives = 113/260 (43%), Gaps = 20/260 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           + G+VK+ G+K+    I+  + LS G  V+D++   +DV+ M+  ++  G   E +     
Sbjct: 14  LKGSVKISGAKNSVLPIIAASLLSSGEIVLDDIPTLKDVNVMIELIKHFGAICEFENEKL 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  +     + P E  K+    FL    I  R   A ++  GG A         +  RPI 
Sbjct: 74  KIKIDIKDVEAPYELVKKMRASFLVMGPILARLGHAKISMPGGCA---------IGSRPI 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGAD+   +G      R      L G K+ L    S      ++MAA  A  
Sbjct: 125 DLHLKGFQTLGADIT--IGHGYVEARAQ---KLTGKKIYLDFP-SVGATENIMMAAVFAD 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   I II+     P +      + + G K + + + D   I+G ++ K  ++  +  D  
Sbjct: 179 G---ITIIENAAEEPEIVDLANFLNKMGAKIKGAGT-DTIRIEGVKELKGVEHTVIP-DR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVE 274 
             A  F+  AA+TGG V +E 
Sbjct: 234 IEAGTFMVAAAMTGGNVLIE 253 
 
 
>ref|NP_661455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           tepidum TLS] 
 sp|Q8KEX7.1|MURA_CHLTE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAM71797.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           tepidum TLS] 
          Length = 424 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 101/409 (24%), Positives = 170/409 (41%), Gaps = 50/409 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           +++V++  K+I GT+   GSK+ +  I+    L+ +GT  +D   + +DV   +  L  L 
Sbjct: 2   DKLVIRGGKQICGTIPASGSKNSALPIIAATLLTPDGTFAIDRTPDLKDVRTFIQLLNYL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G    A+ + +  ++    G+    +A  E+          ++ + A++   G      G 
Sbjct: 62  G----AETSFENNLLKVSTGQLKSIEAPYEL----------VKKMRASIYVLGPLLARFG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +    L G      RP+   ++ +++LGA V    G      RVNG   L G  +    S 
Sbjct: 108 HTRVSLPGGCAFGPRPVDLHIMVMEKLGATVTIEKG--FINARVNG-SRLRGTHIDFPIS 164 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
                 +AL MA+ +A G     I+D     P +E     + + G K +   +     I  
Sbjct: 165 SVGATGNAL-MASVMAKGTT---ILDNAALEPEIECLCNFLVKMGAKIDGIGT-TTLVID 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  + K+ +   +  D   A   L  AAITGG+VTV       L       +     G   
Sbjct: 220 GVDQLKAVEFENI-FDRIEAGTLLCAAAITGGSVTVTSVAPEQL---ASVLDAFRQSGCT 275 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALF--ADGPTAIRDV 353 
           VT    SVT+T P         L  +D+     P+    M    +AL   A G + I D  
Sbjct: 276 VTTNGNSVTLTAP-------AELNPVDITARPYPEFPTDMQAQWMALMTQARGDSTIID- 327 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              R+   ER   I  EL +LGA +E   ++ ++  P++L  T + + D 
Sbjct: 328 ---RIY-LERFNHI-PELNRLGAHIEIRDNWALVHGPQELTGTKVMSTD 371 
 
 
>ref|YP_003733525.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. DR1] 
 gb|ADI92152.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           sp. DR1] 
          Length = 418 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 103/415 (24%), Positives = 173/415 (41%), Gaps = 52/415 (12%) 
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Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAATILADSPITITNVPNLKDVNTLVKLIGGLGVTIGYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V  +  G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHASVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V         L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPALLESVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA+       P    D+   L  V +   G   I    S  + E   M 
Sbjct: 285 MMGKRP------KAVSFRTLPHPEFPTDMQAQLMAVNVIGRGFATI----SETIFENRFM 334 
 
Query: 365 VAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
                EL+++GA+++ EG D  ++T  E L    +   D   +  +FSL   A V 
Sbjct: 335 HV--PELSRMGANIQVEGHD-AVVTGVETLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|ZP_06691517.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
 gb|EFF88149.1| conserved hypothetical protein [Acinetobacter sp. SH024] 
 gb|ADY84120.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           calcoaceticus PHEA-2] 
          Length = 418 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 102/413 (24%), Positives = 173/413 (41%), Gaps = 48/413 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLDGEVRISGAKNAALPLLAATILADSPITITNVPNLKDVNTLVKLIGGLGVTIGYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V     G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGYVHASVE----GRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
Sbjct: 174 AALADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG V         L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRVKTTHTDPALLESVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
              + P      KA+       P+    M   ++A+ A G    R  A+      E     
Sbjct: 285 MLGKRP------KAVSFRTLPHPEFPTDMQAQLMAVNAIG----RGFATISETIFENRFM 334 
 
Query: 367 IRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
              EL+++GA+++ EG D  ++T  E L    +   D   +  +FSL   A V 
Sbjct: 335 HVPELSRMGANIQVEGHD-AVVTGVETLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|ZP_06552740.1| hypothetical protein AWRIB429_0130 [Oenococcus oeni AWRIB429] 
 gb|EFD89283.1| hypothetical protein AWRIB429_0130 [Oenococcus oeni AWRIB429] 
          Length = 271 
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 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 67/253 (26%), Positives = 118/253 (46%), Gaps = 19/253 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G++ LPG KS+S+R +++A++S G + + N  NS D    L A   LG  VE  K  + 
Sbjct: 12  LNGSLLLPGDKSISHRSIMVASISRGISRIKNFSNSTDCLSTLNAFLDLG--VEIKKYGR 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             +V G G     +D K+ +   +GN+G   R L   +     N   V D    + +RP+ 
Sbjct: 70  DLIVYGSGLD-AFKDPKKPLN--MGNSGTTTRLLLGLLAGQSFNTCLVGDA--SLSKRPM 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
             +   + ++G +     G    P+ V G   L      L  + S+Q  SAL+ +A  A  
Sbjct: 125 YRVTNPITEVGGEFS-LTGNGTLPITVIGHPSLKAFDYHLPIA-SAQVKSALIFSALQA- 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNAYVEGD 253 
            D    I +K  +  ++E+   ++  FG   +     +   I    + K S +   + GD 
Sbjct: 182 -DEPSIIFEKEATRNHLEI---MLNDFGADIK----TNGLCITVMPRPKLSGRTISIPGD 233 
 
Query: 254 ASSASYFLAGAAI 266 
            SSA++F+  A++ 
Sbjct: 234 ISSAAFFMVAASL 246 
 
 
>ref|ZP_06068840.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           lwoffii SH145] 
 gb|EEY90342.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acinetobacter 
           lwoffii SH145] 
          Length = 418 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 105/419 (25%), Positives = 179/419 (42%), Gaps = 44/419 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ ++Q   ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG 
Sbjct: 2   DKFLIQGGIKLEGEVRISGAKNAALPLLAAMILADTPITLRNVPNLKDVNTLVKLIAGLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           +++  +     A       +F P E  K      L    +  R  +A V+  GG A     
Sbjct: 62  ITMTYEGDTVVADTSTLDNQFAPYELVKTMRASILVLGPLLARYGSAKVSLPGGCA---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RP+   +  L+ LGA+++   G     V     G L GG+V     ++     
Sbjct: 118 -----IGSRPVDQHLKALEALGAEIEVEAGY----VHAKVDGRLKGGEVVFD-MVTVGGT 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +LMAA LA G   +  I      P +    +++ + G K E  D+ D   + G ++   
Sbjct: 168 ENILMAAVLADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLIVTGVERLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVT--- 299 
             + A V     + SY LA AAITGG +       + ++  + KF E    MGA+VT    
Sbjct: 224 GCEYAVVADRIETGSY-LAAAAITGGRIKTTHTDPSLMEAVLDKFEE----MGAEVTRGD 278 
 
Query: 300 -WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
            W E  +    P    F          +M      A  +AV A+ A G   I    S  + 
Sbjct: 279 DWIELDMLGKRPKAVSFQTLPHPEFPTDMQ-----AQIMAVNAI-AQGFATI----SETI 328 
 
Query: 359 KETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
            E   M     EL ++GA+++ EG D  ++T  EKL+   +    D R + +  LAA A 
Sbjct: 329 FENRFMHV--PELARMGANIQVEGND-AVVTGVEKLSAAPV-MATDLRASFSLVLAALA 383 
 
 
>ref|ZP_04431559.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           coagulans 36D1] 
 gb|EEN92594.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           coagulans 36D1] 
          Length = 437 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 90/383 (23%), Positives = 153/383 (39%), Gaps = 40/383 (10%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++    + G V++ G+K+    ++  + L SEG +++ ++    DV  +   LR L 
Sbjct: 2   EKIIVRGGNRLQGAVQVEGAKNAVLPVIAASLLASEGKSIIRDVPQLSDVFTISEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
              V      +  + V    +  +E   E V+         MR+   +   + A  G A  
Sbjct: 62  NAEV---TFLENEITVDASRELSIETPFEYVR--------KMRASFLVLGPLLARTGKAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA VD   G     +  +  G L G K+ +    S  
Sbjct: 111 VALPGGCAIGSRPIDLHLKGFEAMGAKVDVGNGF----IEASVSGRLHGAKIYMDFP-SV 165 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     +I+     P +      +   G   + + +     I+G + 
Sbjct: 166 GATQNIMMAASLADGQT---VIENCAKEPEIVDLANFLNEMGANVKGAGTGT-IKIEGVE 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K  +  +  +  D   A  F+  AAIT G V V+G     +         LE MG  +   
Sbjct: 222 KLHAADHTIIP-DRIEAGTFMVAAAITKGNVLVKGAVPEHIS---SLIAKLEEMGVTIIE 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VAS 355 
            E  V V GP       + LKA+D+     P    D+   +  + L A+G + I + V   
Sbjct: 278 EENGVRVIGP-------ETLKAVDIKTMPYPGFPTDMQSQMMALLLCAEGTSVITETVFE 330 
 
Query: 356 WRVKETERMVAIRTELTKLGASV 378 
            R    E    +  +L   G SV 
Sbjct: 331 NRFMHVEEFRRMNADLKIEGRSV 353 
 
 
>ref|YP_002753299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidobacterium 
           capsulatum ATCC 51196] 
 sp|C1F8M5.1|MURA_ACIC5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACO33518.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidobacterium 
           capsulatum ATCC 51196] 
          Length = 436 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 96/411 (23%), Positives = 169/411 (41%), Gaps = 53/411 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA-AKR 75 
           GTV++ G+K+ +   +  A L+E   +++N+    D+      L ++G  VE     A+  
Sbjct: 14  GTVRVSGAKNSALPCMAAAILTEDEVILENIPQVRDIETERKLLTSMGAEVELGYGRAQH 73 
 
Query: 76  AVVVGC------GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              + C        K+ +        L LG   +  R+  A V+  GG A         + 
Sbjct: 74  RTTISCRVLSDPTAKYEIVKTMRASALVLGP--LVARTGLARVSMPGGCA---------I 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RPI   + GL+Q+GA +    G  +    R+ G   +   K+ ++G+        L+M 
Sbjct: 123 GARPIDLHIKGLEQMGATIVYEHGYIEARAERLKG-AQIHFDKITVTGT------EDLMM 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    +++     P V     L+   G + E + + +   I+G +K    ++  
Sbjct: 176 AAVLAEGET---VLENAAREPEVTDLAALLTAMGAQIEGAGTSE-IRIQGVEKLHGARH- 230 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV-TWTETSVTV 307 
            +  D   A  FL   AITGG + V  C    L   +     LE  G ++    + S+ V 
Sbjct: 231 RINPDRIEAGTFLIAGAITGGDLCVSHCNPAHLGAVIAK---LEEAGVRIDVLGKDSLRV 287 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                      HLK IDV+  + P    D+      +A  A+G T +++     + E    
Sbjct: 288 R-------SEGHLKPIDVSTEEYPGFPTDMQAQYMALATQAEGTTLVKE----NIFENRF 336 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
           M     EL ++GA+++       +     L+  A+    D R + +  LAA 
Sbjct: 337 MHV--QELVRMGANIKTAGRIASVRGKTPLSAAAV-MCSDLRASASLVLAA 384 
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>ref|ZP_02871517.1| 3-phosphoshikimate 1-carboxyvinyltransferase [candidate division 
           TM7 single-cell isolate TM7a] 
          Length = 120 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Composition-based stats. 
 Identities = 37/126 (29%), Positives = 61/126 (48%), Gaps = 12/126 (9%) 
 
Query: 228 SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC---GTTSLQGD 284 
           ++ +  F IKG Q YKS  +  VEGD S  ++++    I+        C      SLQGD 
Sbjct: 4   NNDYKSFEIKGNQSYKS-FDYTVEGDYSQVAFWIVAGIISANRDNEVKCLHVNKNSLQGD 62 
 
Query: 285 VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 344 
            +  E++  MGA +   +  V V  P +        K   +++++ PD+A  L V+A  + 
Sbjct: 63  REIIEIVTRMGANLEIFDDYVIVK-PSKT-------KGTVIDISQCPDIAPILTVLAAQS 114 
 
Query: 345 DGPTAI 350 
           +G T I 
Sbjct: 115 EGETRI 120 
 
 
>ref|ZP_06851848.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           parascrofulaceum ATCC BAA-614] 
 gb|EFG74849.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           parascrofulaceum ATCC BAA-614] 
          Length = 417 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 100/373 (26%), Positives = 147/373 (39%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  ++     +SG V + G+K+   +++  A L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFLVTGGNRLSGEVAVGGAKNSVLKLMAAALLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVARIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C     +    L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--QCNIEHGCVVAEAD---TLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA LA G   +  I      P V     ++ + G + E + S     I  
Sbjct: 163 -SVGATENILMAAVLAEG---VTTIHNAAREPDVVDLCTMLNQMGARVEGAGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 GVPRLY-PTEHRVIGDRIVAATWGIAAAMTRGDISVTGVDPAHLQ---VVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  +T   R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDNSFRITQYERP-------KAVNVATLPFPGFPTDLQPMAIALASIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|ZP_04795951.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis W23144] 
 gb|EES37360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis W23144] 
          Length = 421 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 81/305 (26%), Positives = 126/305 (41%), Gaps = 20/305 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+     ++G V + G+K+    +L  + L SEG + + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNRLTGEVNVEGAKNAVLPVLTASLLASEGQSKLVNVPELSDVETINNVLSTL 61 
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Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +VE DK  K AV V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NANVEYDKD-KNAVKVDATKTLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGAD+    G     +  N   GL G  + L    S     
Sbjct: 116 PGGCAIGTRPIEQHIKGFEALGADIHLENGN----IYANAKDGLKGAHIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+ +   P +      +   G K   + + D   I G +K   
Sbjct: 171 QNIIMAASLASGK---SIIENVAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVEKLY 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++A +     + +  +AG AIT G + V G     +         LE MG  + + E  
Sbjct: 227 GVEHAIIPDRIEAGTLLIAG-AITRGDIFVRGAIKEHM---ASLIYKLEEMGIDLEYNEE 282 
 
Query: 304 SVTVT 308 
            + VT 
Sbjct: 283 GIRVT 287 
 
 
>ref|YP_001118249.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           vietnamiensis G4] 
 gb|ABO53414.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           vietnamiensis G4] 
          Length = 449 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 96/412 (23%), Positives = 166/412 (40%), Gaps = 58/412 (14%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + +SG + + G+K+ +  IL    LS     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVIEGGRRLSGEIVVSGAKNAALPILCAGLLSAEPVELDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVQSETD---------GCRVRLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMM 294 
           I+G ++    +++ +  D   A  FL   A  GG V + G     L   + K  E    + 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVMLTGVRPHILDAVIDKLREAGVSI 302 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
               +W    +      R P       A+ +  ++ P  A    + A F     A+  VA 
Sbjct: 303 DEGDSWLRVRM-----DRRP------SAVTIRTSEYP--AFPTDMQAQF----MALNTVA 345 
 
Query: 355 SWRVKETERMVAIR----TELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
           S   +  E +   R     EL +LGA++    +  ++T  +KL   NV A D 
Sbjct: 346 SGTAQVVETIFENRFMHVQELNRLGANITIDGNTALVTGVDKLSGANVMATD 397 
 
 
>ref|ZP_01075177.1| prephenate [Marinomonas sp. MED121] 
 gb|EAQ66937.1| prephenate [Marinomonas sp. MED121] 
          Length = 761 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 82/311 (26%), Positives = 138/311 (44%), Gaps = 35/311 (11%) 
 
Query: 11  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           P   I G + L G K LS+  + +AAL EG + + NL   + V   L ALR +G+ VE D 
Sbjct: 323 PASLIKGEINLRGDKFLSHIAITIAALCEGVSDLSNLDMGQGVKVTLQALRDMGVVVE-D 381 
 
Query: 71  KAAKRAVVVGC---GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1750



 

 

              +R  + G    G K P+        + + ++ +++  L   + A     T++ D    
Sbjct: 382 FGGQRLRIHGVGLNGLKAPI------APINVHDSALSLHVLLPVLAAQKFAVTFIADDA- 434 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQYLSAL 186 
            +  +P  DL+  +K +GA V     + C P  +     L    KV + G  S Q   A  
Sbjct: 435 -LSAQPFVDLLDIVKSMGASVTTS-ESGCLPFAIATDNQLINQFKVDVKGH-SRQLKLAA 491 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVE-----MTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
           LMA  ++  D E+ ++D + S   VE      + ++  +  VKA  S       I   Q  
Sbjct: 492 LMAGVMSQKDTELNLLDAIES-DGVEGLLALFSCQITSKSCVKASSS-------IALAQA 543 
 
Query: 242 YKSPKNAYVE--GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            K P+ A ++   D   A++ +  A+++ G+    G    S Q +  F  +L   GAK+  
Sbjct: 544 QK-PRAAQLDMPADMDKAAWLILLASLSPGSRLEVGNLALS-QINTHFLNLLIQGGAKI- 600 
 
Query: 300 WTETSVTVTGP 310 
             E+S  ++ P 
Sbjct: 601 --ESSHNLSEP 609 
 
 
>gb|ADP66777.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. TLW03 (Acyrthosiphon pisum)] 
          Length = 416 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 94/427 (22%), Positives = 165/427 (38%), Gaps = 45/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ ++  K ++G V + GSK+ +  IL +  L+EG   + N+ N  D++  L  L  LG 
Sbjct: 2   EKLYVEGNKILNGHVIISGSKNAALPILFMTILTEGKIKIGNIPNLTDINIALKLLVYLG 61 
 
Query: 65  LSVEADKAA---KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           + +  +K       ++ + C     +   +  + +               + A  G A   
Sbjct: 62  VKITGNKTLCIDASSINIFCPPYNLINKIRASIWIL------------GPLLARFGKAKI 109 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G  ++  RPI   + GL QLGA ++  L  +C    V    G   GK  L   IS   
Sbjct: 110 FLPGGCKIGSRPIDLHLNGLTQLGATIN--LKNNCIDAYVK---GRLQGKYILMEKISVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     IID     P +    + +   G     + S ++  IKG  K 
Sbjct: 165 ATITIMSAATLAKGST---IIDNAACEPEIVDIAKFLNTLGADIIGAGS-NKICIKGVLK 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                +  +  D      FL  AA + G +T   C  T  +        L   GAK+    
Sbjct: 221 LTGGTHQVIP-DRIETGTFLVAAAASQGHIT---CHKTEPKHLTNVLMKLTEAGAKIKTG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  + +    + P      K++++     P    D+    A++   + G   I +      
Sbjct: 277 KDWIKLDMRGKRP------KSLNICTAPYPGFPTDMQAQFALLNSISKGIGTITETI--- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
               E      +EL ++GA ++   +  I     KL +++     D R +    LA C   
Sbjct: 328 ---FENRFIYTSELIRMGAKIKIKNNTIICCGIPKL-ISSNVFSSDLRASATLILAGCIA 383 
 
Query: 418 VPVTIRD 424 
             +TI + 
Sbjct: 384 AGITIVN 390 
 
 
>ref|YP_003478076.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter italicus Ab9] 
 gb|ADD03514.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter italicus Ab9] 
          Length = 417 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 96/396 (24%), Positives = 157/396 (39%), Gaps = 45/396 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  K ++G+V++ G+K+ +  IL  A L++  +V+DNL +  D+  +   +R LG 
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Sbjct: 2   EKFVIKGGKPLTGSVQISGAKNSAVAILPAALLADTPSVIDNLPDINDIKLLAQMIRHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  K        G    +P  D   +++      G  +     AV A  G        
Sbjct: 62  GKVEEKKHEIMIDPTGLNSFYPPRDLASKMRASYYLVGALLSKFNEAVIAMPGGCNI--- 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV     RPI   + G + LGA      G     +R+     L G  +     +S      
Sbjct: 119 GV-----RPIDQHIKGFEALGAKTTIEGGL----IRIKA-DKLVGNHIYFD-VVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   + I++     P+V      +   G   + + + D   I G  K    
Sbjct: 168 NLMLAAVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDKLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +     + +Y +A AA T G V ++G     L+  +  A++ E MG  V   +   
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TKGDVYIKGVIPNHLEAII--AKLTE-MGVIVEEHDDV 279 
 
Query: 305 VTVT--GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           V +   GP         LK +D+     P    D+    AV+   A+G + I  ++   R 
Sbjct: 280 VRIKREGP---------LKHVDIRTLPYPGFPTDMQQPFAVLLALAEGISVITENIYENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
            K          EL K+GA V       I    EKL 
Sbjct: 331 FKYL-------NELEKMGAKVRIEGRNAIFEGVEKL 359 
 
 
>ref|YP_003646229.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Tsukamurella 
           paurometabola DSM 20162] 
 gb|ADG77890.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Tsukamurella 
           paurometabola DSM 20162] 
          Length = 417 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 108/445 (24%), Positives = 175/445 (39%), Gaps = 45/445 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ ++     ++G V + G+K+   +++  A L+EGT+V+ N     DV  M   LR LG 
Sbjct: 3   EKFLVHGGARLTGEVTVGGAKNSVLKLMAAALLAEGTSVLTNCPEILDVPLMADVLRGLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTAAGGNATYVL 123 
             VE D    R             DA ++ +  +   G  M R   A V   GG+A     
Sbjct: 63  AEVELDGETARITTPAVLNHRADFDAVKQFRASVCVLGPLMAREHRAVVALPGGDA---- 118 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RP+     GL+ LGA      G  C   + +    L G ++ L    S     
Sbjct: 119 -----IGSRPLDMHQSGLRALGATSSIEHG--CVVAQAD---SLVGAEITLEFP-SVGAT 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +LMAA LA G   + +I  +   P +     ++ + G   E   + D   ++G  K   
Sbjct: 168 ENILMAAVLAKG---LTVISNVAREPEIVDLCTMLVQMGADIEGVGT-DTLMVRGVDKLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P    V GD   A+ +   A +T G +TV G    +L       + L+  GA VT     
Sbjct: 224 -PTEHRVIGDRIVAATWGFAAVMTRGDITVNGIAPETLG---VVLQKLQDAGATVTERAD 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RDVASWRV 358 
              +  P R         A++V     P     L  +A+     ADG + I  +V   R  
Sbjct: 280 GFRIASPERP-------HAVNVATLPFPGFPTDLQPMAIGMACVADGTSMITENVFEARF 332 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAE 417 
           +  E MV       +LGA       + +I   E+L+   + + D  R  +   LA  CA+ 
Sbjct: 333 RFVEEMV-------RLGADARTDGHHAVIRGVEQLSSAPVWSTDI-RAGVGLVLAGLCAD 384 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTF 442 
               + D     + +P++   L+   
Sbjct: 385 GVTEVHDVFHIDRGYPNFVGTLTAL 409 
 
 
>ref|YP_003476026.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter italicus Ab9] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1752



 

 

 gb|ADD01464.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter italicus Ab9] 
          Length = 416 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 67/260 (25%), Positives = 113/260 (43%), Gaps = 20/260 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+VK+ G+K+    I+  + LS G  V+D++   +DV+ M+  ++  G   E +     
Sbjct: 14  LKGSVKISGAKNSVLPIIAASLLSSGEIVLDDIPTLKDVNVMIELIKHFGAICEFENERL 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  +     + P E  K+    FL    I  R   A ++  GG A         +  RPI 
Sbjct: 74  KIKIDIKDVEAPYELVKKMRASFLVMGPILARLGHAKISMPGGCA---------IGSRPI 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGAD+   +G      R      L G K+ L    S      ++MAA  A  
Sbjct: 125 DLHLKGFQTLGADIT--IGHGYVEARAQ---KLTGKKIYLDFP-SVGATENIMMAAVFAD 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   I II+     P +      + + G K + + + D   I+G ++ K  ++  +  D  
Sbjct: 179 G---ITIIENAAEEPEIVDLANFLNKMGAKIKGAGT-DTIRIEGVKELKGVEHTVIP-DR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVE 274 
             A  F+  AA+TGG V +E 
Sbjct: 234 IEAGTFMVAAAMTGGNVLIE 253 
 
 
>ref|NP_227924.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga 
           maritima MSB8] 
 sp|Q9WXW3.1|MURA_THEMA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAD35202.1|AE001697_2 UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga 
           maritima MSB8] 
          Length = 421 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 105/448 (23%), Positives = 179/448 (39%), Gaps = 54/448 (12%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++V+Q    + G V++ GSK+ +  I+  A L +   ++ N+   +DV  M+  LR++G  
Sbjct: 3   KLVVQGGAVLEGEVEISGSKNAALPIMAAAILCDEEVILKNVPRLQDVFVMIDILRSIGF 62 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            VE ++     KR             D  +EV   L     A  ++   +    G A    
Sbjct: 63  RVEFEENELKIKRE-----------NDISQEVPYELVRKMRASFNVLGPIAVRTGRAKVA 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLG--TDCPPVRVNGIG-GLPGGKVKLSGSIS 179 
           L G   +  RP+   + GLK++G  +    G    C   R++ +   LP   V  +  +  
Sbjct: 112 LPGGCSIGVRPVDFHLEGLKKMGFSIKVEHGFVEACFERRIDYVTITLPFPSVGATEHLM 171 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           +   +ALL  A + + +  +E        P +      + R G   E + +  R  I+G  
Sbjct: 172 TT--AALLKGARVVIENAAME--------PEIVDLQNFINRMGGHIEGAGT-SRIVIEGV 220 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +K +  + + +     + +Y +A AA + G   V+      L     F E LE  GAK   
Sbjct: 221 EKMQGVEYSIIPDRIEAGTYLVAIAA-SRGKGLVKNVNPDHL---TNFFEKLEETGAK-- 274 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVA 354 
                + V G   E   R+  KA+DV  N  P    D+   +      A G + I  +V  
Sbjct: 275 -----LKVLGNEVEIEMRERPKAVDVTTNPYPGFPTDLQPQMMAYLSTASGVSVITENVF 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             R    +       EL ++GA +E   +  I+   EKL+   ++   D R   A  +A  
Sbjct: 330 KTRFLHVD-------ELKRMGADIEVSGNVAIVKGVEKLSGAPVEG-TDLRATAALLIAG 381 
 
Query: 415 CAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
                VT  +       F  Y DV+  F 
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Sbjct: 382 IIADGVT--EISNVEHIFRGYEDVIDKF 407 
 
 
>ref|ZP_01814316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrionales 
           bacterium SWAT-3] 
 gb|EDK28244.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrionales 
           bacterium SWAT-3] 
          Length = 421 
 
 Score = 49.3 bits (116), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 98/422 (23%), Positives = 170/422 (40%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V  +   
Sbjct: 11  KPLSGEVTISGAKNAALPILFASILAEEPVEVSNVPHLRDIDTTMELLKRLGAKVSRN-- 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+ +  E+  F     + ++++ A++ A G      G     L G  
Sbjct: 69  ----------GSVHVDGS--EINEFCAPYDL-VKTMRASIWALGPLVARFGEGQVSLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHIHGLEQLGATITLEDGY----VKASVDGRLKGAHIVMD-KVSVGATITI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G     ++D     P +  T   + + G K   + + D   I+G ++    + 
Sbjct: 171 MCAATLAEGKT---VLDNSAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGGQ 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           ++ V  D      FL  AA++GG V         L+  +     LE  GAKV   E  ++ 
Sbjct: 227 HSVV-ADRIETGTFLVAAAVSGGKVVCRNTNAHLLEAALA---KLEEAGAKVETGEDWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    RE      LKA+ +     P    D+     ++ + A G   I +           
Sbjct: 283 LDMTGRE------LKAVKIVTAPHPGFPTDMQAQFTLLNMMAKGSGVITETIF-----EN 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R + I  EL ++GA  E   +  I    E+L+   +    D R + +  +A C     TI 
Sbjct: 332 RFMHI-PELQRMGAKAEIEGNTAICGETEQLSGAQV-MATDLRASASLVIAGCIAQGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>ref|YP_003471188.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           lugdunensis HKU09-01] 
 ref|ZP_07913111.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           lugdunensis M23590] 
 gb|ADC87061.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           lugdunensis HKU09-01] 
 gb|EFU83023.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           lugdunensis M23590] 
          Length = 421 
 
 Score = 48.9 bits (115), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 94/371 (25%), Positives = 145/371 (39%), Gaps = 35/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           + IV++    +SG V++ G+K+    +L  + L +EGT+ + N+    DV  +   L TL 
Sbjct: 2   DRIVIKGGHRLSGEVQVEGAKNAVLPVLTASLLATEGTSKLINVPKLSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V  D A   AV V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NADVSYDIAGN-AVTVDATATLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGAD+    G     +  N   GL G  + L    S     
Sbjct: 116 PGGCAIGSRPIEQHIKGFEALGADIHLENGN----IYANAKNGLQGANIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
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             ++MAA LA G     +I+     P +      +   G +   + + D   I G  K   
Sbjct: 171 QNIIMAASLANGK---SVIENAAKEPEIVDLANYINEMGGRITGAGT-DTITIHGVNKLT 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              ++ +     + +  +AG AIT G V V G     +         LE MG ++ + E  
Sbjct: 227 GVVHSIIPDRIEAGTMIIAG-AITRGDVYVRGAIKEHM---TSLVYKLEEMGVQLAFDEE 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            V VT P         L+ +DV     P    D+   +  + L A+G   I +        
Sbjct: 283 GVRVTAPDT-------LQPVDVKTLPHPGFPTDMQSQMMALLLTAEGHKVITETVFENRF 335 
 
Query: 356 WRVKETERMVA 366 
             V E  RM A 
Sbjct: 336 MHVAEFRRMNA 346 
 
 
>ref|YP_755129.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Syntrophomonas 
           wolfei subsp. wolfei str. Goettingen] 
 gb|ABI69758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Syntrophomonas 
           wolfei subsp. wolfei str. Goettingen] 
          Length = 419 
 
 Score = 48.9 bits (115), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 82/371 (22%), Positives = 148/371 (39%), Gaps = 40/371 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V++ G+K+    +L+ + L++G T++DN+    DV  M+  L  LG++   ++    
Sbjct: 13  LNGRVRVSGAKNAGLVLLVASTLADGETILDNMPRIRDVEVMVQILNELGVNARWNEDGS 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
            ++     G   V+ + E     L     A   L  A+      A   L G   +  RP+ 
Sbjct: 73  LSICPPPAGSMKVKTSYE-----LSKKLRASNLLLGALLGREREAVISLPGGCDIGSRPM 127 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G++ LGA+VD   G       +      P G        S      ++M A     
Sbjct: 128 DLHIKGIQALGAEVDIEHGF------IYARSKTPSGARVYLDFPSVGATENIMMMASRTP 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G     +I+     P +      +   G +   + + D   ++G  + K+ + A +  D  
Sbjct: 182 GQ---SVIENAAKEPEIVDLANFLNSMGARIRGAGT-DLIKVEGVPELKACRYAIIP-DR 236 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  ++ GAAI+GG V VE    T L         L+  GA V  T+  V V        
Sbjct: 237 IEAGTYMVGAAISGGDVQVENVIPTHLH---PIVAKLQETGAIVEETDQGVRV------- 286 
 
Query: 315 FGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
             R   + + V++  +P      D+   +  +   A+G + I +         E    I  
Sbjct: 287 --RAGRQVLPVDIKTLPYPGFPTDMQSQMMALLSLAEGSSVIVE------NVFENRFQIV 338 
 
Query: 369 TELTKLGASVE 379 
            EL ++GAS++ 
Sbjct: 339 DELKRMGASIQ 349 
 
 
>ref|YP_003784095.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis FRC41] 
 gb|ADK29488.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis FRC41] 
 gb|ADL11148.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis C231] 
 gb|ADL21562.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           pseudotuberculosis 1002] 
 gb|ADO26957.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Corynebacterium 
           pseudotuberculosis I19] 
          Length = 418 
 
 Score = 48.9 bits (115), Expect = 0.001,   Method: Compositional matrix adjust. 
 Identities = 105/429 (24%), Positives = 166/429 (38%), Gaps = 39/429 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+   +++  A L+EGTT + N     DV YM+  L  LG SVE+D     
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Sbjct: 13  LEGSVRVSGAKNSVLKLMAAALLAEGTTTLTNCPQILDVPYMIRVLEGLGCSVESDNGTV 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R   +    +   +   + V+ F  +       +   +TA  G A   L G   +  RP+ 
Sbjct: 73  R---ISTPAEISSDADFDAVRQFRASV-----CVLGPLTARCGRAVVALPGGDAIGSRPL 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
                GL++LGA      G             L G K+ L    S      +L AA LA  
Sbjct: 125 DMHQSGLEKLGAKTRIQHGAVVAEAE-----QLRGAKITLDFP-SVGATENILTAAVLAD 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G     I+D     P +     +++  G      +      I G  K   P    V GD  
Sbjct: 179 GTT---ILDNAAREPEIFDLCTMLKEMGADIS-GEGTSTITITGVDKLY-PTEHEVIGDR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  +   +A+T G +TV G    +L   +   E L++ GA+V   E    V    R P 
Sbjct: 234 IVAGTWAYASAMTQGDITVGGIAPRNLHLPL---EKLKVAGAEVETYEHGFRVR-MNRRP 289 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR----TE 370 
                 +A+D      P     L  +A+       I  VA      TE +   R     E 
Sbjct: 290 ------QAVDYQTLPFPGFPTDLQPMAI------GIATVAQGTSVITENIFEARFRFVDE 337 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           L +LGA       + ++   E+L+ T + + D    A       CAE    + D     + 
Sbjct: 338 LMRLGADATVDGHHVVLRGVEQLSSTPVWSSDIRAGAGLVLAGLCAEGVTEVHDVFHIDR 397 
 
Query: 431 TFPDYFDVL 439 
            +P++ + L 
Sbjct: 398 GYPNFVEDL 406 
 
 
>ref|YP_001312124.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           beijerinckii NCIMB 8052] 
 gb|ABR37168.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           beijerinckii NCIMB 8052] 
          Length = 421 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 91/403 (22%), Positives = 161/403 (39%), Gaps = 39/403 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E +V+     + GTV + G+K+ +  IL  A + S+G  ++DN+ + EDVH +   LR+L 
Sbjct: 2   ERLVINGGNLLEGTVDINGAKNAAVAILPAAIMASDGKCIIDNIPDIEDVHCLERILRSL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G  +   K     + +        +   ++V+        A      A+ A    A  VL 
Sbjct: 62  GCDII--KIDNNTLEIDSSNVNNFDACTDDVRRMR-----ASYYFIGALLARFKKARVVL 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADV  F+      V+ +    L G  +     +S     
Sbjct: 115 PGGCSIGVRPIDQHIKGFEALGADV--FIEHGAVNVKAD---KLVGANIFFD-VVSVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +++AA LA G   + +++ +   P+V      +   G     + + D   IKG +  K 
Sbjct: 169 INVMIAATLAEG---VTVLENVAKEPHVVDVANFLNSMGADIRGAGT-DVIRIKGVESLK 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
               + +  D   A  F+  A  TGG V +       L+        L  MGA +   +  
Sbjct: 225 GCSYSVIP-DQIEAGTFMIAAVATGGDVYIRNVIPKHLE---SITAKLTEMGAVIEEGDD 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            + VT   + P     LK +++     P    D+   ++ +     G + I + + W  + 
Sbjct: 281 CIRVT--VKSP-----LKGVNIKTTPYPGFPTDIQQPMSTLLSIVPGRSLITE-SIWENR 332 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
                     EL K+GA+++      II   +KL    +   D 
Sbjct: 333 HKH-----IDELKKMGANIKVEGRVAIIDGAQKLTGAVVKATD 370 
 
 
>ref|NP_765253.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis ATCC 12228] 
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 ref|YP_189271.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis RP62A] 
 ref|ZP_06612752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Staphylococcus 
           epidermidis M23864:W2(grey)] 
 sp|Q8CRN6.1|MURA1_STAES RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 sp|Q5HMC2.1|MURA1_STAEQ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAO05297.1|AE016749_243 UDP-N-acetylglucosamine 1-carboxyvinyl transferase 1 
           [Staphylococcus epidermidis ATCC 12228] 
 gb|AAW55092.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Staphylococcus 
           epidermidis RP62A] 
 gb|EFE60145.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Staphylococcus 
           epidermidis M23864:W2(grey)] 
          Length = 421 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 81/305 (26%), Positives = 126/305 (41%), Gaps = 20/305 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+     ++G V + G+K+    +L  + L SEG + + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNRLTGEVNVEGAKNAVLPVLTASLLASEGHSKLVNVPELSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +VE DK  K AV V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NANVEYDKD-KNAVKVDATKTLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGAD+    G     +  N   GL G  + L    S     
Sbjct: 116 PGGCAIGTRPIEQHIKGFEALGADIHLENGN----IYANAKDGLKGAHIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+ +   P +      +   G K   + + D   I G +K   
Sbjct: 171 QNIIMAASLASGK---SIIENVAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVEKLY 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++A +     + +  +AG AIT G + V G     +         LE MG  + + E  
Sbjct: 227 GVEHAIIPDRIEAGTLLIAG-AITRGDIFVRGAIKEHM---ASLIYKLEEMGVDLEYYEE 282 
 
Query: 304 SVTVT 308 
            + VT 
Sbjct: 283 GIRVT 287 
 
 
>ref|ZP_06059231.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Acinetobacter 
           calcoaceticus RUH2202] 
 gb|EEY75777.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Acinetobacter 
           calcoaceticus RUH2202] 
          Length = 418 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 102/415 (24%), Positives = 173/415 (41%), Gaps = 52/415 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V++ G+K+ +  +L    L++    + N+ N +DV+ ++  +  LG+++  +    
Sbjct: 11  KLEGEVRISGAKNAALPLLAATILADSPITITNVPNLKDVNTLVKLIGGLGVTIGYENDT 70 
 
Query: 74  KRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +A       +F P E  K             MR+   +   + A  GNA   L G   + 
Sbjct: 71  VKADTSTLDNQFAPYELVK------------TMRASILVLGPLLARYGNAKVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   +  L+ LGA ++   G     V  +  G L GG+V     ++      +LMA 
Sbjct: 119 GSRPVDQHLKALEALGAHIEVENGY----VHASVDGRLKGGEVVFD-MVTVGGTENILMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I      P +    +++ + G K E  D+ D   + G +     + A  
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Sbjct: 174 AALADG---VTTIRNAAREPEITDLAQMLIKMGAKIEGLDT-DTLVVTGVESLHGCEYAV 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVT 308 
           V     + SY LA AAITGG +         L+  + KF E    MGA+VT  +  + +  
Sbjct: 230 VADRIETGSY-LAAAAITGGRIKTTHTDPALLESVLDKFEE----MGAEVTRGDDWIELD 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA+       P    D+   L  V +   G   I    S  + E   M 
Sbjct: 285 MLGKRP------KAVSFRTLPHPEFPTDMQAQLMAVNVIGRGFATI----SETIFENRFM 334 
 
Query: 365 VAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
                EL+++GA+++ EG D  ++T  E L    +   D   +  +FSL   A V 
Sbjct: 335 HV--PELSRMGANIQVEGHD-AVVTGVETLQAAPVMATD---LRASFSLVLAALV 383 
 
 
>ref|YP_397892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9312] 
 sp|Q319I9.1|MURA_PROM9 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB50456.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9312] 
          Length = 456 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 92/385 (23%), Positives = 156/385 (40%), Gaps = 36/385 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++G VK+ G+K+ +  +L  + L+    +++N+    D+  M   L+ LG+++  DK   
Sbjct: 23  KLNGIVKINGAKNSALVLLASSLLTNEKIILENIPYLTDIEKMGNILKNLGVNL-IDKND 81 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           +  +        P   + +E+   L N   A      A+    G A   L G   +  RP 
Sbjct: 82  QLEID-------PTNISIKELPYELVNGLRASFFCIGALLTKFGEAQVPLPGGCNIGSRP 134 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I + + GL  LGAD+    G     +R N    L G  +KL    S      L+MAA LA 
Sbjct: 135 IDEHINGLIALGADIIIEEGIVKAKIRGNK-NKLHGTHIKLKCP-SVGATETLIMAASLA 192 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   IE   +    P ++    ++ + G K  +    +   I G  K     +  +  D 
Sbjct: 193 EGRTTIENAARE---PEIQDLCHMLNKMGAKI-YDSGKETIIIDGVNKLGGCTHKVIP-D 247 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
              A  FL  AA T  ++T+       L+        L+  G+K+T    S+++       
Sbjct: 248 RIEAGTFLIAAAATSSSITISPVIPHHLEA---VTNKLQESGSKITIKGNSISIKS---- 300 
 
Query: 314 PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE--- 370 
               K +K +D+     P     L   A F    TA+  +A+   K TE +   R      
Sbjct: 301 ----KEIKGVDIETAPFPGFPTDLQ--APF----TALMTIANGESKITETIFENRMNHIH 350 
 
Query: 371 -LTKLGASVEEGPDYCIITPPEKLN 394 
            L K+GA ++   +   I   + LN 
Sbjct: 351 LLNKMGARIKLNENVAYIKGVKTLN 375 
 
 
>ref|ZP_04446643.1| hypothetical protein COLINT_03386 [Collinsella intestinalis DSM 
           13280] 
 gb|EEP43887.1| hypothetical protein COLINT_03386 [Collinsella intestinalis DSM 
           13280] 
          Length = 427 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 89/380 (23%), Positives = 153/380 (40%), Gaps = 41/380 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ISGTV + G+K+ + +++    L+ G T ++N+ N  DVH M   L+ +G ++  D   + 
Sbjct: 12  ISGTVAVSGAKNSALKLMAATLLAPGATTLENVPNISDVHVMGKVLKRMGATI--DVLDE 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVPRMRE 131 
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             + +        E   + V          MR+ TA    +    G A   + G   +   
Sbjct: 70  HTLRIDTSAVSSWEAPYDLVA--------KMRASTAVMGPLLGRFGCAKIAMPGGCNLGA 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           R I   ++GL  LG   D    TD   +  +   GL G  V L  + S      L+MAA  
Sbjct: 122 RKIDMHILGLGALGVQFD----TDHGYIHADAPEGLTGTAVTLEFA-SVGATENLIMAAV 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     +ID     P +     ++   G K   + +     I+G ++   P    V  
Sbjct: 177 KAKGTT---VIDNAAREPEIVDLANMLNEMGAKITGAGT-PVVQIEGVEELH-PVTHRVV 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD   A  F+  AA+      VE  G   +   +   + LE+MG ++   E  V       
Sbjct: 232 GDRIEAGTFITAAALMADESGVEVTGFNPINLGMVIKK-LELMGVRIDRIENGVRAYRAD 290 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           R       ++ +D+     P    D+   + V++  ADG + I +     + E   M A  
Sbjct: 291 R-------IEPVDIQTLPFPGFPTDMQAQIMVLSALADGNSIITE----NIFENRFMFA- 338 
 
Query: 368 RTELTKLGASVEEGPDYCII 387 
            +EL ++GA +     + ++ 
Sbjct: 339 -SELVRMGADIRVESHHAMV 357 
 
 
>ref|ZP_02536200.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase [Endoriftia persephone 
           'Hot96_1+Hot96_2'] 
          Length = 225 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 44/150 (29%), Positives = 68/150 (45%), Gaps = 9/150 (6%) 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +P  +    D SSA++F+ GA I  G+ VT+E  G    +  V    +L +MGA +     
Sbjct: 19  APAASMCPADISSATFFMVGACIAEGSDVTLEHVGINPTRDGV--INILRLMGADIEVLN 76 
 
Query: 303 TSVTVTGPPREPFGRK--HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 357 
              TV G P      +   LK I +   ++P   D    L + A  A+G T +      R 
Sbjct: 77  PR-TVGGEPVADIRVRASRLKGIHIPEEQVPLAIDEFPALFIAAACAEGETVLTGAEELR 135 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCII 387 
           VKE++R+  +   L  LG   +  PD  +I 
Sbjct: 136 VKESDRIQVMADGLVTLGIDAQATPDGIVI 165 
 
 
>ref|ZP_01550531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stappia 
           aggregata IAM 12614] 
 gb|EAV40885.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stappia 
           aggregata IAM 12614] 
          Length = 429 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 74/307 (24%), Positives = 131/307 (42%), Gaps = 37/307 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E++G + + G+K+ +  +++ + L++ T  + N+    DV  ++  L   G+    +    
Sbjct: 11  ELNGVIPISGAKNAALPLMIASLLTDETLTLSNVPRLRDVAQLMQILSNHGVDYSVN--G 68 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQL-------------FLGNAGIAMRSLTAAVTAAGGNAT 120 
           KR+      G+     A+E V               F     +  RS  A V+  GG A  
Sbjct: 69  KRSGQDDLAGQTLNLTAREIVDTTAPYELVSKMRASFWVIGPLVARSHEARVSLPGGCA- 127 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
                   +  RP+   + GL  LGA+++     D   V V   GGL G +V+    +S  
Sbjct: 128 --------IGTRPVDFFIDGLAALGAEIEI----DGGYVIVKAPGGLKGARVEFP-KVSV 174 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G  E EI++       V++  + ++  G K E  +      I+G   
Sbjct: 175 GATHTIMMAATLASG--ETEIVNAAREPEVVDLA-KCLKAMGAKIE-GEGTSTIRIQGVP 230 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
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           +     +A V     + +Y +A  A+TGG V ++G  +  L+  +   E L   GA +T  
Sbjct: 231 RLHGAHHAVVPDRIETGTYAMA-VAMTGGDVLLQGARSDLLETAL---ETLRQTGADITQ 286 
 
Query: 301 TETSVTV 307 
           T   + V 
Sbjct: 287 TADGIKV 293 
 
 
>ref|ZP_07547188.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter wiegelii Rt8.B1] 
 gb|EFN49500.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter wiegelii Rt8.B1] 
          Length = 416 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 75/319 (23%), Positives = 131/319 (41%), Gaps = 34/319 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+VK+ G+K+    I+  + LS G  V+D++   EDV+ M+  ++  G   + +     
Sbjct: 14  LKGSVKISGAKNSVLPIIAASLLSSGEIVLDDIPTLEDVNVMIELIKHFGAICDFENEKL 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  V     + P +  K+    FL    I  R   A ++  GG A         +  RPI 
Sbjct: 74  KVKVDIKDIEAPYDLVKKMRASFLVMGPILARLGHAKISMPGGCA---------IGSRPI 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGAD+   +G      R      L G K+ L    S      ++MAA  A  
Sbjct: 125 DLHLKGFQTLGADIT--IGHGYVEARAK---KLTGKKIYLDFP-SVGATENIMMAAVFAE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   + II+     P +      + + G   + + + D   I+G ++ K  ++  +  D  
Sbjct: 179 G---VTIIENAAEEPEIVDLANFLNKMGANIKGAGT-DTIRIEGVKELKGAEHTVIP-DR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR-- 312 
             A  F+  AA+TGG V +E      ++  +               TE  + +T  P+   
Sbjct: 234 IEAGTFMVAAAMTGGNVLIENVIVDHVRSII------------AKLTECGIKITEEPKGL 281 
 
Query: 313 EPFGRKHLKAIDVNMNKMP 331 
              G K+ KA+D+     P 
Sbjct: 282 RVKGIKNYKAVDIKTLPYP 300 
 
 
>ref|YP_003638954.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermincola sp. 
           JR] 
 gb|ADG81053.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermincola 
           potens JR] 
          Length = 417 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 97/431 (22%), Positives = 164/431 (38%), Gaps = 40/431 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G VK+ G+K+ +  I+  A L++   ++DN+ N  DV+ ML  ++ LG  VEAD   K   
Sbjct: 14  GEVKIAGAKNAALAIIAAALLTDAPVIIDNVPNISDVNVMLDIVKNLG--VEADWCEKNT 71 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 136 
           + +   G    +   E V+        A   L   + A  G     L G   +  RP+   
Sbjct: 72  IRIHVPGDIGYQTPYELVKKLR-----ASNLLLGPLLARQGRVEISLPGGCNIGSRPMDL 126 
 
Query: 137 LVVGLKQLGADVDCFLGT---DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
              GL  +GA+++   G     C          L G K+ L    S      ++MAA LA 
Sbjct: 127 HFKGLAGMGAEIELEHGVIKGKCDR--------LEGAKIYLDFP-SVGATENIMMAAVLA 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   IE + K    P +      +   G K   + + D   I G ++ +  + + +  D 
Sbjct: 178 KGQTVIENVAKE---PEIVDLANFLNSMGAKVRGAGT-DVIRIDGVERLRGGRYSVIP-D 232 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
              A  F+  A  T G + ++G  TT ++        L   GA++   +  V V       
Sbjct: 233 RIEAGTFMVAAVATDGDLLIDGVITTHIE---PLIAKLREAGAEIREEDEKVRVR----- 284 
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Query: 314 PFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 371 
              R  L+ ID+     P     M   ++A+     T ++  +       E  + +  E  
Sbjct: 285 --RRSKLRPIDIKTLPYPGFPTDMQSQMMAML----TTVKGTSVIVENIFENRLQVADEF 338 
 
Query: 372 TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 431 
            ++GA ++      II   EKL    +   D    A        AE    I +     +  
Sbjct: 339 KRMGAKIKVEGRTAIIQGVEKLQGAKVKASDLRAGAALIIAGLMAEGETEICNTHYIERG 398 
 
Query: 432 FPDYFDVLSTF 442 
           +   +D L+   
Sbjct: 399 YEGIYDKLNAL 409 
 
 
>ref|YP_002418285.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           splendidus LGP32] 
 sp|B7VKU1.1|MURA_VIBSL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAV20010.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           splendidus LGP32] 
          Length = 422 
 
 Score = 48.9 bits (115), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 99/422 (23%), Positives = 169/422 (40%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V  +   
Sbjct: 12  KPLSGEVTISGAKNAALPILFASILAEEPVEVSNVPHLRDIDTTMELLKRLGAKVSRN-- 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+    E+  F     + ++++ A++ A G      G     L G  
Sbjct: 70  ----------GSVHVDG--REINEFCAPYDL-VKTMRASIWALGPLVARFGEGQVSLPGG 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      + 
Sbjct: 117 CAIGARPVDLHIHGLEQLGATIVLEDGY----VKASVDGRLKGAHIVMD-KVSVGATITI 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G     ++D     P +  T   + + G K   + + D   I+G ++    + 
Sbjct: 172 MCAATLAEGTT---VLDNSAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGGQ 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           ++ V  D      FL  AA++GG V         L+  +     LE  GAKV   E  ++ 
Sbjct: 228 HSVV-ADRIETGTFLVAAAVSGGKVVCRNTNAHLLEAALA---KLEEAGAKVETGEGWIS 283 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    RE      LKA+ +     P    D+     ++ + A G   I +           
Sbjct: 284 LDMTDRE------LKAVKIVTAPHPGFPTDMQAQFTLLNMMAKGSGVITETIF-----EN 332 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R + I  EL ++GA  E   +  I    EKL+   +    D R + +  +A C     TI 
Sbjct: 333 RFMHI-PELQRMGAKAEIEGNTAICGETEKLSGAQV-MATDLRASASLVIAGCIAQGETI 390 
 
Query: 423 RD 424 
            D 
Sbjct: 391 VD 392 
 
 
>ref|YP_001906282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           tasmaniensis Et1/99] 
 sp|B2VGU0.1|MURA_ERWT9 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAO95374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           tasmaniensis Et1/99] 
          Length = 420 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 98/420 (23%), Positives = 171/420 (40%), Gaps = 51/420 (12%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG+     KA + 
Sbjct: 12  LSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLSQLGV-----KAER 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              V     K  +  A  E+          ++++ A++ A G      G     L G    
Sbjct: 67  NGSVYLDASKVDIYCAPYEL----------VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +  T   +   G K   + S DR  I+G ++        
Sbjct: 172 AATLATGTT---VIENAAREPEIVDTANFLNTLGAKISGAGS-DRITIEGVERLGGGVYR 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +     + ++ +AG AI+GG V        +L  D   A++ E  GA++   +  V++  
Sbjct: 228 VLPDRIETGTFLVAG-AISGGKVICRAAQPDTL--DAVLAKLRE-AGAEIEVGDDWVSLD 283 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA+ +     P    D+    +++ L A+G   I +     + E   M 
Sbjct: 284 MHGKRP------KAVSLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET----IFENRFM 333 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
                EL ++GA  E      I    EKL+   +    D R + +  LA C    VT+ D 
Sbjct: 334 HV--PELARMGAHAEIESHTLICHGVEKLSSAQV-MATDLRASASLVLAGCIAEGVTVVD 390 
 
 
>ref|ZP_07818998.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eremococcus 
           coleocola ACS-139-V-Col8] 
 gb|EFR31374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eremococcus 
           coleocola ACS-139-V-Col8] 
          Length = 435 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 88/371 (23%), Positives = 150/371 (40%), Gaps = 36/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI++Q    + G VK+ G+K+    IL  A L+E G   + N+    DVH +   L  + 
Sbjct: 2   EEIIVQGGNRLQGAVKVEGAKNAVLPILAGAILAETGQVHLSNVPVLSDVHTLNELLNRI 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+  + D+   + ++   G    VE   E   +    A +    +   + A  G+A   + 
Sbjct: 62  GVVNQFDEVNNQMILDASG---HVESVAEYDFVSKMRASVV---VMGPLLARFGHAKVAM 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA ++   G             L G ++ L    S     
Sbjct: 116 PGGCAIGMRPIDLHLKGFEALGAKINSQAGYVEAQA-----DQLKGARIYLDFP-SVGAT 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G+    I++ +   P +      + R G K   + + +   I+G +    
Sbjct: 170 ENIMMAATLAEGET---ILENVAREPEIVDLANFLNRMGAKIVGAGT-ETIRIRGVKALH 225 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +++ +  D   A  F+  AA+T G V VEG      + +      L  MG      +  
Sbjct: 226 GTEHSVIP-DRIEAGTFMVAAAVTQGDVFVEGA---MREHNRPLISKLTEMGVVFEEHDE 281 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            + V GP +       LKA DV     P    D+   + +  L ADG + + +        
Sbjct: 282 GIRVIGPAK-------LKATDVKTLPYPGFPTDMQAQMTIAQLLADGTSVMNETVFENRF 334 
 
Query: 356 WRVKETERMVA 366 
             ++E  RM A 
Sbjct: 335 MHLEELRRMSA 345 
 
 
>ref|YP_002310095.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           piezotolerans WP3] 
 sp|B8CIN2.1|MURA_SHEPW RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
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           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACJ27508.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           piezotolerans WP3] 
          Length = 419 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 97/389 (24%), Positives = 156/389 (40%), Gaps = 46/389 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V + G+K+ +  IL+   L+E    V N+ +  DV+     LR LG  V      K 
Sbjct: 12  LAGDVVISGAKNAALPILMAGVLAETDFNVSNVPSLRDVNTSCELLRCLGAEVTRSGDDK 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
             +      +F  P E  K             MR+   +   + A  G A   L G   + 
Sbjct: 72  VCISTTNLNEFCAPYELVK------------TMRASILILGPLLARYGKADVSLPGGCAI 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   + GL+Q+GA ++   G     ++    G L G  + +   IS      LLMA 
Sbjct: 120 GARPVNLHLQGLEQMGAKIEVKEGY----IKARVDGRLKGAHIFMD-MISVGATENLLMA 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G+    +I+     P V      +   G K E + + D   I+G +  +   +   
Sbjct: 175 AALADGET---VIENAAREPEVVDLANCLIAMGAKIEGAGT-DTVRIQGVESLQGC-DYQ 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V  D      FL  AA+T G +        SL+        LE  GA +T  +  + +   
Sbjct: 230 VMPDRIETGSFLVAAAVTRGKIRCIKADPKSLEA---VLAKLEDAGASITTGDDWIELDM 286 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             + P      KA+++     P    D+     V+   A+G   I +     + E   M  
Sbjct: 287 QGQRP------KAVNIKTVAYPGFPTDMQAQFCVLNALAEGTATITET----IFENRFMH 336 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLN 394 
               EL+++GA++E   + CII   EKLN 
Sbjct: 337 V--PELSRMGATMELEGNTCIIHGIEKLN 363 
 
 
>ref|ZP_03343953.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Salmonella enterica 
          subsp. enterica serovar Typhi str. 404ty] 
          Length = 60 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 29/50 (58%), Positives = 37/50 (74%) 
 
Query: 5  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 54 
          E + LQPI  + G + LPGSKS+SNR LLLAAL+ G T + NLL+S+DV  
Sbjct: 2  ESLTLQPIARVDGAINLPGSKSVSNRALLLAALACGKTALTNLLDSDDVR 51 
 
 
>emb|CAP05278.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. BO1] 
          Length = 188 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 34/101 (33%), Positives = 52/101 (51%), Gaps = 4/101 (3%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKL 393 
           LA+ A FA+G T +  +   RVKE++R+ A+   L   GA   EG     +      + L 
Sbjct: 88  LAIAASFAEGETVMDGLDELRVKESDRLAAVARGLEANGADCTEGEMSLTVRGRPGGKGL 147 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
               ++T+ DHR+AM+F +   A E PVT+ D      +FP 
Sbjct: 148 GGGTVETHLDHRIAMSFLVMGLASEKPVTVDDSTMIATSFP 188 
 
 
>ref|YP_004151432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermovibrio 
           ammonificans HB-1] 
 gb|ADU96791.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermovibrio 
           ammonificans HB-1] 
          Length = 434 
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 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 109/430 (25%), Positives = 175/430 (40%), Gaps = 59/430 (13%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E+ +++  +E+ GTVK+ GSK+ S  I+  + L+ G+  + N+    DV      L 
Sbjct: 1   MESEEKFIIRGGRELRGTVKVSGSKNASLPIIFASILT-GSLTLHNVPRLTDVFTACKLL 59 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS--LT-AAVTAAGG 117 
             +G          +  V   G   PV  A  E+        IAMR+  LT   + A  G 
Sbjct: 60  EAMGFHTSFSGNTLK--VSFSGDLNPV--APYELV-------IAMRASILTLGPLLARYG 108 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
                L G   +  RP+   + GL +LGAD+  + G     V+    G L G ++      
Sbjct: 109 RGKVFLPGGCAIGVRPVDLHLKGLSRLGADIKVYHGFIVGEVK----GRLKGAEIYFDFP 164 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFY 235 
                   +LMAA LA G     +I      P +    R ++R G  ++ E +D  + +  
Sbjct: 165 TVGG-TENVLMAAVLAEGKT---VIRNAAKEPEIVDLARALKRAGAVIEGEGTDVIEVW- 219 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAE----V 290 
              G    SP    V  D   A  F++  A  GG V +E   + +L+  V KF+E    V 
Sbjct: 220 ---GVDELSPFEYTVMPDRIEAGTFMSAVAAAGGDVVIEDFPSYALKAVVDKFSEAGLVV 276 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG 346 
            E+ G+KV   +              R+ L+  D+     P    D+          A+G 
Sbjct: 277 EELPGSKVRVVK--------------RERLRGTDIVTQPYPGFPTDMQAQFMAAMCLAEG 322 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 406 
            + IR+     + E   M     EL +LGA+++   +   +   E+L V A  T  D R  
Sbjct: 323 DSVIRET----IFENRFMHV--PELQRLGANLKVDGNTVFVRGVEEL-VGAKVTATDLRA 375 
 
Query: 407 AMAFSLAACA 416 
           + +  +A  A 
Sbjct: 376 SASLVIAGLA 385 
 
 
>ref|YP_002127468.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alteromonas 
           macleodii 'Deep ecotype'] 
 sp|B4RWE6.1|MURA_ALTMD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACG67474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alteromonas 
           macleodii 'Deep ecotype'] 
          Length = 420 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 75/316 (23%), Positives = 133/316 (42%), Gaps = 32/316 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    ++GTV++ G+K+ +  +L+ + L++      N+    D++     LR LG 
Sbjct: 2   DKLVIKKGSALNGTVRISGAKNAALPLLMTSLLTDSPCRYTNVPRLRDINTTTALLRELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE    A   +V+       V  + + V           R++ A++   G      G  
Sbjct: 62  --VEVALPAPNDIVIDASTLESVTASYDLV-----------RTMRASILVLGPLLAKQGK 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+++GA ++   G     +R    G L G ++ +   + 
Sbjct: 109 ANVSLPGGCAIGARPVNLHLTGLEKMGAKIEVDEGY----IRAKVDGRLKGARIFMD-MV 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      LLMAA LA G     I++     P +      + + G K   + S D+  I+G 
Sbjct: 164 SVGATENLLMAAALADGTT---ILENAAREPEIVDLANCLIQMGAKISGAGS-DKITIEG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +       A +  D      FL  AA+TGG V        +L       + LE  GAK+ 
Sbjct: 220 VETLNGCDYAVLP-DRIETGTFLVAAAVTGGKVRCTNAAPDTLDA---VLDKLEQAGAKI 275 
 
Query: 299 TWTETSVTVTGPPREP 314 
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           T  E  + +    R+P 
Sbjct: 276 TTGEDWIELDMEGRKP 291 
 
 
>ref|ZP_04577736.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oxalobacter 
           formigenes HOxBLS] 
 gb|EEO28698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oxalobacter 
           formigenes HOxBLS] 
          Length = 417 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 66/269 (24%), Positives = 116/269 (43%), Gaps = 19/269 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++     + G + + G+K+ +  IL  + L+     + N+ + +DV  ML  L+ +G 
Sbjct: 2   DKLIINGGNRLHGEIPISGAKNAALPILCASLLTADDIELTNVPHLKDVQTMLTLLQQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           ++V+ D       +V  G      +A  E+   +  A + +  L A      G A   L  
Sbjct: 62  VTVKKDGNK----IVMNGNTVHNFNAPYELVKTMRAAILVLCPLVARF----GEAKVSLP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+   + GL+ LGA+V+   G      +      L G ++ ++  I+      
Sbjct: 114 GGCAIGSRPVEQHIKGLRALGAEVEIKAGYIYAKAK-----KLKGTRI-VTDMITVTGTE 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAA LA G+    +I      P V     L+ + G K E     DR  I G ++    
Sbjct: 168 NLLMAATLAEGET---VIKNAAREPEVTDLAHLLVKMGAKIE-GIGTDRLVIHGVERLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTV 273 
            ++  +  D      FL   A TGG VT+ 
Sbjct: 224 ARHDVIP-DRIETGTFLCAVAATGGDVTL 251 
 
 
>ref|ZP_01899239.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Moritella sp. 
           PE36] 
 gb|EDM66304.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Moritella sp. 
           PE36] 
          Length = 420 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 98/388 (25%), Positives = 156/388 (40%), Gaps = 44/388 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++G V + G+K+ +  IL    LS+ T  + N+    D+   L  LR LG   +A++ A 
Sbjct: 11  QLNGDVTISGAKNAALPILFATLLSDETITLKNVPELRDIKTTLQLLRELG--AQAERNA 68 
 
Query: 74  KRAVVVGCG----GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              VV+  G     K P E  K      L    +  +  TA V+  GG A         + 
Sbjct: 69  DGDVVITAGTVNCQKAPYELVKTMRASILALGPLTAKFSTADVSLPGGCA---------I 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   + GL+ + A+++   G      RV+G   L G ++ L   +S      LLMA 
Sbjct: 120 GARPVNLHIHGLEMMQANINVEEG--YIKARVDG--RLKGARI-LMDMVSVTGTENLLMA 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G   +  I+     P V      +   G K     S D   I+G +K         
Sbjct: 175 AVLADG---VTTIENAAREPEVVDLANFLNGLGAKISGMGS-DVLTIEGVEKLHG-GTYT 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V+ D      FL  AA+TGG +       + L   +     LE  GAK+   +  +++   
Sbjct: 230 VQPDRIETGTFLVAAAVTGGKIKCHKTDPSLLDAVIL---KLEEAGAKIETGDDWISLDM 286 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             R+      LKA+++     P    D+     V+   A G + I +     + E   M  
Sbjct: 287 KGRD------LKAVNIKTVPYPGFPTDMQAQFTVLNTVAKGTSTIVET----IFENRFMH 336 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKL 393 
               EL ++GA +E   +  I    E L 
Sbjct: 337 V--PELARMGADIELEGNTAICRDTESL 362 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1765



 

 

 
>ref|YP_002017759.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pelodictyon 
           phaeoclathratiforme BU-1] 
 sp|B4SEZ5.1|MURA_PELPB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACF43142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pelodictyon 
           phaeoclathratiforme BU-1] 
          Length = 424 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 105/416 (25%), Positives = 166/416 (39%), Gaps = 64/416 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           +++V++    ISGT+   GSK+ S  I+    L+  GT  + ++ + +D+      L  L 
Sbjct: 2   DKLVIKGGSRISGTITASGSKNTSLPIIAATLLTGNGTFTLHHIPDLKDIVTFTQLLHHL 61 
 
Query: 64  GLSVEAD----KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAG 116 
           G     +    K + R V      + P E  K+            MR+   +   + A   
Sbjct: 62  GAETTYEGNTLKVSSRNV---QSLQAPYELVKK------------MRASIYVLGPMLARF 106 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVK 173 
           G+A   L G      RPI   ++ +++LGA +     F+    P       G L GG +  
Sbjct: 107 GHARVSLPGGCAFGPRPIDLHLMAMEKLGATITIETGFIDATIPG------GKLQGGHIT 160 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
              S S       LMAA LA G      I    + P +E   + +   G     + + +  
Sbjct: 161 FPIS-SVGATGNALMAAVLAEGTT---TISNAAAEPEIETLCKFLIAMGATIRGTGTTE- 215 
 
Query: 234 FYIKGGQKYKSP--KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEV 290 
             I+G    K+   KN +   D   A   LA AAITGG +TV G     ++  + KF    
Sbjct: 216 LEIEGCNTLKAIEFKNVF---DRIEAGTLLAAAAITGGDITVNGVEPEQMKAVLKKFVHA 272 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG 346 
               G  V  T+ S+T+  P       K L   DV     P    D+      +   A+G 
Sbjct: 273 ----GCLVETTDNSITLKSP-------KKLIPTDVTAKPYPAFPTDMQAQWIALMTQAEG 321 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            + I D         ER   I  EL +LGA +E   +  I+  P++L+ T + + D 
Sbjct: 322 SSHITDKVYH-----ERFNHI-PELNRLGAHIEIHKNQAIVHGPQQLSGTKVMSTD 371 
 
 
>ref|YP_003777449.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Herbaspirillum 
           seropedicae SmR1] 
 gb|ADJ65541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase protein 
           [Herbaspirillum seropedicae SmR1] 
          Length = 416 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 92/402 (22%), Positives = 168/402 (41%), Gaps = 57/402 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K +SG V + G+K+ +  IL  A L+    V+ N+ + +DV  + G ++ +G 
Sbjct: 2   DKLLIRGGKRLSGDVTISGAKNAALPILCAALLTADDLVLSNVPHLQDVVTITGLMKQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           L V+ +       +V  G      +A  E+          ++++ A++   G      G  
Sbjct: 62  LRVQENGDQ----MVLNGNDITRPEAPYEL----------VKTMRASILVLGPLLARFGQ 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+ +GA++    G      +      L G ++ ++  I 
Sbjct: 108 AKVSLPGGCAIGSRPVDQHIKGLQAMGAEIHIEGGYIYAKAKR-----LKGARI-VTDMI 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      LLMAA LA G+    +++     P V     L+ + G K E   + DR  I+G 
Sbjct: 162 TVTGTENLLMAAVLADGET---VLENAAREPEVGDLANLLVKMGAKIEGIGT-DRLVIQG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +  +  D      FL   A TGG VT+       L   +   + L   GA + 
Sbjct: 218 VEQLHGASHEVI-ADRIETGTFLCAVAATGGDVTLRRTRAGLLDAAL---DKLRDAGAIL 273 
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Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T  E  + +    R P      KA+     + P    D+      +   ADG +       
Sbjct: 274 TSGEDWIRIQ-MARRP------KAVSFRTTEYPGFPTDMQAQFMALNCIADGTS------ 320 
 
Query: 355 SWRVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
              V ET    R + ++ EL +LG +++   +  I+T  EK  
Sbjct: 321 --HVTETIFENRFMHVQ-ELNRLGTAIDVEGNTAIVTGVEKF 359 
 
 
>ref|NP_933254.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           vulnificus YJ016] 
 sp|Q7MPA3.1|MURA_VIBVY RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAC93225.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Vibrio vulnificus 
           YJ016] 
          Length = 421 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 99/427 (23%), Positives = 170/427 (39%), Gaps = 51/427 (11%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V+   + + G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V 
Sbjct: 6   VIGSTQPLMGEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKV 65 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATY 121 
           E +            G   V+ +   +  +     + ++++ A++ A G      G     
Sbjct: 66  ERN------------GSVHVDPSS--IDEYCAPYDL-VKTMRASIWALGPLVARFGQGQV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S   
Sbjct: 111 SLPGGCAIGARPVDLHITGLEQLGATITLEDGY----VKAHVDGRLQGAHIVMD-KVSVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     ++D     P +  T + +   G K   + + D   I+G ++ 
Sbjct: 166 ATITIMCAATLAEGTT---VLDNAAREPEIVDTAKFLNTLGAKISGAGT-DTITIEGVER 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K+A V  D      FL  AA++GG V    C  T           LE  GA V    
Sbjct: 222 LGGGKHAVV-ADRIETGTFLVAAAVSGGKVV---CHNTQAHLLEAVLAKLEEAGALVETG 277 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  ++V    RE      LKA+++     P    D+     ++ + A G   I +      
Sbjct: 278 EDWISVDMTGRE------LKAVNIRTAPHPGFPTDMQAQFTLLNMMAKGGGVITET---- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  +A C   
Sbjct: 328 IFENRFMHV--PELKRMGAKAEIEGNTVICGDVERLSAAQV-MATDLRASASLVIAGCIA 384 
 
Query: 418 VPVTIRD 424 
              TI D 
Sbjct: 385 KGETIVD 391 
 
 
>ref|ZP_05855351.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Blautia hansenii 
           DSM 20583] 
 gb|EEX20752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Blautia hansenii 
           DSM 20583] 
          Length = 430 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 98/425 (23%), Positives = 172/425 (40%), Gaps = 41/425 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T  ++NL +  D++ +L A++ +G 
Sbjct: 2   EQYIIKGGNPLVGEVEIGGAKNAALAILAAAIMTDETVHIENLPDVRDINVLLEAIKEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V+     +  +     G   VE   E ++        A   L  A+     NA   L  
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Sbjct: 62  ATVDRIGPTEVKIAGATIGNITVE--YEYIKKIR-----ASYYLLGALLGKYKNAEVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA VD   G             L G  + +   +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGASVDIIHGAVVAKAE-----HLTGKHIFMD-MVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G+  IE        P+V      +   G   + + + D   I+G  K    
Sbjct: 169 NVMMAAAMAQGNTTIE---NAAREPHVVDVANFLNSMGANIKGAGT-DVIRIQGVDKLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              + +  D   A  F+  AA T G + V+      L+        LE +G +V   + + 
Sbjct: 225 TTYSIIP-DQIEAGTFMCAAAATMGDIMVKNVIPKHLEATTA---KLEEIGCQVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           V V          K LK  +V     P    D+    AV    A+G + + + +   R K 
Sbjct: 281 VRVV-------ANKRLKRTNVKTMPYPGYPTDMQPQFAVALTLAEGTSIVTESIFENRFK 333 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
             +       ELT++GA+++   +  II   +KL    + +  D R   A  +A  A    
Sbjct: 334 YAD-------ELTRMGANIKVEGNTAIIDGVQKLAGARV-SAPDLRAGAALVIAGLAAEG 385 
 
Query: 420 VTIRD 424 
           +TI D 
Sbjct: 386 ITIVD 390 
 
 
>ref|ZP_03394652.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           amycolatum SK46] 
 gb|EEB62287.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           amycolatum SK46] 
          Length = 426 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 74/282 (26%), Positives = 119/282 (42%), Gaps = 23/282 (8%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G E  +++    ++G V++ G+K+   +++  A L+EGTTV+ N    +DV  M   L   
Sbjct: 8   GNERFLVKGGATLNGQVQISGAKNSVLKLMGAALLAEGTTVLTNCPEIDDVPLMQKVLEG 67 
 
Query: 63  LGLSV--EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           LG SV  E D+     + +    +       + V+ F  +       +   +TA   NA  
Sbjct: 68  LGCSVTREGDR-----IEITVPEELSHHADFDAVRQFRASV-----CVLGPLTARTRNAI 117 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RP+     GL++LGA    ++   C    V   G L G  +KL    S  
Sbjct: 118 VALPGGDAIGSRPLDMHQAGLEKLGART--YIHHGCV---VAEAGRLKGANIKLDFP-SV 171 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                +L AA LA G     ++D     P +     ++   G K   + S +   ++G + 
Sbjct: 172 GATENILTAAVLAEGTT---VLDNAAREPEIVDLCEMLVEMGAKISGAGS-NTITVEGVE 227 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 282 
           K   P    V GD   A  +   AA+TGG +TV G     L  
Sbjct: 228 KLH-PTEHKVVGDRIIAGTWAYAAAMTGGDITVVGINPKYLH 268 
 
 
>ref|YP_003993105.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor hydrothermalis 108] 
 gb|ADQ07736.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor hydrothermalis 108] 
          Length = 419 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 78/308 (25%), Positives = 132/308 (42%), Gaps = 22/308 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++    + G V + G+K+ +  ++  A +++G +V++NL   EDV  M   L  LG 
Sbjct: 6   EKLVIEGGYPLEGEVVINGAKNAAVAVIPAALMADGESVIENLPLIEDVFAMDDILLKLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
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             +E D  + +             ++ ++++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDARNLHSYIAPYESVKKIR--------ASYYLIGALLTRFGRAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G      RPI   + G + LGADV    G     ++      L G K+ L   +S      
Sbjct: 118 GGCNFGSRPIDQHIKGFRALGADVRIENGM----IKAYA-DRLVGTKIYLD-VVSVGATI 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G   I II+     P+V  T   +   G K + + + D   I+G  K    
Sbjct: 172 NLMLAAVKAKG---ITIIENAAKEPHVVDTANFLNSMGAKIKGAGT-DVIRIEGVDKLYP 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K A +     + +Y +A  A T G V V+      L+     A+++E MGA+V   E S 
Sbjct: 228 TKYAIIPDQIEAGTYMIAACA-TKGHVIVKNVIPKHLESLT--AKLVE-MGAEVITYEDS 283 
 
Query: 305 VTVTGPPR 312 
           + V    R 
Sbjct: 284 IEVICKSR 291 
 
 
>ref|YP_001166802.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17025] 
 sp|A4WQ33.1|MURA_RHOS5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABP69497.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17025] 
          Length = 422 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 99/425 (23%), Positives = 171/425 (40%), Gaps = 53/425 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++   E+ G + + G+K+    ++    LS+    + N     D+  M   L++LG 
Sbjct: 2   DSILVKGNGELRGQIPIAGAKNACLALMPATLLSDEPLTLTNAPRLSDIRTMTQLLQSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V + +  +   +        + D + +  +        +R + A++   G      G+ 
Sbjct: 62  AEVASLQGGQVLAL----SSHALTDHRADYDI--------VRKMRASILVLGPMLARDGH 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   L G   +  RP+   +  L+ +GAD+D    ++    P       GGL G +V    
Sbjct: 110 AVVSLPGGCAIGARPVDLHLKALEAMGADLDLRDGYIHAKAPA------GGLRGARVAFP 163 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             +S       LMAA LA G     +++     P +    R + R G + E   S      
Sbjct: 164 -IVSVGATENALMAATLAKGTT---VLENAAREPEIVDLARCLRRMGAQIEGEGSAT-IT 218 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++G  +     +  V       +Y LA  AI GG V + G G   L G   F E L+  G 
Sbjct: 219 VQGVDRLGGATHPVVTDRIELGTYMLA-PAICGGEVELLG-GRIELVG--AFCEKLDAAG 274 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
             V  TE  + V        GR  +KA+DV     P    D+   +  +   A+G + +  
Sbjct: 275 ISVEETERGLRVA----RRNGR--VKAVDVTTEPFPGFPTDLQAQMMALLCTAEGTSVLE 328 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           +    ++ E   M A   ELT++GA +E       +T  EKL    +    D R +++   
Sbjct: 329 E----KIFENRFMHA--PELTRMGARIEVHGGTARVTGVEKLRGAPV-MATDLRASVSLI 381 
 
Query: 412 LAACA 416 
           LA  A 
Sbjct: 382 LAGLA 386 
 
 
>ref|ZP_05112851.1| hypothetical protein SADFL11_736 [Labrenzia alexandrii DFL-11] 
 gb|EEE43450.1| hypothetical protein SADFL11_736 [Labrenzia alexandrii DFL-11] 
          Length = 136 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
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 Identities = 35/109 (32%), Positives = 52/109 (47%), Gaps = 2/109 (1%) 
 
Query: 329 KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT 388 
            M D    LA+ A FA+G T +  +   RVKE++R+ A+   L   G    E  D   +T 
Sbjct: 9   SMIDEYPVLAIAAAFAEGDTFMPGLEELRVKESDRLAAVARGLEANGIPCIETEDTLTVT 68 
 
Query: 389 -PPEKLNVTAIDTYDDHRMAMAF-SLAACAEVPVTIRDPGCTRKTFPDY 435 
                +    + T+ DHR+AM+F  L   A  PVT+ D      +FP + 
Sbjct: 69  GSASDIGGGTVVTHLDHRIAMSFLILGIAAHKPVTVDDGAVIATSFPTF 117 
 
 
>ref|ZP_02862694.1| hypothetical protein ANASTE_01915 [Anaerofustis stercorihominis DSM 
           17244] 
 gb|EDS72205.1| hypothetical protein ANASTE_01915 [Anaerofustis stercorihominis DSM 
           17244] 
          Length = 423 
 
 Score = 48.5 bits (114), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 89/410 (21%), Positives = 164/410 (40%), Gaps = 44/410 (10%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E+I++   + ++G V + G+K+ +  IL    L+    +++NL + +D+   +  + 
Sbjct: 1   MKNMEKIIINGGRRLTGEVTITGAKNAALGILPATVLASDKFLIENLPDIQDIRNYISIM 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
           + LG  +                    E A E  ++       A   L  A+    G    
Sbjct: 61  KKLGAKIRKTSKGLSIDTTAIADCTSDEIADESTKMR------ASYYLLGALLGRNGFVE 114 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
               G   +  RPI   + G + LGA VD         +++    GL G  + +   +S  
Sbjct: 115 LPPPGGCDIGARPIDQHIKGFEALGAKVDV-----KGSIKIESPNGLNGTNIYMD-VVSV 168 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                +++AA  A G   + +I+     P+V      +   G   + + + D   I G + 
Sbjct: 169 GATINIMLAAVKAKG---LTVIENAAKEPHVVDIANFLNLMGASVKGAGT-DVIRIMGVE 224 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +    + + V    ++ +Y +A AA T G V ++      L  D   A+++E MGA V+  
Sbjct: 225 ELHGCEYSVVPDQITAGTYMIAAAA-TKGDVLIKNVIPPHL--DSITAKLIE-MGADVSV 280 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E             GR+++K  +V     P    D+   + ++   A+G ++I       
Sbjct: 281 DEDDNI------RVVGREYIKPCNVKTLPYPGFPTDLQQPMGLIMCLANGVSSI------ 328 
 
Query: 357 RVKETERMVAIR----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
               TE +   R    TEL K+GA+V    +  + T P +L  T I   D 
Sbjct: 329 ----TESIFENRFRYVTELQKMGANVRVNGNTAVFTGPSELYGTKIQATD 374 
 
 
>ref|ZP_03729812.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dethiobacter 
           alkaliphilus AHT 1] 
 gb|EEG77544.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dethiobacter 
           alkaliphilus AHT 1] 
          Length = 421 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 76/276 (27%), Positives = 112/276 (40%), Gaps = 33/276 (11%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I L+   E+SG V++ G+K+    I+  + L E   ++ ++   +DVH M   L  LG   
Sbjct: 5   ITLEGGVELSGRVRIEGAKNACLPIIAASLLCEDRVILHDIPPLDDVHTMCQVLNALGAE 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
            +     K+ +V       P +  K E    L     A   +   + A  G A   L G  
Sbjct: 65  TDYFPEEKKLIV------DPQDLGKAEAPYDLVRKMRASFLVIGPLLARYGRARVSLPGG 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL--- 183 
             +  RPI   + GLK +GA+V            V G G +     KL G     YL    
Sbjct: 119 CAIGIRPIDLHLKGLKAMGAEV------------VIGHGFIETLADKLCG--ERVYLDFP 164 
 
Query: 184 -----SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
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                  ++MAA LA G   + +I+     P V    R +   G K   + + D   I G 
Sbjct: 165 SVGATENIMMAASLAEG---VTVIENAAEEPEVVDLARFINAMGGKVTGAGT-DTIRITG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
             K    +   +  D   A  F+  AAITGG+VTVE 
Sbjct: 221 VSKLSGTEYTVIP-DRIEAGTFMLAAAITGGSVTVE 255 
 
 
>ref|ZP_04629099.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           bercovieri ATCC 43970] 
 gb|EEQ06013.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           bercovieri ATCC 43970] 
          Length = 421 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 104/431 (24%), Positives = 174/431 (40%), Gaps = 59/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLGQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D +    V           DA+ +V  F     + ++++ A++ A G      G      
Sbjct: 66  RDSSGSVFV-----------DAR-DVNEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 113 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+      
Sbjct: 168 TVTIMSAATLAEGST---VIENAAREPEIVDTANFLNTLGAKISGAGS-DRITIEGVARL 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 224 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA+ +     P    D+    +++ L A+G   I +  
Sbjct: 275 IEVGDDWISLDMHGQRP------KAVTIRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 382 GCIADGVTIVD 392 
 
 
>ref|NP_759664.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           vulnificus CMCP6] 
 sp|Q8DEB6.1|MURA_VIBVU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAO09191.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           vulnificus] 
          Length = 421 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 99/427 (23%), Positives = 170/427 (39%), Gaps = 51/427 (11%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V+   + + G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V 
Sbjct: 6   VIGSTQPLVGEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKV 65 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATY 121 
           E +            G   V+ +   +  +     + ++++ A++ A G      G     
Sbjct: 66  ERN------------GSVHVDPSS--IDEYCAPYDL-VKTMRASIWALGPLVARFGQGQV 110 
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Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S   
Sbjct: 111 SLPGGCAIGARPVDLHITGLEQLGATITLEDGY----VKAHVDGRLQGAHIVMD-KVSVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     ++D     P +  T + +   G K   + + D   I+G ++ 
Sbjct: 166 ATITIMCAATLAEGTT---VLDNAAREPEIVDTAKFLNTLGAKISGAGT-DTITIEGVER 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K+A V  D      FL  AA++GG V    C  T           LE  GA V    
Sbjct: 222 LGGGKHAVV-ADRIETGTFLVAAAVSGGKVV---CHNTQAHLLEAVLAKLEEAGALVETG 277 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  ++V    RE      LKA+++     P    D+     ++ + A G   I +      
Sbjct: 278 EDWISVDMTGRE------LKAVNIRTAPHPGFPTDMQAQFTLLNMMAKGGGVITET---- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  +A C   
Sbjct: 328 IFENRFMHV--PELKRMGAKAEIEGNTVICGDVERLSAAQV-MATDLRASASLVIAGCIA 384 
 
Query: 418 VPVTIRD 424 
              TI D 
Sbjct: 385 KGETIVD 391 
 
 
>ref|ZP_04714868.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alteromonas 
           macleodii ATCC 27126] 
          Length = 399 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 74/308 (24%), Positives = 129/308 (41%), Gaps = 36/308 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    ++GTV++ G+K+ +  +L+ + L++      N+    D++     LR LG 
Sbjct: 2   DKLVIKKGPALNGTVRISGAKNAALPLLMTSLLTDSPCRYTNVPRLRDINTTTALLRELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE    A   +V+       V  + E V           R++ A++   G      G  
Sbjct: 62  --VEVALPAPNDIVIDASTLQSVTASYELV-----------RTMRASILVLGPLLAKQGK 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+++GA ++   G     +R    G L G ++ +   + 
Sbjct: 109 ANVSLPGGCAIGARPVNLHLTGLEKMGAKIEVDEGY----IRAEVDGRLKGARIFMD-MV 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      LLMAA LA G     I++     P +      + + G K   + S D+  I+G 
Sbjct: 164 SVGATENLLMAAALADGTT---ILENAAREPEIVDLANCLIQMGAKISGAGS-DKITIEG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +       A +  D      FL  AA+TGG +        +L       + LE  GAK+ 
Sbjct: 220 VETLNGCDYAVLP-DRIETGTFLVAAAVTGGKIRCTHAAPDTLDA---VLDKLEQAGAKI 275 
 
Query: 299 T----WTE 302 
           T    W E 
Sbjct: 276 TTGDDWIE 283 
 
 
>gb|EGD01795.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           TJI49] 
          Length = 420 
 
 Score = 48.1 bits (113), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 68/278 (24%), Positives = 117/278 (42%), Gaps = 33/278 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG + + G+K+ +  IL    LS     +DN+ N +DV   L  L  +G 
Sbjct: 2   DKLVIEGGHRLSGEIVVSGAKNAALPILCAGLLSAEPVELDNVPNLKDVRTTLKVLNQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +  + D         GC  +         V  +       ++++ A++   G      G  
Sbjct: 62  VKSDTD---------GCRVRLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARFGE 107 
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Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
           A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++   
Sbjct: 108 AKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VTDM 160 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           I+      LLMAA LA G+    II+     P V     L+   G K +   + DR  I+ 
Sbjct: 161 ITVTGTENLLMAATLADGET---IIENAAREPEVSDLAHLLVAMGAKIDGIGT-DRLVIQ 216 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           G  +    ++A +  D   A  FL   A  GG VT+ G 
Sbjct: 217 GVDRLHGARHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 253 
 
 
>ref|YP_001490753.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Arcobacter 
           butzleri RM4018] 
 sp|A8EVW0.1|MURA_ARCB4 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABV68083.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Arcobacter 
           butzleri RM4018] 
          Length = 422 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 87/382 (22%), Positives = 156/382 (40%), Gaps = 58/382 (15%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K+ISG+V++ G+K+ +  ++    L +    + NL N  D++  L                
Sbjct: 10  KDISGSVEISGAKNAALPLIACTILGKNEITIGNLPNVVDINTFL--------------- 54 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GNATYV 122 
               +++  GG F  E+ K ++     N   A    ++++ A++   G      G+     
Sbjct: 55  ---KLILKLGGSFVKEENKVKINTSTINNTTATYDIVKTMRASILVLGPLLARFGHCEVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   + +RP+   +  L+Q+GA ++   G     ++     GL G K+     ++    
Sbjct: 112 LPGGCAIGQRPVDLHLKALEQMGAKIEILQGY----IKATAPNGLKGAKIVFD-KVTVGG 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQK 241 
              ++MAA LA G   +  I      P +     ++   GVK E      +  I+G GQK 
Sbjct: 167 TENIVMAAALAHG---VTTIINAAKEPEIVQLCEVLANSGVKIE-GIGTSKIVIEGTGQK 222 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K   V  D   A  ++  AAIT   + +       L+  +     LE M  +V    
Sbjct: 223 LIDIKPFDVIPDRIEAGTYMCAAAITNKKLKINKVIPLHLEAVI---SKLEEMNFEVLQD 279 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E SVT+  P  E      +K +++   + P    D+      +A  A+G + I +    R 
Sbjct: 280 ENSVTIL-PTNE------IKPVNIITTEYPGFPTDMQAQFMALATQANGTSTIDE----R 328 
 
Query: 358 VKETERMVAIRTELTKLGASVE 379 
           + E   M    +EL +LGA +  
Sbjct: 329 LFENRFMHV--SELLRLGADIH 348 
 
 
>ref|NP_940224.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           diphtheriae NCTC 13129] 
 sp|Q6NFK1.1|MURA_CORDI RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAE50416.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           diphtheriae] 
          Length = 418 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 112/441 (25%), Positives = 168/441 (38%), Gaps = 61/441 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV + G+K+   +++  A L+EGTT + N     DV YM+  L  LG S         

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1773



 

 

Sbjct: 13  LEGTVHVSGAKNSVLKLMAAALLAEGTTTLTNCPKILDVPYMVRVLEGLGCS-------- 64 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAG------GNATYVLDGVP 127 
              VV  G    +    E       NA   A+R   A+V   G      G A   L G   
Sbjct: 65  ---VVHSGSTVEITTPAE----ISSNADFDAVRQFRASVCVLGPLTSRCGKAVVALPGGD 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+     GL++LGA      G       V     L G  + L    S      +L 
Sbjct: 118 AIGSRPLDMHQSGLEKLGAKTHIEHGA-----VVAQADQLRGANIHLDFP-SVGATENIL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     ++D     P +     +++  G   E  +      I+G +K   P   
Sbjct: 172 TAAVLAEGTT---VLDNAAREPEILDLCVMLKEMGADIE-GEGTSTITIRGVEKLH-PTQ 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD   A  +   AA+T G +TV G    +L   +   E L++ GA+VT  +    V 
Sbjct: 227 HEVIGDRIVAGTWAYAAAMTQGDITVGGIAPRNLHLAL---EKLKVAGAEVTTYDHGFRV 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAIRDVASWRVKETER 363 
               R P       A+D      P     L  +A+     ADG + I          TE  
Sbjct: 284 R-MDRRPM------AVDYQTLPFPGFPTDLQPMAIGISTVADGVSVI----------TEN 326 
 
Query: 364 MVAIR----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           +   R     EL +LGA       + ++   EKL+ T + + D    A     A CA+   
Sbjct: 327 IFEARFRFVDELVRLGADATVDGHHVVMRGVEKLSSTPVWSSDIRAGAGLVLAALCADGV 386 
 
Query: 420 VTIRDPGCTRKTFPDYFDVLS 440 
             + D     + +P++ + L  
Sbjct: 387 TEVNDVFHIDRGYPNFVEDLQ 407 
 
 
>ref|NP_213879.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aquifex aeolicus 
           VF5] 
 sp|O67315.1|MURA_AQUAE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 pdb|2YVW|A Chain A, Crystal Structure Of Udp-N-Acetylglucosamine 1- 
           Carboxyvinyltransferase From Aquifex Aeolicus Vf5 
 gb|AAC07268.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aquifex aeolicus 
           VF5] 
          Length = 425 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 88/385 (22%), Positives = 159/385 (41%), Gaps = 59/385 (15%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
            V++  K ++G VK+ G+K+ +  I+    L+E    + N+ +  DV   L  LR LG   
Sbjct: 13  FVIRGGKPLTGKVKISGAKNAALPIMFATILTEEPCTITNVPDLLDVRNTLLLLRELGAE 72 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNAT 120 
           +E        V +              +  F+ N  I +R + A+V + G      G A  
Sbjct: 73  LE---FLNNTVFI-----------NPSINSFITNQEI-IRRMRASVLSLGPLLGRFGRAV 117 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   +   K+ GADV+   G     ++           V ++G+    
Sbjct: 118 VGLPGGCSIGARPIDQHLKFFKEAGADVEVREGYVYVNLKEKRRVHFKFDLVTVTGT--- 174 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKG 238 
              +ALL  A +     E  I++ +   P V   + ++++ G  VK E   +    Y+KG 
Sbjct: 175 --ENALLYLASVP----EESILENIALEPEVMDLIEVLKKMGAHVKVEGRSA----YVKG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +  K   ++ +  D   A  F+ GA +T G + +E      L+  V   E L+++G +V 
Sbjct: 225 SENLKGFTHSVIP-DRIEAGTFMVGAVLTDGEILLENARINHLRAVV---EKLKLIGGEV 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR-DV 353 
                ++ V       F ++ L+A D+     P    D+      +   A G + I+ ++ 
Sbjct: 281 VEENGNLRV-------FRKESLRACDIETQVYPGFPTDMQAQFMALLSVAKGKSRIKENI 333 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASV 378 
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              R    +       EL +LGA++ 
Sbjct: 334 FEHRFHHAQ-------ELNRLGANI 351 
 
 
>ref|ZP_02364356.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           oklahomensis C6786] 
          Length = 449 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 98/412 (23%), Positives = 172/412 (41%), Gaps = 62/412 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++  + ++G + + G+K+ +  IL    L+     +DN+ N +DV   L  L  +G 
Sbjct: 31  DKLVIEGGRRLAGEIAVSGAKNAALPILCAGLLTAEPVHLDNVPNLKDVRTTLKLLDQMG 90 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +  E D A  R V+       PV  A  E+          ++++ A++   G      G  
Sbjct: 91  MREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARFGY 136 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
           A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++   
Sbjct: 137 AKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LKGARI-VTDM 189 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           ++      LLMAA LA G+    +I+     P V     L+   G K +   S DR  I+ 
Sbjct: 190 VTVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKID-GISTDRLVIQ 245 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +     +A +  D   A  FL   A  GG VT+ G            A++L+ +  K 
Sbjct: 246 GVDRLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTGM----------RAQILDAVIDK 294 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +     ++   G        +   A+ +  ++ P    D+      +   ADG        
Sbjct: 295 LREAGVTIEEGGDRLRVKMDRRPGAVAIRTSEYPAFPTDMQAQFMALNAVADG------- 347 
 
Query: 354 ASWRVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
            S +V ET    R + ++ EL +LGAS+    +  ++T   KL   NV A D 
Sbjct: 348 -SAQVIETIFENRFMHVQ-ELNRLGASIAVDGNTALVTGVPKLSGANVMATD 397 
 
 
>ref|ZP_06895435.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseomonas 
           cervicalis ATCC 49957] 
 gb|EFH12860.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseomonas 
           cervicalis ATCC 49957] 
          Length = 419 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 69/267 (25%), Positives = 113/267 (42%), Gaps = 29/267 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + G+K+ +  ++  A L++   V+ N     DV  M   +   GL+VE DKA++ 
Sbjct: 12  LEGRIAIGGAKNAALPLMATALLTQEAVVLTNAPALADVATMGHLIAQHGLTVEHDKASR 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
           R ++ G   +F   +A  ++          +R + A++   G      G A   L G    
Sbjct: 72  RILLDGAATQF---EAPYDL----------VRKMRASILVLGPLLARFGQARVSLPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+Q+GA +D     D   +     G L G ++ L   +S      LLM 
Sbjct: 119 IGTRPVDLHLKGLEQMGAVIDL----DSGYINAKVDGRLKGARI-LFPQVSVGATENLLM 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G  +   +      P +      +   G + E   S DR  I G        +A 
Sbjct: 174 AATLAEGTTQ---LINAAREPEITDLANCLISMGARIEGVGS-DRLTIHGVDSLHGTTHA 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEG 275 
            +  D   A  F    AITGG + +EG 
Sbjct: 230 ILP-DRIEAGTFACAGAITGGELLLEG 255 
 
 
>ref|YP_004189900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
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           vulnificus MO6-24/O] 
 gb|ADV87697.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           vulnificus MO6-24/O] 
          Length = 421 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 99/427 (23%), Positives = 170/427 (39%), Gaps = 51/427 (11%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V+   + + G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V 
Sbjct: 6   VIGSTQPLLGEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKV 65 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATY 121 
           E +            G   V+ +   +  +     + ++++ A++ A G      G     
Sbjct: 66  ERN------------GSVHVDPSS--IDEYCAPYDL-VKTMRASIWALGPLVARFGQGQV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S   
Sbjct: 111 SLPGGCAIGARPVDLHITGLEQLGATITLEDGY----VKAHVDGRLQGAHIVMD-KVSVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     ++D     P +  T + +   G K   + + D   I+G ++ 
Sbjct: 166 ATITIMCAATLAEGTT---VLDNAAREPEIVDTAKFLNTLGAKISGAGT-DTITIEGVER 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K+A V  D      FL  AA++GG V    C  T           LE  GA V    
Sbjct: 222 LGGGKHAVV-ADRIETGTFLVAAAVSGGKVV---CHNTQAHLLEAVLAKLEEAGALVETG 277 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  ++V    RE      LKA+++     P    D+     ++ + A G   I +      
Sbjct: 278 EDWISVDMTGRE------LKAVNIRTAPHPGFPTDMQAQFTLLNMMAKGGGVITET---- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  +A C   
Sbjct: 328 IFENRFMHV--PELKRMGAKAEIEGNTVICGDVERLSAAQV-MATDLRASASLVIAGCIA 384 
 
Query: 418 VPVTIRD 424 
              TI D 
Sbjct: 385 KGETIVD 391 
 
 
>ref|YP_297317.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           eutropha JMP134] 
 sp|Q46WL0.1|MURA_RALEJ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAZ62473.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           eutropha JMP134] 
          Length = 416 
 
 Score = 48.1 bits (113), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 92/399 (23%), Positives = 150/399 (37%), Gaps = 85/399 (21%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD---- 70 
           + G +++ G+K+ +  IL    L+  T  +DN+ N +D   ML  LR +G+  E       
Sbjct: 12  LKGEIRVSGAKNAALPILCAGLLTADTVTIDNVPNLQDTRTMLKLLRQMGMHAEMTGSTA 71 
 
Query: 71  -----------------KAAKRAVVV-----------------GCG-GKFPVEDAKEEVQ 95 
                            K  + +++V                 GCG G  PV+   + +Q 
Sbjct: 72  TLKGTDINSPEAPYELVKTMRASILVLGPLVARFGEARVSLPGGCGIGARPVDQHIKGLQ 131 
 
Query: 96  LFLGNAGI-------------AMRSLTAAVTAAGGN----ATYVLDGVPRM----RERPI 134 
                  I               R +T  +T  G      A  + DG   +    RE  + 
Sbjct: 132 AMGAEISIEHGFIHARASRLKGARVVTDMITVTGTENLLMAATLADGETVLENAAREPEV 191 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA--LLMAAPL 192 
            DL   L ++GA +D  +GTD   + V G+  L G     + S+ +  + A   L AA   
Sbjct: 192 TDLANLLVKMGAKIDG-IGTD--RLIVQGVDKLHGA----THSVVADRIEAGTFLCAAAA 244 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI-KGGQKYKSPKNAYVE 251 
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           +LGD+ +  I  LI    ++  L  +   G   E  D W R  + +  Q      + Y   
Sbjct: 245 SLGDLVLRDIPPLI----LDAVLIKLREAGANIETGDDWIRLSMSQRAQAVSFRTSEYPA 300 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
                 + F+A  A+  GT  +     T  +      + L  +GA +T    +  VTG P 
Sbjct: 301 FPTDMQAQFMALNAVAEGTARIT---ETIFENRFMHVQELNRLGANITAEGNTAVVTGVP 357 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           R       + A D+        + +L +  L ADG T I 
Sbjct: 358 R--LSGASVMATDLR------ASASLVIAGLVADGDTVI 388 
 
 
>ref|YP_391256.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thiomicrospira 
           crunogena XCL-2] 
 sp|Q31GZ1.1|MURA_THICR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB41582.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thiomicrospira 
           crunogena XCL-2] 
          Length = 418 
 
 Score = 47.8 bits (112), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 97/413 (23%), Positives = 166/413 (40%), Gaps = 77/413 (18%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++   ++ G+V++ G+K+ +  IL+   LSE   V+ N+ + +DV   +  L T+G 
Sbjct: 2   DKLVIEGPCQLEGSVQISGAKNAALPILMGCLLSETPVVLSNVPHLKDVTTTIQLLATMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V  D+     +          ++A  E+   +  + + M  L A      G A   L  
Sbjct: 62  VEVMFDEELNIEI---DASNITTKEAPYELVKTMRASILTMGPLLARF----GEAKVSLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADV-----------DCFLGTDC--PPVRVNGIGGLPGGK 171 
           G   +  RP+   + G++++GA++           D  +G D    PV V G         
Sbjct: 115 GGCAIGSRPVNIHIEGMQKMGAEIKVEQGYIIATADRLVGADITMEPVTVTGT------- 167 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
                         LLMAA LA G   +    K    P V      + + G K    D+  
Sbjct: 168 ------------ENLLMAAVLAEGRTTLRNAAKE---PEVSDLAHFLNKMGAKITGIDT- 211 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEV 290 
           D   I+G +K        +  D   A  +LA AA+T   VTV+      L   + KF E  
Sbjct: 212 DTLVIEGVEKLTGVSYRVIP-DRIEAGTYLAAAALTKSCVTVKDVVPEHLTAVLDKFTEA 270 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG 346 
               GA VT T+ ++T+          + LK +++  +  P    D+     V+   A+G 
Sbjct: 271 ----GALVTTTDNTITL------DMRNRSLKPVNIVTDPYPAFPTDMQAQFVVMNCLAEG 320 
 
Query: 347 PTAIRDVASWRVKET--ERMVAIRTELTKLGASVE--------EGPDYCIITP 389 
                      V+ET  E      +EL ++GA +         +G D+ I  P 
Sbjct: 321 --------EANVEETIFENRFMHVSELVRMGADIHVEGNVAHTKGVDHLIGAP 365 
 
 
>ref|NP_391557.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. subtilis str. 168] 
 ref|ZP_03593483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. subtilis str. 168] 
 ref|ZP_03597769.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. subtilis str. NCIB 3610] 
 ref|ZP_03602169.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. subtilis str. JH642] 
 ref|ZP_03606454.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. subtilis str. SMY] 
 ref|YP_004205513.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis BSn5] 
 sp|P70965.1|MURA1_BACSU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 emb|CAB03688.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
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           subtilis subsp. subtilis str. 168] 
 emb|CAB15693.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. subtilis str. 168] 
 dbj|BAI87334.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. natto BEST195] 
 gb|ADV94486.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis BSn5] 
          Length = 436 
 
 Score = 47.8 bits (112), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 91/359 (25%), Positives = 146/359 (40%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L SE  +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASEEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GADVHFEN---NEVTVNASYALQTEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RPI   + G + +GA++    G     V+    G L G K+ L    
Sbjct: 108 HARVALPGGCAIGSRPIDQHLKGFEAMGAEIKVGNGFIEAEVK----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G   +E + K    P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENLIMAAALAEGTTTLENVAKE---PEIVDLANYINGMGGKIRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K    K+ ++  D   A  F+  AAIT G V V+G     L         +E MG   
Sbjct: 219 GVEKLHGVKH-HIIPDRIEAGTFMVAAAITEGNVLVKGAVPEHL---TSLIAKMEEMGVT 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +      + V GP       K LK ID+     P    D+   +  + L A G + I + 
Sbjct: 275 IKDEGEGLRVIGP-------KELKPIDIKTMPHPGFPTDMQSQMMALLLRASGTSMITE 326 
 
 
>ref|ZP_04639705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           mollaretii ATCC 43969] 
 gb|EEQ11694.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           mollaretii ATCC 43969] 
          Length = 421 
 
 Score = 47.8 bits (112), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 104/431 (24%), Positives = 174/431 (40%), Gaps = 59/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLGQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D +    V           DA+ +V  F     + ++++ A++ A G      G      
Sbjct: 66  RDSSGSVFV-----------DAR-DVNEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 113 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+      
Sbjct: 168 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKISGAGS-DRITIEGVARL 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 224 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA+ +     P    D+    +++ L A+G   I +  
Sbjct: 275 IEVGDDWISLDMHGQRP------KAVTIRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
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               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 382 GCIADGVTIVD 392 
 
 
>ref|ZP_06873785.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii ATCC 6633] 
 ref|YP_003867971.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii str. W23] 
 gb|EFG92305.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii ATCC 6633] 
 gb|ADM39662.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii str. W23] 
          Length = 436 
 
 Score = 47.8 bits (112), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 91/359 (25%), Positives = 146/359 (40%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L SE  +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASEEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GADVHFEN---NEVTVNASYALQTEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RPI   + G + +GA++    G     V+    G L G K+ L    
Sbjct: 108 HARVALPGGCAIGSRPIDQHLKGFEAMGAEIKVGNGFIEAEVK----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G   +E + K    P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENLIMAAALAEGTTTLENVAKE---PEIVDLANYINGMGGKIRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K    K+ ++  D   A  F+  AAIT G V V+G     L         +E MG   
Sbjct: 219 GVEKLHGVKH-HIIPDRIEAGTFMVAAAITEGNVLVKGAVPEHL---TSLIAKMEEMGVT 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +      + V GP       K LK ID+     P    D+   +  + L A G + I + 
Sbjct: 275 IKDEGEGLRVIGP-------KELKPIDIKTMPHPGFPTDMQSQMMALLLRASGTSMITE 326 
 
 
>ref|YP_199929.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzae KACC10331] 
 ref|YP_450219.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzae MAFF 311018] 
 ref|YP_001915036.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzae PXO99A] 
 sp|Q5H3C7.1|MURA_XANOR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q2P682.1|MURA_XANOM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B2SJY7.1|MURA_XANOP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAW74544.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzae KACC10331] 
 dbj|BAE67945.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzae MAFF 311018] 
 gb|ACD60504.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzae PXO99A] 
          Length = 424 
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 Score = 47.8 bits (112), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 96/385 (24%), Positives = 156/385 (40%), Gaps = 45/385 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV  M+  L  LG  
Sbjct: 3   KIVVTGGQALQGEVNISGAKNAVLPILCATLLADAPVQISNVPHLHDVITMVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQIAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGA++    G     ++    G L GG+      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGAEISVENGY----IKATSHGRLKGGRYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      M   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCMIALGAQIEGAGT-PRIVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            Q+     +A +  D      FL  AA+TGG+VTV      +L  D    ++ E  GA + 
Sbjct: 225 VQRLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETL--DAMLDKLTE-AGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVE 379 
              + E   M     EL +LGA ++ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQ 353 
 
 
>ref|YP_002910234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           glumae BGR1] 
 gb|ACR27530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           glumae BGR1] 
          Length = 448 
 
 Score = 47.8 bits (112), Expect = 0.003,   Method: Compositional matrix adjust. 
 Identities = 79/311 (25%), Positives = 134/311 (43%), Gaps = 36/311 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E +V+   + +SG +++ G+K+ +  IL    LS     +DN+ + +DV  ML  L  +G 
Sbjct: 30  ERLVITGGRRLSGEIRVSGAKNAALPILCAGLLSAEPLRLDNVPDLQDVRTMLALLGGMG 89 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +    D A  R  +       PV  A  E+          ++++ A++   G      G  
Sbjct: 90  VKSAVDGA--RVTLDAASVTDPV--APYEL----------VKTMRASILVLGPLLARFGY 135 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
           A   L G   +  RP+   + GL+ +GA++    G  +    R+ G   L    + ++G+ 
Sbjct: 136 AKVSLPGGCAIGARPVDQHIKGLQAMGAEITIEHGYIEARATRLKG-ARLVTDMITVTGT 194 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
                   LLMAA LA G+    +I+     P V     L+   G + +     DR  I+ 
Sbjct: 195 ------ENLLMAATLADGET---VIENAAREPEVTDLANLLVAMGARID-GIGTDRLVIQ 244 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++     +A V  D   A  FL  AA  GG +T+ G     L  D    ++ E  GAK 
Sbjct: 245 GVERLHGASHAVVP-DRIEAGTFLCAAAAAGGELTLRGMRANLL--DAVLGKLRE-TGAK 300 
 
Query: 298 VTWTETSVTVT 308 
           +   + ++ VT 
Sbjct: 301 LDERDDALRVT 311 
 
 
>ref|YP_002468681.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. Tuc7 (Acyrthosiphon pisum)] 
 sp|B8D7S1.1|MURA_BUCAT RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
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           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACL30186.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. Tuc7 (Acyrthosiphon pisum)] 
 gb|ADP66205.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. LL01 (Acyrthosiphon pisum)] 
 gb|ADP67361.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. JF99 (Acyrthosiphon pisum)] 
          Length = 416 
 
 Score = 47.8 bits (112), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 93/427 (21%), Positives = 165/427 (38%), Gaps = 45/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ ++  K ++G V + GSK+ +  IL +  L+EG   + N+ N  D++  L  L  LG 
Sbjct: 2   EKLYVEGNKILNGHVIISGSKNAALPILFMTILTEGKIKIGNIPNLTDINIALKLLVYLG 61 
 
Query: 65  LSVEADKAA---KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           + +  ++       ++ + C     +   +  + +               + A  G A   
Sbjct: 62  VKITGNETLCIDASSINIFCPPYNLINKIRASIWIL------------GPLLARFGKAKI 109 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G  ++  RPI   + GL QLGA ++  L  +C    V    G   GK  L   IS   
Sbjct: 110 FLPGGCKIGSRPIDLHLNGLTQLGATIN--LKNNCIDAYVK---GRLQGKYILMEKISVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     IID     P +    + +   G     + S ++  IKG  K 
Sbjct: 165 ATITIMSAATLAKGST---IIDNAACEPEIVDIAKFLNTLGADIIGAGS-NKICIKGVLK 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                +  +  D      FL  AA + G +T   C  T  +        L   GAK+    
Sbjct: 221 LTGGTHQVIP-DRIETGTFLVAAAASQGHIT---CHKTEPKHLTNVLMKLTEAGAKIKTG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  + +    + P      K++++     P    D+    A++   + G   I +      
Sbjct: 277 KDWIKLDMRGKRP------KSLNICTAPYPGFPTDMQAQFALLNSISKGIGTITETI--- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
               E      +EL ++GA ++   +  I     KL +++     D R +    LA C   
Sbjct: 328 ---FENRFIYTSELIRMGAKIKIKNNTIICCGIPKL-ISSNVFSSDLRASATLILAGCIA 383 
 
Query: 418 VPVTIRD 424 
             +TI + 
Sbjct: 384 AGITIVN 390 
 
 
>gb|AAB32919.1| enolpyruvylshikimate-3-phosphate synthase type A [Pneumocystis 
           carinii] 
 gb|AAA97399.1| encodes EPSP synthase domain [Pneumocystis carinii f. sp. mustelae] 
 prf||2210353D AROM protein 
          Length = 108 
 
 Score = 47.8 bits (112), Expect = 0.004,   Method: Composition-based stats. 
 Identities = 28/89 (31%), Positives = 47/89 (52%), Gaps = 5/89 (5%) 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV----TAIDTYDD 403 
           T I  +++ ++KE  R+ A+  EL K G    E P+   +   +  ++      ++ Y+D 
Sbjct: 20  TEITGISNQKIKECNRINAMIYELKKFGIEAGELPNGIYVKSLKISDLLSPTNGVNCYND 79 
 
Query: 404 HRMAMAFSLAAC-AEVPVTIRDPGCTRKT 431 
           HR+AM+FS+ AC +  P  I D  C  KT 
Sbjct: 80  HRIAMSFSVLACVSPKPTIILDKTCINKT 108 
 
 
>ref|YP_003922109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           amyloliquefaciens DSM 7] 
 emb|CBI44639.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           amyloliquefaciens DSM 7] 
          Length = 436 
 
 Score = 47.8 bits (112), Expect = 0.004,   Method: Compositional matrix adjust. 
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 Identities = 90/359 (25%), Positives = 146/359 (40%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L SE  +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASEEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GADVHFEN---NEVTVNASYALETEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           ++   L G   +  RPI   + G + +GA +    G     V     G L G K+ L    
Sbjct: 108 HSRVALPGGCAIGSRPIDQHLKGFEAMGAKIKVGNGFIEAEVE----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G   +E + K    P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENLIMAAALAEGTTTLENVAKE---PEIVDLANYINAMGGKIRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K +  ++  +  D   A  F+  AAIT G V V+G     L         +E MG K 
Sbjct: 219 GVEKLRGVRHNIIP-DRIEAGTFMVAAAITEGNVLVKGAVPEHL---TSLIAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +T     + V GP +       LK ID+     P    D+   +  + L A G + I + 
Sbjct: 275 ITDEGEGLRVIGPAQ-------LKPIDIKTMPHPGFPTDMQSQMMALLLRASGTSMITE 326 
 
 
>ref|ZP_05089357.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ruegeria sp. 
           R11] 
 gb|EEB71049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ruegeria sp. 
           R11] 
          Length = 422 
 
 Score = 47.8 bits (112), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 95/409 (23%), Positives = 165/409 (40%), Gaps = 42/409 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + G+K+    ++    LSE    + N     D+  M   L++LG  V + +  + 
Sbjct: 12  LKGQIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIKTMTLLLQSLGAEVSSLQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+           A  ++   +  + + +  + A +    G A   L G   +  RP+ 
Sbjct: 72  --VLALSSHNLTSHVADYDIVRKMRASNLVLGPMLARL----GQAVVSLPGGCAIGARPM 125 
 
Query: 135 GDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
              + GL+ LGA++   D +L    P        GL G  V+LS + S      ++MAA  
Sbjct: 126 DLHIHGLEALGAEIELKDGYLHAKAP-------NGLKGAVVELSFA-SVGATENIMMAAT 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     +I      P +      + + G + E   S D   I+G  +     +  V  
Sbjct: 178 LAKGTT---VIKNAAREPEIVDLADCLRKMGAQIEGDGSPD-ITIQGVDRLHGATHQVVT 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
                 +Y LA  AI GG V + G   + L+    F   LE  G ++   + S+TV     
Sbjct: 234 DRIELGTYMLA-PAICGGEVELLGGRRSLLE---SFCAKLEAAGVEIIENDNSLTVR--- 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               G   +KA+DV     P    D+   +  +   A+G + + +    ++ E   M A  
Sbjct: 287 ---RGDNRVKAVDVVTEPFPGFPTDLQAQMMALMCTAEGTSVLEE----KIFENRFMHA- 338 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             EL ++GA +E    +  +T  EKL    +    D R +++  LA  A 
Sbjct: 339 -PELVRMGAQIEVHGGHATVTGVEKLKGAPV-MATDLRASVSLILAGLA 385 
 
 
>ref|ZP_02886904.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           graminis C4D1M] 
 gb|EDT07553.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           graminis C4D1M] 
          Length = 420 
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 Score = 47.8 bits (112), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 70/281 (24%), Positives = 125/281 (44%), Gaps = 27/281 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG V + G+K+ +  IL  + LS     +DN+ + +DV  ML  L  +G 
Sbjct: 2   DKLVIEGGYPLSGEVVVSGAKNAALPILCASLLSAEPVQLDNVPDLQDVRTMLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           + +E+ +           G+  ++ +K +  +        MR+   +   + A  G+A   
Sbjct: 62  VRIESAE-----------GRVSLDASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEITIDHGFIEARAER------LKGARI-ITDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +I+     P V     L+ + G K E   + DR  I+G   
Sbjct: 164 TGTENLLMAAVLAEGET---VIENAAREPEVGDLAHLLVQMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
           K    K+  +  D   A  FL   A  GG VT++     +L 
Sbjct: 220 KLHGAKHTVIP-DRIEAGTFLCAVAAAGGDVTLKNVRPQTL 259 
 
 
>ref|NP_240203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. APS (Acyrthosiphon pisum)] 
 sp|P57466.1|MURA_BUCAI RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 pir||A84975 UDP-N-acetylglucosamine 1-carboxyvinyltransferase (EC 2.5.1.7) 
           [imported] - Buchnera sp. (strain APS) 
 dbj|BAB13089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. APS (Acyrthosiphon pisum)] 
          Length = 416 
 
 Score = 47.8 bits (112), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 97/427 (22%), Positives = 169/427 (39%), Gaps = 45/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ ++  K ++G V + GSK+ +  IL +  L+EG   + N+ N  D++  L  L  LG 
Sbjct: 2   EKLYVEGNKILNGHVIISGSKNAALPILFMTILTEGKIKIGNIPNLTDINIALKLLVYLG 61 
 
Query: 65  LSVEADKAA---KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           + +  ++       ++ + C    P  +   +++     A I M      + A  G A   
Sbjct: 62  VKITGNETLCIDASSINIFC----PPYNLINKIR-----ASIWM---LGPLLARFGKAKI 109 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G  ++  RPI   + GL QLGA ++  L  +C    V    G   GK  L   IS   
Sbjct: 110 FLPGGCKIGSRPIDLHLNGLTQLGATIN--LKNNCIDAYVK---GRLQGKYILMEKISVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     IID     P +    + +   G     + S ++  IKG  K 
Sbjct: 165 ATITIMSAATLAKGST---IIDNAACEPEIVDIAKFLNTLGADIIGAGS-NKICIKGVLK 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                +  +  D      FL  AA + G +T   C  T  +        L   GAK+    
Sbjct: 221 LTGGTHQVIP-DRIETGTFLVAAAASQGHIT---CHKTEPKHLTNVLMKLTEAGAKIKTG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  + +    + P      K++++     P    D+    A++   + G   I +      
Sbjct: 277 KDWIKLDMRGKRP------KSLNICTAPYPGFPTDMQAQFALLNSISKGIGTITETI--- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
               E      +EL ++GA ++   +  I     KL +++     D R +    LA C   
Sbjct: 328 ---FENRFIYTSELIRMGAKIKIKNNTIICYGIPKL-ISSNVFSSDLRASATLILAGCIA 383 
 
Query: 418 VPVTIRD 424 
             +TI + 
Sbjct: 384 AGITIVN 390 
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>ref|ZP_07965738.1| aroA protein [Segniliparus rugosus ATCC BAA-974] 
 gb|EFV13032.1| aroA protein [Segniliparus rugosus ATCC BAA-974] 
          Length = 94 
 
 Score = 47.8 bits (112), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 28/87 (32%), Positives = 42/87 (48%), Gaps = 1/87 (1%) 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           R  ET+R+ A+ +++  LG    E  D   ITP + L       + DHRMA A ++     
Sbjct: 2   RGHETDRLAALASQINGLGGHCVELDDGLSITP-KPLRGGLWKAFADHRMATAGAIIGLK 60 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTFV 443 
              V + D  CT KT P + D+ +T   
Sbjct: 61  TPGVQVDDVDCTSKTLPGFADLWATMC 87 
 
 
>ref|YP_459350.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erythrobacter 
           litoralis HTCC2594] 
 gb|ABC64553.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Erythrobacter 
           litoralis HTCC2594] 
          Length = 447 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 105/441 (23%), Positives = 175/441 (39%), Gaps = 77/441 (17%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++    +SGT+ + G+K+ +  ++  A L++    + NL    D+      +   
Sbjct: 20  GMDKLVIRGGNRLSGTIPISGAKNSALTLIPCALLTDEPLTLRNLPRLADIDGFQHLMNQ 79 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLGNAGIAM-RSLTAAVTAAG- 116 
            G            V+    GK P +  +    E  ++    A   + R + A++   G  
Sbjct: 80  FG------------VMTAVQGKRPEDFGRVMTMEATRITSSVAPYDLVRKMRASILVLGP 127 
 
Query: 117 -----GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI---GGLP 168 
                G AT  L G   +  RPI   +  L+ LGA+++   G       V  +   GGLP 
Sbjct: 128 MLARMGEATVSLPGGCAIGNRPIDLHLKALEALGAEIEMAQGY------VKAVAPDGGLP 181 
 
Query: 169 GGKVKLSGSISSQYLSALLMAAPLALGDVEI-------EIIDKLISIPYVEMTLRLMERF 221 
           GGK      +S       +MAA LA G   +       EI+D            +L+    
Sbjct: 182 GGKFDFP-VVSVGATENAVMAAVLAKGTSHLFNAAREPEIVD----------LCKLLAAM 230 
 
Query: 222 GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
           G + E   S D   +  G K        V GD   A  +   AAITGG V +EG     + 
Sbjct: 231 GAEIEGIGSSD--LVIHGVKRLHGATYRVMGDRIEAGSYACAAAITGGDVMLEGANAEEM 288 
 
Query: 282 QGDVKFAEVLEMMGAKVTWTETSVTVT--GPPREPFGRKHLKAIDVNMNKMPDVA--MTL 337 
           Q  +     L  +G  V  T++ V +   GP         LKA ++     P +A  M   
Sbjct: 289 QATI---HALRNIGVTVEETKSGVHIIADGP---------LKATNLTTAPYPGLATDMQA 336 
 
Query: 338 AVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 395 
            +++L   A+G + +++     + E   M     EL ++GA +E      I+   E L   
Sbjct: 337 QLMSLLCKAEGTSVLKET----IFENRFMHV--PELNRMGADIETEGRTAIVKGVETLTG 390 
 
Query: 396 TAIDTYDDHRMAMAFSLAACA 416 
             +    D R +M+  +A  A 
Sbjct: 391 AEV-MATDLRASMSLIIAGLA 410 
 
 
>ref|ZP_06756496.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Scardovia 
           inopinata F0304] 
 gb|EFG26164.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Scardovia 
           inopinata F0304] 
          Length = 443 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 91/376 (24%), Positives = 158/376 (42%), Gaps = 42/376 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+L ++ ++ A L+ G +V+ N+    DV  +   LR  G+ V+ + + 
Sbjct: 17  KPLNGTIKVRGAKNLVSKAMVAALLAPGNSVLKNVPEIRDVQVVSDLLRLHGVDVDVNGS 76 
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Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
                +     + P   A  +V+   G + I +   +  +    G A     G  R+ +R 
Sbjct: 77  TGIVTIDAHHVEMP---AVSDVETLSGASRIPIL-FSGPLLHRLGEAFIPTLGGCRIGDR 132 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 133 PIDFHLETLRKLGANVD---KEHEDGIHITAPDGLTGAKIHLPYPSVGATEQTILAAVLA 189 
 
Query: 189 AAPLALGD--VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSP 245 
                L    VE EI+D LI+I         +++ G  A  S   DR   I+G ++ K   
Sbjct: 190 DGKTELSGAAVEPEIMD-LIAI---------LQKMG--AVISVDVDRTIRIEGVKELKGY 237 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  +      AS+  A  A T G V ++G     +   + F  V   +G +   T+  + 
Sbjct: 238 THTALTDRIEVASWASAALA-TRGDVFIKGATQPEM---MTFLNVYRKVGGEFEVTDEGI 293 
 
Query: 306 TVTGPPREPFGRKHLKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                   P G  H  AI  DV+   M D    L V    A G + + +         E  
Sbjct: 294 HFW----HPGGDLHAVAIETDVHPGFMTDWQQPLVVALTQAKGLSIVHETVY------EN 343 
 
Query: 364 MVAIRTELTKLGASVE 379 
                  L ++GA+++ 
Sbjct: 344 RFGFTKPLVQMGATIQ 359 
 
 
>ref|YP_003677894.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter mathranii subsp. mathranii str. A3] 
 gb|ADH61883.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter mathranii subsp. mathranii str. A3] 
          Length = 417 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 94/396 (23%), Positives = 157/396 (39%), Gaps = 45/396 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  K ++G+V++ G+K+ +  IL  A L++  +V+DNL +  D+  +   +R LG 
Sbjct: 2   EKFVIKGGKPLTGSVQISGAKNSAVAILPAALLADTPSVIDNLPDINDIKLLTQMIRHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  K        G    +P  D   +++      G  +     AV A  G        
Sbjct: 62  GKVEEKKHEIMIDPTGLNSFYPPRDLASKMRASYYLVGALLSKFNEAVIAMPGGCNI--- 118 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           GV     RPI   + G + LGA      G     +R+     L G  +     +S      
Sbjct: 119 GV-----RPIDQHIKGFEALGAKTTIEGGL----IRIKA-DKLVGNHIYFD-VVSVGATI 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++A+  A G   + I++     P+V      +   G   + + + D   I G  +    
Sbjct: 168 NLMLASVKAEG---VTILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKITGVDRLHG 223 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +     + +Y +A AA T G V ++G     L+  +  A++ E MG  V   +   
Sbjct: 224 CHYTIIPDQIEAGTYMVAAAA-TKGDVYIKGVIPNHLEAII--AKLTE-MGVIVEEHDDV 279 
 
Query: 305 VTVT--GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           V +   GP         LK +D+     P    D+    AV+   A+G + I  ++   R 
Sbjct: 280 VRIKREGP---------LKHVDIRTLPYPGFPTDMQQPFAVLLALAEGISVITENIYENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
            K          EL K+GA V       I    EKL 
Sbjct: 331 FKYL-------NELEKMGAKVRIEGRNAIFEGVEKL 359 
 
 
>ref|ZP_07891665.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Arcobacter 
           butzleri JV22] 
 gb|EFU69976.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Arcobacter 
           butzleri JV22] 
          Length = 429 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
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 Identities = 87/382 (22%), Positives = 156/382 (40%), Gaps = 58/382 (15%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K+ISG+V++ G+K+ +  ++    L +    + NL N  D++  L                
Sbjct: 17  KDISGSVEISGAKNAALPLIACTILGKNEITIGNLPNVVDINTFL--------------- 61 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GNATYV 122 
               +++  GG F  E+ K ++     N   A    ++++ A++   G      G+     
Sbjct: 62  ---KLILKLGGSFVKEENKVKINTSTINNTTATYDIVKTMRASILVLGPLLARFGHCEVS 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   + +RP+   +  L+Q+GA ++   G     ++     GL G K+     ++    
Sbjct: 119 LPGGCAIGQRPVDLHLKALEQMGAKIEILQGY----IKATAPNGLKGAKIVFD-KVTVGG 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG-GQK 241 
              ++MAA LA G   +  I      P +     ++   GVK E      +  I+G GQK 
Sbjct: 174 TENIVMAAALAHG---VTTIINAAKEPEIVQLCEVLANSGVKIE-GIGTSKIVIEGTGQK 229 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K   V  D   A  ++  AAIT   + +       L+  +     LE M  +V    
Sbjct: 230 LIDIKPFDVIPDRIEAGTYMCAAAITNKKLKINKVIPLHLEAVI---SKLEEMNFEVLQD 286 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E SVT+  P  E      +K +++   + P    D+      +A  A+G + I +    R 
Sbjct: 287 ENSVTIL-PTTE------IKPVNIITTEYPGFPTDMQAQFMALATQANGTSTIDE----R 335 
 
Query: 358 VKETERMVAIRTELTKLGASVE 379 
           + E   M    +EL +LGA +  
Sbjct: 336 LFENRFMHV--SELLRLGADIH 355 
 
 
>ref|ZP_05132794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium sp. 
           7_2_43FAA] 
 gb|EEH99688.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium sp. 
           7_2_43FAA] 
          Length = 419 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 97/386 (25%), Positives = 157/386 (40%), Gaps = 51/386 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E++V+   K + G+V + G+K+ +  IL  A + SEG  ++DN+ + EDVH +   L +L 
Sbjct: 2   EKLVINGGKVLKGSVDINGAKNSAVAILPAAIMASEGKCIIDNVPDIEDVHCLERILTSL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ------LFLGNAGIAMRSLTAAVTAAGG 117 
           G SV  +K     + +       VE   ++V+       F+G   +  R   A V   GG 
Sbjct: 62  GCSV--NKLDNNTLEIDATDVRSVEACTDDVRRMRASYYFIG--ALLSRFKKARVELPGG 117 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
               V         RPI   + G + LGA V    G             L G  +      
Sbjct: 118 CPIGV---------RPIDQHIKGFEALGAKVTIEHGAVIVEAE-----NLHGANIFFDVV 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
                ++ +++AA LA G   +E + K    P+V      +   G   + + + D   +K 
Sbjct: 164 TVGATIN-VMIAATLAEGTTVLENVAKE---PHVVDVANFLNSMGADIKGAGT-DVIRVK 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K  S  N  V  D   A  F+  AA T G VT++      L+     A  L  MGA  
Sbjct: 219 GVEKL-SGCNYSVIPDQIEAGTFMIAAAATKGDVTIKNVIPKHLE---SIAAKLIEMGAI 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           V   + SV V       +    LK ++V     P    DV   ++ +     G + I +  
Sbjct: 275 VEEGDDSVRV-------YVEGDLKGVNVKTAPYPGFPTDVQQPMSALLSIVPGKSLISE- 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVE 379 
           + W  +          EL K+GA+++ 
Sbjct: 327 SIWESRHKH-----IDELKKMGATIK 347 
 
 
>ref|YP_001439629.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cronobacter 
           sakazakii ATCC BAA-894] 
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 sp|A7MNS2.1|MURA_ENTS8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABU78793.1| hypothetical protein ESA_03582 [Cronobacter sakazakii ATCC BAA-894] 
          Length = 419 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 99/421 (23%), Positives = 170/421 (40%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLSQLGTKVERN---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +  +V +F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDAS--QVNIFCAPYEL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVQGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +  T   +   G K     + D+  I+G ++        
Sbjct: 172 AATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGQGT-DKITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG V        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKVMCRNTRPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_06599658.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oribacterium sp. 
           oral taxon 078 str. F0262] 
 gb|EFE90934.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oribacterium sp. 
           oral taxon 078 str. F0262] 
          Length = 534 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 88/432 (20%), Positives = 173/432 (40%), Gaps = 31/432 (7%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ +++    + G V + G+K+ +  ++  A L++ T V++NL +  DV+ ML  LR LG 
Sbjct: 105 QQFIMRGGHPLRGEVVIGGAKNAALGLIAAAILTDDTVVIENLPDVRDVNVMLDVLRELG 164 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +VE  +     V +   G   +    E ++        A      A+     +A   L  
Sbjct: 165 AAVE--RTGSHTVSICAAGIRELSINDEFIRRIR-----ASYYFIGALLGKYHSAVVPLP 217 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LG D+    G      +     GL G  + L   +S      
Sbjct: 218 GGCAIGSRPIDQHLKGFRALGTDIRIQNGCVVAEAK----DGLKGTHIYLD-VVSVGATI 272 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +++AA L+     IE + K    P++      +   G     + + D   I+G ++    
Sbjct: 273 NIMLAAVLSERKTTIENVAKE---PHIVDVANFLNSMGANIRGAGT-DTIRIRGVKRLHG 328 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              A +  D   A  F+  AA + G + ++      L+     A+++EM    V + E+  
Sbjct: 329 TSYAVIP-DQIEAGTFMCAAAASRGDILIKNVIPKHLESIS--AKLVEMGNTVVEYDESI 385 
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Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETER 363 
             +    + P   K L       +  P +++TL +    A G + + + +   R K  +  
Sbjct: 386 RVIGSAVQRPTDVKTLPYPGFPTDMQPQISVTLGL----ARGISVVTESIFESRFKYVD- 440 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
                 EL ++G +++   +  II         +++  D    A       CAE   T+R 
Sbjct: 441 ------ELARMGGAIKVEGNVSIIDGIRSYTGASVNALDLRAGAALVIAGLCAEGITTVR 494 
 
Query: 424 DPGCTRKTFPDY 435 
           + G  ++ +  + 
Sbjct: 495 EIGYIQRGYEHF 506 
 
 
>ref|YP_001763704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia MC0-3] 
 gb|ACA89582.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia MC0-3] 
          Length = 449 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 66/280 (23%), Positives = 118/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  K +SG + + G+K+ +  IL    L+     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLAIEGGKRLSGEIVVSGAKNAALPILCAGLLTADPVDLDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVNNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +   + DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIDGIGT-DRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVMLTG 282 
 
 
>ref|ZP_06114897.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           hathewayi DSM 13479] 
 gb|EFC98648.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           hathewayi DSM 13479] 
          Length = 430 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 100/427 (23%), Positives = 183/427 (42%), Gaps = 49/427 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    ++G V + G+K+ +  IL  + +++   V++NL +  D++ +L A+  +G 
Sbjct: 2   EQYIMKGGNPLAGEVTIGGAKNAALGILAASIMTDEDVVIENLPDVRDINVLLEAIEEIG 61 
 
Query: 65  LSVE-ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG------ 117 
             VE  D+   R       GK+  E + ++  +         R + A+    G        
Sbjct: 62  ADVERIDRHTVR-----INGKYIHEVSVDDEYI---------RKIRASYYFIGAMLGKYK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RPI   + G + LGA+V    G     V  + I  L    + L    
Sbjct: 108 SAQVPLPGGCNIGSRPIDQHLKGFRALGAEVKIERGA----VIAHAI-DLVASHIYLD-V 161 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S      ++MAA LA G     I++ +   P+V      +   G   + + + D   IK 
Sbjct: 162 VSVGATINIMMAATLAEGQT---ILENVAKEPHVVDVANFLNSMGANIKGAGT-DTIRIK 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K    + + +  D   A  F+  AAIT G VTV+      L+     A++LE MG + 
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Sbjct: 218 GVRKLHGTEYSIIP-DQIEAGTFMCAAAITRGDVTVKNVIPKHLEA--ISAKLLE-MGCE 273 
 
Query: 298 VTWTETSVTVTGPPREPFGR-KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VAS 355 
           V   + +V V G   +     K L       +  P + +TLA     A+G + + + +   
Sbjct: 274 VVEFDDAVRVVGKTLQRHTDIKTLPYPGFPTDMQPQMTVTLA----LAEGASVVTESIFE 329 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
            R +  +       EL+++G +V+   +  +I   +KL   +++   D R   A  +A   
Sbjct: 330 NRFRYVD-------ELSRMGGNVKVEGNVAVIDGVKKLTGASVNA-PDLRAGAALVIAGL 381 
 
Query: 416 AEVPVTI 422 
           A    TI 
Sbjct: 382 AAEGYTI 388 
 
 
>ref|NP_819777.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii RSA 493] 
 ref|ZP_01947182.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii 'MSU Goat Q177'] 
 ref|YP_001424158.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii Dugway 5J108-111] 
 ref|YP_001596938.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii RSA 331] 
 ref|ZP_02219823.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii RSA 334] 
 ref|YP_002303720.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii CbuG_Q212] 
 ref|YP_002305812.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii CbuK_Q154] 
 sp|Q83DI0.1|MURA_COXBU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A9KDT8.1|MURA_COXBN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A9NDE8.1|MURA_COXBR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B6J8R8.1|MURA_COXB1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B6J0U7.1|MURA_COXB2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAO90291.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii RSA 493] 
 gb|EAX32200.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii 'MSU Goat Q177'] 
 gb|ABS77531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii Dugway 5J108-111] 
 gb|ABX78184.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii RSA 331] 
 gb|EDR35181.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii RSA 334] 
 gb|ACJ18575.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii CbuG_Q212] 
 gb|ACJ20667.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Coxiella 
           burnetii CbuK_Q154] 
          Length = 434 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 92/389 (23%), Positives = 155/389 (39%), Gaps = 48/389 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G++++ G+K+    IL    L E   ++ N+ +  DV  M+  L  +G  +  D+  + 
Sbjct: 12  LNGSIRISGAKNAVLPILAATLLIEEPVILSNIPHLNDVTTMIELLGRMGAQITIDE--R 69 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
            ++ V C     V  + E V           +++ A++   G      G A   L G    
Sbjct: 70  MSIEVDCSQIQNVHASYELV-----------KTMRASILVLGPLLSRFGKAEVSLPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + G++ LGAD++   G     V     G L G ++ L G I+      L+M 
Sbjct: 119 IGSRPVDVHIDGMRALGADIELVDGFIHATVE----GRLKGAELNL-GKITVTGTENLIM 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II      P V+     + + G +   + + D   I G  +  S  +  
Sbjct: 174 AATLAEGQT---IIHNAACEPEVQDLANFLNKMGARISGAGT-DTIVIDGVDRL-SGGSY 228 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D   A  +L  AA+T G V +      +L       E L   GA+V   E  V +  
Sbjct: 229 SILPDRIEAGTYLVAAAMTRGHVRIRDVFPKTLGA---VLEKLHEAGARVKIGENWVDLD 285 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              R        KA+D+     P    D+      + + A+G   I +     V E   M 
Sbjct: 286 MQGRRA------KAVDIVTAPYPEMPTDMQAQFMALNVVAEGQAVITET----VFENRFM 335 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKL 393 
                EL ++GA ++      +I   EKL 
Sbjct: 336 HV--HELQRMGADIKLQGSKALIRGKEKL 362 
 
 
>ref|ZP_03992331.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oribacterium 
           sinus F0268] 
 gb|EEJ50461.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oribacterium 
           sinus F0268] 
          Length = 430 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 95/435 (21%), Positives = 170/435 (39%), Gaps = 55/435 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG---------- 64 
           + G V + G+K+ +  I+  A L++   +++NL +  D++ ML AL+ +G           
Sbjct: 13  LRGDVVISGAKNAALGIVAGALLTDEEVIIENLPDVRDINVMLEALKAIGAKVHRIESHV 72 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           +S++AD+ + ++V          +DA   ++        A      A+      A   L  
Sbjct: 73  VSIQADQLSMKSV---------DDDAIRRIR--------ASYYFIGALLGKYHQAKVALP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + ERPI   + G   LGA+V+   G             L G  + L   +S      
Sbjct: 116 GGCAIGERPIDQHIKGFTALGAEVEISDGYFVAKAE-----ELVGQHIYLD-VVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA LA G     II+ +   P++      +   G     + + D   I+G ++    
Sbjct: 170 NLMLAAVLADGQT---IIENVAKEPHIVDVANFLNSMGANIRGAGT-DTIRIRGVERLHG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
                +  D   A  F+  AA+T G + ++      ++     A  L  MG  V   +   
Sbjct: 226 TTYGVIP-DQIEAGTFMCAAAVTRGNILIKNIIPKHME---SIAAKLRDMGNTVYEGDEE 281 
 
Query: 305 VTVTGPPREPFGR-KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           + V G  ++   + K L       +  P +A+TLA     A+G + + + +   R    E 
Sbjct: 282 IQVIGGEKQRGTKIKTLPYPGFPTDMQPQIAVTLA----LAEGKSTVTESIFENRFLYVE 337 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
                  EL K+GA +        I   EKL    +   D    A        AE    + 
Sbjct: 338 -------ELKKMGADITVEDRVATILGQEKLQGATLHALDLRAGAALVLAGLAAEGVTVL 390 
 
Query: 423 RDPGCTRKTFPDYFD 437 
            D G  R+ + ++F+ 
Sbjct: 391 EDIGYIRRGY-EFFE 404 
 
 
>ref|ZP_06412234.1| 5-enolpyruvylshikimate-3-phosphate synthase-like protein [Frankia 
          sp. EUN1f] 
 gb|EFC84880.1| 5-enolpyruvylshikimate-3-phosphate synthase-like protein [Frankia 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1790



 

 

          sp. EUN1f] 
          Length = 90 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 25/53 (47%), Positives = 33/53 (62%) 
 
Query: 15 ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
          +  TV +PGSKS +NR L+LAAL++G + +   L S D   M  ALR LG  V 
Sbjct: 24 VRATVAVPGSKSGTNRALVLAALADGVSRLRGPLRSRDTLLMAAALRNLGAQV 76 
 
 
>ref|YP_001011775.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9515] 
 sp|A2BY07.1|MURA_PROM5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABM72668.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9515] 
          Length = 458 
 
 Score = 47.4 bits (111), Expect = 0.004,   Method: Compositional matrix adjust. 
 Identities = 90/387 (23%), Positives = 161/387 (41%), Gaps = 44/387 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+ G+K+ +  +L  + L++   ++DN+    D+  M   L+ LG+ +  +K  + 
Sbjct: 24  LRGNVKISGAKNSALVLLAASLLTDEKIILDNVPLLTDIEKMGNILKNLGVKLH-NKDHQ 82 
 
Query: 75  RAVVVGCGGKFPVEDAK----EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             +           D+K    +E+   L N   A      A+    G A+  L G   +  
Sbjct: 83  LII-----------DSKNISIQELPYELVNGLRASFFCIGALLTRFGKASLPLPGGCNIG 131 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           ERPI + + GL+ LGA++            +     L G  ++L+   S      L+MAA 
Sbjct: 132 ERPINEHINGLRALGAEI-IIEKEVVKAKLIKKKSKLFGANIRLNCP-SVGATETLIMAA 189 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     II+     P ++   +++ + G K  +    ++  I G QK     +  + 
Sbjct: 190 SLAEGRT---IIENAAREPEIQDLCQMLNKMGAKI-YGAGKEKIIIDGVQKLHGCSHKVI 245 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D   A  FL  AA T  ++T+       L+        LE  G+K+     S++++G  
Sbjct: 246 P-DRIEAGTFLIAAAATSSSITISPVIPNHLEA---VLNKLEESGSKIEKKGNSISISG- 300 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                  K +KA+ +     P    D+      +   A G + I    S R+ E  RM   
Sbjct: 301 -------KSIKAVKIKTAPFPGFPTDLQAPFMALMTIAKGTSMI----SERIFEN-RMHH 348 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKL 393 
           +   L ++GA++    +  II   +KL 
Sbjct: 349 VNL-LNQMGAAITVDDNTAIINGVKKL 374 
 
 
>ref|ZP_07403093.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           matruchotii ATCC 14266] 
 gb|EFM49315.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           matruchotii ATCC 14266] 
          Length = 425 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 102/432 (23%), Positives = 162/432 (37%), Gaps = 39/432 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+VK+ G+K+   +++  A L+EGTT + N     DV  M   LR LG  V  D     
Sbjct: 13  LEGSVKVSGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMAEVLRGLGCEVSVDHETV 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R             DA  + +        A   +   +T+  G A   L G   +  RP+ 
Sbjct: 73  RITTPATVSSDADFDAVRQFR--------ASVCVLGPLTSRTGRAVVALPGGDAIGSRPL 124 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
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                GL++LGA      G       V     L G +++L    S      +L AA LA  
Sbjct: 125 DMHQSGLEKLGATTYIRHGA-----VVAEATKLVGAEIELDFP-SVGATENILTAAVLAE 178 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   +E   +   I  + + LR M      A+ +       +  G     P    V GD  
Sbjct: 179 GRTVLENAAREPEIVDLCVMLRQM-----GAQLTGEGSPTIVIDGVDKLYPTQHEVIGDR 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  +   AA+T G +TV G     L   +   E+L+  GA+++  E    V  P R   
Sbjct: 234 IVAGTWAYAAAMTRGDITVSGIAPRHLHLPL---EMLKFAGAQISSYENGFRVNMPHRP- 289 
 
Query: 315 FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR----TE 370 
                 KA+D      P     L  +A+       I  +A      TE +   R     E 
Sbjct: 290 ------KAVDYQTLPFPGFPTDLQPMAI------GISAIAEGTSVITENIFEARFRFVDE 337 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           + +LGA       + ++   E+L+ T + + D    A       CA+    + D     + 
Sbjct: 338 MMRLGADATVDGHHVVLRGVEQLSSTPVWSSDIRAGAGLVLAGLCADGETEVHDVYHIDR 397 
 
Query: 431 TFPDYFDVLSTF 442 
            +P++ + L    
Sbjct: 398 GYPNFVENLQQL 409 
 
 
>ref|ZP_07053752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria grayi 
           DSM 20601] 
 gb|EFI84765.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria grayi 
           DSM 20601] 
          Length = 443 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 91/402 (22%), Positives = 166/402 (41%), Gaps = 54/402 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  K+++GTVK+ G+K+    I+    L S+G + +DN+ +  DV+ +   L+ L 
Sbjct: 14  EKIIVRGGKQLNGTVKVEGAKNAVLPIIAATLLASKGKSKLDNVPSLSDVYTINEVLKYL 73 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V+ +      V V   G    +   E V           R + A+V   G      G 
Sbjct: 74  NADVQFEDG---QVTVDASGAITSDAPFEYV-----------RKMRASVVVMGPLLARTG 119 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RP+   + G + +GA V+   G             L G K+ L    
Sbjct: 120 SAKVALPGGCAIGSRPVDLHLKGFEAMGAVVNIENGYIEATAE-----KLTGAKIYLDFP 174 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     +I+ +   P +      + + G +   + + +   I+ 
Sbjct: 175 -SVGATQNIMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIE 229 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  + ++  +  D      F+  AAI GG V +E      +   +     LE MG + 
Sbjct: 230 GVKELVATEHNIIP-DRIEVGTFMIAAAIAGGNVLIEDAVPEHISSVIA---KLEEMGVQ 285 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   +  + V  P +       LKA+DV     P    D+   + ++ + ++G + + +  
Sbjct: 286 IIEEDKGIRVIAPEK-------LKAVDVKTMPHPGFPTDMQAQMTIIQMLSEGTSLMTET 338 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           V   R    E M  +  ++   G SV       II+ P KL  
Sbjct: 339 VFENRFMHVEEMRRMNADMKIEGHSV-------IISGPAKLQ 373 
 
 
>ref|ZP_07229751.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato Max13] 
 ref|ZP_07251782.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato K40] 
          Length = 538 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
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 Identities = 59/235 (25%), Positives = 94/235 (40%), Gaps = 45/235 (19%) 
 
Query: 225 AEHSDSWDRFYIKGGQ----KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 280 
           A+H ++ D   ++  +    + K P       D +SA  F+   +I+      EGC     
Sbjct: 310 ADHHEAPDDVRVRSAEGVSHRIKGPT------DVTSAVLFMVATSIS------EGCDL-- 355 
 
Query: 281 LQGDVKFA-------EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 333 
           L  DV+         ++L +MG  V        V     E     H+++  +    +P+  
Sbjct: 356 LLEDVRVGSMCEGAIDILRLMGGDVVLQ----NVRELADERLADLHVRSARLKGADIPEA 411 
 
Query: 334 AMTLAV--------VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 385 
            +TLA+         A  A+G T +R   + +  E+E +  +   LT LG   E  PD   
Sbjct: 412 LVTLAIGTFPALLIAAACAEGRTILRGAETLQAGESECVRLMADGLTVLGIEAEPVPDGI 471 
 
Query: 386 II---TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
           II   TP        ID   D R+ MAF +A+  A  P+ I D       FP +  
Sbjct: 472 IIEGGTP----GGGEIDARGDQRIVMAFRVASLRASAPIRIHDCADAATLFPHFL 522 
 
 
>ref|YP_003785769.1| UDP-N-acetylglucosamine 1 carboxyvinyltransferase [Brachyspira 
           pilosicoli 95/1000] 
 gb|ADK31268.1| UDP-N-acetylglucosamine 1 carboxyvinyltransferase [Brachyspira 
           pilosicoli 95/1000] 
          Length = 425 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 94/377 (24%), Positives = 155/377 (41%), Gaps = 46/377 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K I+GTVK+ GSK+ S  +L+ + L++    + N+ +  DV  ++  L  LG  V  D   
Sbjct: 10  KNINGTVKISGSKNASLPLLVASILTDEPVTLHNVPDLVDVQVLINILEPLGKKV--DFK 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA-----AVTAAGGNATYVLDGVP 127 
               V++   GK   ++A  ++   +  + I +  L A      V+  GG A         
Sbjct: 68  NNTTVIISQNGK--SDEAPYKLVKKMRGSIIVLGPLLAKRKHCKVSYPGGCA-------- 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA-- 185 
               RPI   + G++ LGA +D   G     V+ N    L G  + LSG      L     
Sbjct: 118 -FGPRPIDLHLKGMEALGAKIDITAGYIDATVKDN----LIGADINLSGKNGPTVLGTDN 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     II      P       L++  G K E   +     I+G +  K   
Sbjct: 173 VMMAATLAKGTT---IIRNAAREPECTNLAELLKAMGAKIEGIGT-STLTIEGVENLKGV 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +   +  D      FLA AA   G + +E      L       ++L  +G  +  T++++ 
Sbjct: 229 EFEVIP-DRIETGTFLAMAAAGRGKLKLENTNPEHL---TYVLDLLSSIGCDIKTTKSTI 284 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET---E 362 
            +    +E      LK  ++     P     L   A+F      I+   S ++KET   + 
Sbjct: 285 EIDASNKE------LKPFEIETLPYPGFPTDLQ--AIFTTLACTIK--GSSKIKETIYPD 334 
 
Query: 363 RMVAIRTELTKLGASVE 379 
           R   +  EL ++GA +E 
Sbjct: 335 RFSNV-PELIRMGADIE 350 
 
 
>ref|YP_003208752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cronobacter 
           turicensis z3032] 
 emb|CBA27360.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Cronobacter 
           turicensis z3032] 
          Length = 419 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 99/421 (23%), Positives = 170/421 (40%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLSQLGTKVERN---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
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                   G   ++ +  +V +F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDAS--QVNIFCAPYEL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVQGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +  T   +   G K     + D+  I+G ++        
Sbjct: 172 AATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGQGT-DKITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG V        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKVMCHNTRPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_03396860.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato T1] 
 gb|EEB60204.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato T1] 
          Length = 535 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 59/235 (25%), Positives = 94/235 (40%), Gaps = 45/235 (19%) 
 
Query: 225 AEHSDSWDRFYIKGGQ----KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 280 
           A+H ++ D   ++  +    + K P       D +SA  F+   +I+      EGC     
Sbjct: 307 ADHHEAPDDVRVRSAEGVSHRIKGPT------DVTSAVLFMVATSIS------EGCDL-- 352 
 
Query: 281 LQGDVKFA-------EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 333 
           L  DV+         ++L +MG  V        V     E     H+++  +    +P+  
Sbjct: 353 LLEDVRVGSMCEGAIDILRLMGGDVVLQ----NVRELADERLADLHVRSARLKGADIPEA 408 
 
Query: 334 AMTLAV--------VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 385 
            +TLA+         A  A+G T +R   + +  E+E +  +   LT LG   E  PD   
Sbjct: 409 LVTLAIGTFPALLIAAACAEGRTILRGAETLQAGESECVRLMADGLTVLGIEAEPVPDGI 468 
 
Query: 386 II---TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
           II   TP        ID   D R+ MAF +A+  A  P+ I D       FP +  
Sbjct: 469 IIEGGTP----GGGEIDARGDQRIVMAFRVASLRASAPIRIHDCADAATLFPHFL 519 
 
 
>ref|ZP_03708546.1| hypothetical protein CLOSTMETH_03307 [Clostridium methylpentosum 
           DSM 5476] 
 gb|EEG29194.1| hypothetical protein CLOSTMETH_03307 [Clostridium methylpentosum 
           DSM 5476] 
          Length = 416 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 85/304 (27%), Positives = 126/304 (41%), Gaps = 33/304 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           +SG + + G+K+ S  +L    +S G +V+ N     DV      L  LG SV  E D   
Sbjct: 12  LSGEISVHGAKNSSLPLLAATLISAGRSVLHNCPQLSDVDTACRILEHLGCSVQREGDTV 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQ---LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              +  + C  + P E    E++   +FLG   IA R  TA V   GG           + 
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Sbjct: 72  TVDSSEMSC-SEIP-ESLMSEMRSSIVFLG--AIAARLGTARVCFPGGC---------EL 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RPI   +  L+QLG ++    G  DC        G L G K+ LS   S      +L+ 
Sbjct: 119 GPRPIDLHLSALQQLGLEIQDDHGYLDC-----TVHGRLKGAKISLSFP-SVGATENILL 172 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G+    +I+   S P +      +   G     +       I+G  +  S ++  
Sbjct: 173 AACTAEGET---VINNAASEPEIVDLANFLNSCGADIRGAGEQS-ILIRGVDELHSAEH- 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
           +V  D   A+ +L+ AA TGG + V  C    L  D  F  VLE MG K+     S+ +  
Sbjct: 228 WVIPDRIVAATYLSCAAATGGELFVRNCCPEHL--DSVFP-VLEEMGCKLIVGRDSIYIR 284 
 
Query: 309 GPPR 312 
              R 
Sbjct: 285 AKSR 288 
 
 
>ref|NP_621855.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacter tengcongensis MB4] 
 sp|Q8RD88.1|MURA1_THETN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAM23459.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Thermoanaerobacter 
           tengcongensis MB4] 
          Length = 415 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 74/312 (23%), Positives = 132/312 (42%), Gaps = 32/312 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTVK+ G+K+    I+  + LS    +++++ + EDV+ M+  ++  G   E D     
Sbjct: 13  LKGTVKISGAKNSVLPIIAASLLSSDEVILEDIPSLEDVNVMIELIKNFGALCELDNGKL 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  V     + P E  K+    FL         +   + A  G+A   + G   +  RPI 
Sbjct: 73  KIKVDIKDVEAPYELVKKMRASFL---------VMGPILAKLGHAKISMPGGCAIGARPI 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGAD+   +G      R      L G K+ L    S      ++MAA  A  
Sbjct: 124 DLHLKGFQSLGADIT--IGHGYVEARAK---KLTGKKIYLDFP-SVGATENIMMAAVFAD 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   + +I+     P +      + + G   + + + D   I+G ++ K  ++  +  D  
Sbjct: 178 G---VTVIENAAEEPEIVDLANFLNKMGANIKGAGT-DTIRIEGVKELKGAEHTVIP-DR 232 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
             A  F+  AA+TGG V +E      ++  + K  E     G K+T  +  + V G     
Sbjct: 233 IEAGTFMVAAAMTGGNVLIENVIVDHVRSVIAKLTEC----GVKITEEKGGLRVKGV--- 285 
 
Query: 314 PFGRKHLKAIDV 325 
               K+ KA+D+ 
Sbjct: 286 ----KNYKAVDI 293 
 
 
>ref|ZP_02464987.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           thailandensis MSMB43] 
          Length = 449 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 71/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ +   + ++G + + G+K+ +  IL  + LS     +DN+ N +DV   L  L   
Sbjct: 29  GTDKLAIDGGRRLAGEIAVSGAKNAALPILCASLLSAEPVRLDNVPNLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
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Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYARVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LAGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|YP_001466853.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           concisus 13826] 
 gb|EAT98623.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           concisus 13826] 
          Length = 422 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 96/422 (22%), Positives = 165/422 (39%), Gaps = 70/422 (16%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG VK+ G+K+ +  I+ L  L++    + N+ N  D+  +   L  LG   E      
Sbjct: 12  KLSGEVKISGAKNAALPIIALTLLAKNKINLTNIPNVADIKTLCQLLVNLGAKCE----- 66 
 
Query: 74  KRAVVVGCGGKFPVEDA----KEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVL 123 
                      F  E++       V     N  I +R + A++   G      G+    L 
Sbjct: 67  -----------FKDENSLCIDTSSVNSTTANYDI-VRKMRASILTLGPLLARFGHCEVSL 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   + +RPI   +  L+++GA+++   G     V      GL G K+     I+     
Sbjct: 115 PGGCAIGQRPIDLHLSALEKMGANIEIKQGY----VVATAPNGLKGAKIVFD-KITVTGS 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
             ++MAA LA G  E      L ++   P V     ++ + GVK E   + +      GQ 
Sbjct: 170 ENIIMAAALAHGTTE------LFNVALEPEVVQICEILAKSGVKIEGIGTSELKITGSGQ 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEV---LEMMGA 296 
           K     +  V  D   A  +L   AIT   ++V       +   + KF E+   +E+ G  
Sbjct: 224 KLLEICDIEVIPDRIEAGTYLCAGAITNSKISVTKANAAHMTAILNKFEEMGFGIEVDGD 283 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           K+T   T+               +K +++   + P    D+      + L A+G + I + 
Sbjct: 284 KITILPTN--------------EIKPVEIRTTEYPGFPTDMQAQFMALCLAANGVSTIDE 329 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
               R+ E   M    +EL ++GA +        +  P  LN   +    D R + A  L 
Sbjct: 330 ----RLFENRFMHV--SELARMGADIRLNGHIASVYAPANLNAADV-MATDLRASSALIL 382 
 
Query: 413 AA 414 
           AA 
Sbjct: 383 AA 384 
 
 
>ref|ZP_07256020.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato NCPPB 1108] 
          Length = 538 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 59/235 (25%), Positives = 94/235 (40%), Gaps = 45/235 (19%) 
 
Query: 225 AEHSDSWDRFYIKGGQ----KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 280 
           A+H ++ D   ++  +    + K P       D +SA  F+   +I+      EGC     
Sbjct: 310 ADHHEAPDDVRVRSAEGVSHRIKGPT------DVTSAVLFMVATSIS------EGCDL-- 355 
 
Query: 281 LQGDVKFA-------EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 333 
           L  DV+         ++L +MG  V        V     E     H+++  +    +P+  
Sbjct: 356 LLEDVRVGSMCEGAIDILRLMGGDVVLQ----NVRELADERLADLHVRSARLKGADIPEA 411 
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Query: 334 AMTLAV--------VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 385 
            +TLA+         A  A+G T +R   + +  E+E +  +   LT LG   E  PD   
Sbjct: 412 LVTLAIGTFPALLIAAACAEGRTILRGAETLQAGESECVRLMADGLTVLGIEAEPVPDGI 471 
 
Query: 386 II---TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
           II   TP        ID   D R+ MAF +A+  A  P+ I D       FP +  
Sbjct: 472 IIEGGTP----GGGEIDARGDQRIVMAFRVASLRASAPIRIHDCADAATLFPHFL 522 
 
 
>ref|ZP_06638530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           odorifera DSM 4582] 
 gb|EFE96437.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           odorifera DSM 4582] 
          Length = 432 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 104/427 (24%), Positives = 172/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 19  VQGRTRLSGEVAISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLNQLGTKIE 78 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +     +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 79  RNG----SVFVDASG----------VHEFCAPYDL-VKTMRASIWALGPLVARFGRGQVS 123 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 124 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 178 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K   + S D+  I+G ++  
Sbjct: 179 TVTIMSAATLATGTT---IIENAAREPEIVDTANFLNTLGAKISGAGS-DKIIIEGVERL 234 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+GG V        +L  D   A++ E  GA +    
Sbjct: 235 GG--GVYRVLPDRIETGTFLVAAAISGGKVLCRDTRPDTL--DAVLAKLRE-AGADIEVG 289 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA+ V     P    D+    +++ L A+G   I +      
Sbjct: 290 EDWISLDMHGQRP------KAVTVRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET---- 339 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA C   
Sbjct: 340 IFENRFMHV--PELIRMGAHAEIESNTVICHGVEQLSGAQV-MATDLRASASLVLAGCIA 396 
 
Query: 418 VPVTIRD 424 
             VTI D 
Sbjct: 397 DGVTIVD 403 
 
 
>ref|ZP_02430755.1| hypothetical protein CLOSCI_00968 [Clostridium scindens ATCC 35704] 
 gb|EDS07954.1| hypothetical protein CLOSCI_00968 [Clostridium scindens ATCC 35704] 
          Length = 430 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 97/423 (22%), Positives = 175/423 (41%), Gaps = 37/423 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T +VDNL +  D++ +L A+  +G 
Sbjct: 2   EQYIIKGGHPLVGEVEIGGAKNAALAILAAAIMTDETVLVDNLPDVNDINVLLDAISGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V   +  +  V +   G   V    + ++        A   L  A+      A   L  
Sbjct: 62  ANVH--RVDRHTVKINGKGINDVNIEYDYIKKIR-----ASYYLLGALLGKYKRAEVALP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGADVD   G      ++        GK      +S      
Sbjct: 115 GGCNIGSRPIDQHIKGFRALGADVDIEYG------KIMAEADRLVGKHIYFDVVSVGATI 168 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G   + I++ +   P+V      +   G     + + D   I+G Q+  S 
Sbjct: 169 NVMMAATMADG---LTIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVQRLHS 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA T G VTV       L+  +  A+++E +G +V   + + 
Sbjct: 225 TEYSVIP-DQIEAGTFMFAAAATKGDVTVLNVIPKHLEATI--AKLVE-IGCEVEEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           V V    +      H+K +       +  P + +TL   AL     T    +   R K   
Sbjct: 281 VRVV--SKGDLTSTHVKTLPYPGFPTDMQPQIGVTL---ALCQGTSTITESIFENRFKYL 335 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
           +       EL ++GA+V+   +   I   +K     + +  D R   A  +A  A   +T 
Sbjct: 336 D-------ELARMGANVKIEGNSATIEGVKKFTGARV-SAPDLRAGAALCIAGLATDGIT 387 
 
Query: 422 IRD 424 
           I D 
Sbjct: 388 IVD 390 
 
 
>ref|YP_443499.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           thailandensis E264] 
 ref|ZP_02375416.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           thailandensis TXDOH] 
 ref|ZP_02389288.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           thailandensis Bt4] 
 ref|ZP_05585978.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           thailandensis E264] 
 gb|ABC37019.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           thailandensis E264] 
          Length = 449 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 71/280 (25%), Positives = 122/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLVIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLAQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIRIEHGYIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|NP_791573.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato str. DC3000] 
 gb|AAO55268.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. tomato str. DC3000] 
          Length = 535 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 59/235 (25%), Positives = 94/235 (40%), Gaps = 45/235 (19%) 
 
Query: 225 AEHSDSWDRFYIKGGQ----KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 280 
           A+H ++ D   ++  +    + K P       D +SA  F+   +I+      EGC     
Sbjct: 307 ADHHEAPDDVRVRSAEGVSHRIKGPT------DVTSAVLFMVATSIS------EGCDL-- 352 
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Query: 281 LQGDVKFA-------EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 333 
           L  DV+         ++L +MG  V        V     E     H+++  +    +P+  
Sbjct: 353 LLEDVRVGSMCEGAIDILRLMGGDVVLQ----NVRELADERLADLHVRSARLKGADIPEA 408 
 
Query: 334 AMTLAV--------VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 385 
            +TLA+         A  A+G T +R   + +  E+E +  +   LT LG   E  PD   
Sbjct: 409 LVTLAIGTFPTLLIAAACAEGRTILRGAETLQAGESECVRLMADGLTVLGIEAEPVPDGI 468 
 
Query: 386 II---TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTIRDPGCTRKTFPDYF 436 
           II   TP        ID   D R+ MAF +A+  A  P+ I D       FP +  
Sbjct: 469 IIEGGTP----GGGEIDARGDQRIVMAFRVASLRASAPIRIHDCADAATLFPHFL 519 
 
 
>ref|YP_002468128.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. 5A (Acyrthosiphon pisum)] 
 ref|ZP_05635442.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. LSR1 (Acyrthosiphon pisum)] 
 sp|B8D9G9.1|MURA_BUCA5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACL30740.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. 5A (Acyrthosiphon pisum)] 
          Length = 416 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 93/427 (21%), Positives = 165/427 (38%), Gaps = 45/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ ++  K ++G V + GSK+ +  IL +  L+EG   + N+ N  D++  L  L  LG 
Sbjct: 2   EKLYVEGNKILNGHVIISGSKNAALPILFMTILTEGKIKIGNIPNLTDINIALKLLVYLG 61 
 
Query: 65  LSVEADKAA---KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           + +  ++       ++ + C     +   +  + +               + A  G A   
Sbjct: 62  VKITGNETLCIDASSINIFCPPYNLINKIRASIWIL------------GPLLARFGKAKI 109 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G  ++  RPI   + GL QLGA ++  L  +C    V    G   GK  L   IS   
Sbjct: 110 FLPGGCKIGSRPIDLHLNGLTQLGATIN--LKNNCIDAYVK---GRLQGKYILMEKISVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     IID     P +    + +   G     + S ++  IKG  K 
Sbjct: 165 ATITIMSAATLAKGST---IIDNAACEPEIVDIAKFLNTLGADIIGAGS-NKICIKGVLK 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                +  +  D      FL  AA + G +T   C  T  +        L   GAK+    
Sbjct: 221 LTGGTHQVIP-DRIETGTFLVAAAASQGHIT---CHKTEPKHLTNVLMKLTEAGAKIKTG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  + +    + P      K++++     P    D+    A++   + G   I +      
Sbjct: 277 KDWIKLDMRGKRP------KSLNICTAPYPGFPTDMQAQFALLNSISKGIGTITETI--- 327 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
               E      +EL ++GA ++   +  I     KL +++     D R +    LA C   
Sbjct: 328 ---FENRFIYTSELIRMGAKIKIKNNTIICYGIPKL-ISSNVFSSDLRASATLILAGCIA 383 
 
Query: 418 VPVTIRD 424 
             +TI + 
Sbjct: 384 AGITIVN 390 
 
 
>ref|ZP_05092716.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Carboxydibrachium pacificum DSM 12653] 
 gb|EEB75413.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Carboxydibrachium pacificum DSM 12653] 
          Length = 415 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 74/312 (23%), Positives = 132/312 (42%), Gaps = 32/312 (10%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTVK+ G+K+    I+  + LS    +++++ + EDV+ M+  ++  G   E D     
Sbjct: 13  LKGTVKISGAKNSVLPIIAASLLSSDEVILEDIPSLEDVNVMIELIKNFGALCELDNGKL 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           +  V     + P E  K+    FL         +   + A  G+A   + G   +  RPI 
Sbjct: 73  KIRVDIKDVEAPYELVKKMRASFL---------VMGPILAKLGHAKISMPGGCAIGARPI 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGAD+   +G      R      L G K+ L    S      ++MAA  A  
Sbjct: 124 DLHLKGFQSLGADIT--IGHGYVEARAK---KLTGKKIYLDFP-SVGATENIMMAAVFAD 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   + +I+     P +      + + G   + + + D   I+G ++ K  ++  +  D  
Sbjct: 178 G---VTVIENAAEEPEIVDLANFLNKMGANIKGAGT-DTIRIEGVKELKGAEHTVIP-DR 232 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
             A  F+  AA+TGG V +E      ++  + K  E     G K+T  +  + V G     
Sbjct: 233 IEAGTFMVAAAMTGGNVLIENVIVDHVRSVIAKLTEC----GVKITEEKGGLRVKGV--- 285 
 
Query: 314 PFGRKHLKAIDV 325 
               K+ KA+D+ 
Sbjct: 286 ----KNYKAVDI 293 
 
 
>ref|ZP_06285360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis SK135] 
 gb|EFA87274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           epidermidis SK135] 
          Length = 421 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 80/305 (26%), Positives = 125/305 (40%), Gaps = 20/305 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+     ++G V + G+K+    +L  + L SEG + + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNRLTGEVNVEGAKNAVLPVLTASLLASEGHSKLVNVPELSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +VE DK  K  V V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NANVEYDKD-KNTVKVDATKTLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGAD+    G     +  N   GL G  + L    S     
Sbjct: 116 PGGCAIGTRPIEQHIKGFEALGADIHLENGN----IYANAKDGLKGAHIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+ +   P +      +   G K   + + D   I G +K   
Sbjct: 171 QNIIMAASLASGK---SIIENVAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVEKLY 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             ++A +     + +  +AG AIT G + V G     +         LE MG  + + E  
Sbjct: 227 GVEHAIIPDRIEAGTLLIAG-AITRGDIFVRGAIKEHM---ASLIYKLEEMGVDLEYYEE 282 
 
Query: 304 SVTVT 308 
            + VT 
Sbjct: 283 GIRVT 287 
 
 
>ref|NP_563522.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens str. 13] 
 ref|YP_697297.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens ATCC 13124] 
 ref|YP_699863.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens SM101] 
 ref|ZP_02633702.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens E str. JGS1987] 
 ref|ZP_02635475.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens B str. ATCC 3626] 
 ref|ZP_02643001.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens NCTC 8239] 
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 ref|ZP_02863341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens C str. JGS1495] 
 sp|Q8XH79.1|MURA2_CLOPE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 dbj|BAB82312.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens str. 13] 
 gb|ABG82237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens ATCC 13124] 
 gb|ABG85439.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens SM101] 
 gb|EDS81700.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens C str. JGS1495] 
 gb|EDT13649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens E str. JGS1987] 
 gb|EDT24263.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens B str. ATCC 3626] 
 gb|EDT78102.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens NCTC 8239] 
          Length = 417 
 
 Score = 47.4 bits (111), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 81/303 (26%), Positives = 126/303 (41%), Gaps = 36/303 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE--- 68 
           K + G++++ G+K+ +  IL  A L S+G  ++DN+ +  DVH +   +R+LG +VE    
Sbjct: 10  KALKGSIEINGAKNAAVAILPAAILASKGECIIDNVPDIADVHCLERIIRSLGCNVEKLD 69 
 
Query: 69  ----ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                  A +   V  CG      D ++    +     +  R   A V   GG    V   
Sbjct: 70  NNTLKINAEEIKTVEACG-----NDVRKMRASYYFIGALLARFKEAKVELPGGCPIGV-- 122 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
                  RPI   + G + LGA V    G       VN +     G       +S      
Sbjct: 123 -------RPIDQHIKGFEALGAKVSIEHGA------VNIMAEKLIGTNIFFDVVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA LA G     +++     P+V      +   G   + + + D   IKG ++ K  
Sbjct: 170 NLMIAATLAEGTT---VLENAAREPHVVDVANFLNAMGANVKGAGT-DVIRIKGVKELKG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N  V  D   A  F+  AA T G VT++      L+     A++LE MGAKV   + S 
Sbjct: 226 C-NYSVVPDQIEAGTFMIAAAATRGDVTIQNVIPKHLES--ISAKLLE-MGAKVEEGDDS 281 
 
Query: 305 VTV 307 
           V V 
Sbjct: 282 VRV 284 
 
 
>ref|ZP_05390962.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
 ref|ZP_06855260.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
 gb|EET88565.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
 gb|EFG88006.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           carboxidivorans P7] 
          Length = 420 
 
 Score = 47.0 bits (110), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 94/408 (23%), Positives = 167/408 (40%), Gaps = 50/408 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +++V+   K + G++++ G+K+ +  IL  A L S+    +DN+ N EDVH +   + +L 
Sbjct: 2   DKLVINGGKPLFGSIEINGAKNAAVAILPAAILASKNVCNIDNIPNIEDVHCLERIIESL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G  +E     K +VV+       V    E+V+         MR+   L  A+      A  
Sbjct: 62  GCKIE---VGKNSVVIDSTTINNVNANTEDVR--------KMRASYYLIGALLGRFKKAR 110 
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Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + LGA VD   G  C  V  +    L G  +     +S  
Sbjct: 111 VELPGGCPIGVRPIDQHIKGFEALGAKVDITHG--CVVVEAD---RLIGTNIFFD-VVSV 164 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                +++AA LA G   +E + K    P++      +   G   + + + D   + G + 
Sbjct: 165 GATINVMLAATLAEGVTTLENVAKE---PHIVDVANFLNSMGANIKGAGT-DVIRVVGVK 220 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           + +    + +     + +Y +A AA  GG V +E              + LE + AK+   
Sbjct: 221 ELQGCSYSVIPDQIEAGTYMIA-AASCGGEVRLENI----------IPKHLESISAKLIE 269 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
           + T +   G          LK +++     P    DV   ++ +   A G + I + + W 
Sbjct: 270 SGTEIIEDGDCITVKSNGKLKGVNIKTQPYPGFPTDVQQPMSTLLTVAKGRSIISE-SIW 328 
 
Query: 357 --RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
             R K  +       EL K+GA+++      II   +KL    +   D 
Sbjct: 329 ESRFKHVD-------ELKKMGANIKVEGRTAIIDGVDKLTGAVVKATD 369 
 
 
>ref|ZP_05121187.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus 16] 
 gb|EED24989.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus 16] 
          Length = 419 
 
 Score = 47.0 bits (110), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 104/418 (24%), Positives = 165/418 (39%), Gaps = 51/418 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  VE + +     
Sbjct: 15  GEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKVERNGS---- 70 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRMR 130 
           V V  G    + +      L        ++++ A++ A G      G     L G   +  
Sbjct: 71  VHVDAG---SINEYCAPYDL--------VKTMRASIWALGPLVARFGQGQVSLPGGCAIG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+QLGA +    G     V+ N  G L G  + +   +S      ++ AA 
Sbjct: 120 ARPVDLHIHGLEQLGATITLEDGY----VKANVDGRLKGAHIVMD-KVSVGATITIMCAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G      +D     P +  T   + + G K   + + D   I+G +K    K+A V 
Sbjct: 175 TLAEGKT---TLDNAAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVEKLGGGKHAVV 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AA++GG V    C  TS          LE  GA V   E  ++V    
Sbjct: 231 -ADRIETGTFLVAAAVSGGKVV---CRNTSAHLLEAALAKLEEAGALVETGEDWISVDMT 286 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            RE      LKA+ +     P    D+     ++ + A G   I    S  + E   M   
Sbjct: 287 GRE------LKAVTIRTAPHPGFPTDMQAQFTLLNMMAKGGGVI----SETIFENRFMHV 336 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    E+L+   +    D R + +  +A C     TI D 
Sbjct: 337 --PELMRMGAKAEIEGNTVICGDVEELSGAQV-MATDLRASASLVIAGCIASGETIVD 391 
 
 
>ref|YP_002229476.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia J2315] 
 emb|CAR50620.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia J2315] 
          Length = 449 
 
 Score = 47.0 bits (110), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 66/280 (23%), Positives = 118/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + +SG + + G+K+ +  IL    L+     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLAIEGGRRLSGEIVVSGAKNAALPILCAGLLTADPVDLDNVPNLKDVRTTLKVLNQ 88 
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Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +   + DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIDGIGT-DRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    ++A +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHAVIP-DRIEAGTFLCAVAAAGGDVMLTG 282 
 
 
>ref|YP_772235.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria AMMD] 
 gb|ABI85901.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria AMMD] 
          Length = 449 
 
 Score = 47.0 bits (110), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 67/280 (23%), Positives = 118/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + +SG + + G+K+ +  IL    LS     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVVEGGRRLSGEIVVSGAKNAALPILCAGLLSAEPVELDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K     + DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKISGIGT-DRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVLLTG 282 
 
 
>ref|YP_003589699.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bacillus tusciae 
           DSM 2912] 
 gb|ADG06555.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bacillus tusciae 
           DSM 2912] 
          Length = 422 
 
 Score = 47.0 bits (110), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 72/277 (25%), Positives = 116/277 (41%), Gaps = 25/277 (9%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   + I ++    + G V++ G+K+ +  IL    L+EG  VV+++ + +D+  M+  L 
Sbjct: 1   MKALDRIAVEGGTPLEGAVRVHGAKNAALPILAATLLAEGVCVVEDVPDLQDIRVMVDIL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGN 118 
           R LG SV+      R            E+   +++  +FL    +A R   A V+  GG  
Sbjct: 61  RALGASVDYSPPVVRVDARRISRTEVPEELMRQMRSSIFLMGPLLA-RYCHARVSRPGGC 119 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
                     +  RPI   + GL  LGA +D   G  DC   R++      G  + L  + 
Sbjct: 120 T---------IGSRPIDLHLKGLAALGASIDEMHGYIDCRTRRLH------GAAIYLD-T 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G     +I      P +      + R G + E +   D   I  
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Sbjct: 164 PSVGATENLMMAAVLAEGTT---VIGNAAREPEIVDLANFLNRLGARVEGA-GEDTLVIS 219 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
           G Q     ++A +  D   A       ++TGG VT+E 
Sbjct: 220 GVQGLIGGQHAIIP-DRIVAGTLAIAVSMTGGDVTLE 255 
 
 
>emb|CAC20647.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Mycobacterium 
           chelonae] 
          Length = 417 
 
 Score = 47.0 bits (110), Expect = 0.005,   Method: Compositional matrix adjust. 
 Identities = 103/410 (25%), Positives = 159/410 (38%), Gaps = 53/410 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  ++     ++G V + G+K+   +++  A L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   SEHFLVTGGARLTGNVAVTGAKNSVLKLMAAALLAEGTSTITNCPDILDVPLMADVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE +    R            ++ K E          A+R   A+V   G        
Sbjct: 62  GATVELEGDVVRIT--------SPDEPKYEADF------AAVRQFRASVCVLGPLVGRCR 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +R RP+     GL+QLGA  +C +   C    V     L G  ++L    
Sbjct: 108 RAKVALPGGDAIRSRPLDMHQAGLRQLGA--ECTIEHGCV---VAEAKALHGADIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA LA G   +  I      P V     ++ + G + E + +     I  
Sbjct: 163 -SVGATENILMAAVLADG---VTTIHNAAREPDVVDLCTMLVQMGAQIEGAGTSTLTVI- 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G     P    V GD   A+ +   AA+T G VTV G     LQ        L   GA  
Sbjct: 218 -GVPKLHPTEHRVIGDRIVAATWGLAAAMTRGDVTVTGVDPEHLQ---LVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT  +    V    R        KAI+V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQNDNGFRVVQYERP-------KAINVATLPFPGFPTDLQPMAIGLAAIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           V   R +  E+M+       +LGA       + ++    +L+   + + D 
Sbjct: 327 VFEARFRFVEKMM-------RLGADARTDGHHAVVRGIRQLSSAPVWSSD 369 
 
 
>ref|ZP_08116402.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacterium xylanolyticum LX-11] 
 gb|EGB25525.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacterium xylanolyticum LX-11] 
          Length = 417 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 67/268 (25%), Positives = 117/268 (43%), Gaps = 20/268 (7%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           IV++    + GTVK+ G+K+    I+  + LS+G  ++D++   +DV+ M+  +R LG   
Sbjct: 6   IVVESSPALKGTVKVSGAKNSVLPIIAASLLSQGEVIIDDVPELKDVNVMIELIRFLGAK 65 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
                   +  V     + P E  K+    FL    I  R   A ++  GG A        
Sbjct: 66  CTLQDGKLKINVDIKDVEAPYELVKKMRASFLVMGPILARLGHAKISLPGGCA------- 118 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RPI   + G + LGA++D   G      +      L G KV L    S      + 
Sbjct: 119 --IGTRPIDLHLKGFQTLGAEIDIGHGYVEAKAK-----KLVGKKVYLDFP-SVGATENI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +MAA  A G   +  I+     P V      + + G   + + + D   I+G ++ K+ + 
Sbjct: 171 MMAAVFADG---LTTIENAAEEPEVVDLANFLNKMGANIKGAGT-DTIRIEGVKELKATE 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVE 274 
           +  +     + +Y +A +A+TGG V +E 
Sbjct: 227 HTVIPDRIEAGTYMVA-SAMTGGDVLIE 253 
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>ref|ZP_01065877.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio sp. 
           MED222] 
 gb|EAQ52754.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio sp. 
           MED222] 
          Length = 421 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 98/422 (23%), Positives = 170/422 (40%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V  +   
Sbjct: 11  KPLSGEVTISGAKNAALPILFASILAEEPVEVSNVPHLRDIDTTMELLKRLGAKVSRN-- 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+ +  E+  F     + ++++ A++ A G      G     L G  
Sbjct: 69  ----------GSVHVDGS--EINEFCAPYDL-VKTMRASIWALGPLVARFGEGQVSLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHIHGLEQLGATIVLEDGY----VKASVDGRLKGAHIVMD-KVSVGATITI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G     ++D     P +  T   + + G K   + + D   I+G ++    + 
Sbjct: 171 MCAATLAEGTT---VLDNSAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGGQ 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           ++ V  D      FL  AA++GG V         L+  +     LE  GAKV   E  ++ 
Sbjct: 227 HSVV-ADRIETGTFLVAAAVSGGKVVCRNTNAHLLEAALA---KLEEAGAKVETGEGWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    RE      LKA+ +     P    D+     ++ + A G   I +           
Sbjct: 283 LDMTVRE------LKAVKIVTAPHPGFPTDMQAQFTLLNMMAKGSGVITETIF-----EN 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R + I  EL ++GA  E   +  I    +KL+   +    D R + +  +A C     TI 
Sbjct: 332 RFMHI-PELQRMGAKAEIEGNTAICGETKKLSGAQV-MATDLRASASLVIAGCIAQGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>ref|ZP_07147705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           resistens DSM 45100] 
          Length = 418 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 78/286 (27%), Positives = 119/286 (41%), Gaps = 30/286 (10%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V++ G+K+   +++  A L+EGTT + N     DV YM   LR LG  VE + +  +  
Sbjct: 15  GAVRVSGAKNSVLKLMSAALLAEGTTTLTNCPEIADVPYMAEVLRGLGAEVELEGSKVQI 74 
 
Query: 77  VV---VGCGGKFPVEDAKEEVQLFLGNAG-IAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
            V   V     F   DA  + +  +   G +  R L A V   GG+A         +  R 
Sbjct: 75  TVPDQVEHNADF---DAVRQFRASVAVLGPLTARCLKARVALPGGDA---------IGSR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+     GL++LGA      G      +      L G ++KL    S      +L AA L 
Sbjct: 123 PLDMHQSGLEKLGATTRIEHGCVVAEAQ-----RLRGAEIKLDFP-SVGATENILTAAVL 176 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G     ++D     P +     ++   G K     S +   ++G +K  +P    V G 
Sbjct: 177 AEGTT---VLDNAAREPEIVDLCNMLNTMGAKISGGGS-NTITVEGVEKL-NPTTFEVVG 231 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           D   A  +   AA+T G +TV G     L       E L++ GA+V 
Sbjct: 232 DRIVAGTWAYAAAMTQGDITVGGIDPQHLH---LVLEKLKLAGAQV 274 
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>ref|ZP_07093610.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           sp. oral taxon 836 str. F0141] 
 gb|EFK39776.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           sp. oral taxon 836 str. F0141] 
          Length = 409 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 83/321 (25%), Positives = 130/321 (40%), Gaps = 31/321 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+IV++P   + G +++ G+K+ +  IL    L     V++++   +DV  M+  LR LG 
Sbjct: 2   EKIVVRPSGPLKGKIRIGGAKNAALPILAACLLGTEDIVLEDVPKLKDVEIMIEVLRELG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V+ D      ++V             E+   +  + + M  L A +    G A   L  
Sbjct: 62  VKVKYDG----DLIVINSKNLTSYQTNYELMSKMRASFLVMGPLLARM----GKAVNSLP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGT---DCPPVRVNGIG-GLPGGKVKLSGSISS 180 
           G   +  RPI   + G K LGA V+   G        ++ N I    P          S  
Sbjct: 114 GGCAIGSRPIDLHLKGFKALGAKVEMTHGNISAKADKLQANNIYLDFP----------SV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++M A LA G+  IE   K    P +      + + G K   + +     IKG Q 
Sbjct: 164 GATENIIMTATLAEGETLIENCAKE---PEIVDLASFLNKMGAKITGAGT-STIKIKGVQ 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K K   +  +  D   A  F+   AITGG V +E   T  ++        LE  GA+V   
Sbjct: 220 KLKGCYHQIIP-DRIVAGTFMIAPAITGGDVLLENVITNHMK---PILAKLEEAGAEVIV 275 
 
Query: 301 TETSVTVTGPPR-EPFGRKHL 320 
            +  V V G  +  PF  K L 
Sbjct: 276 DDDKVRVIGKEKIYPFEIKTL 296 
 
 
>emb|CBX27296.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [uncultured 
           Desulfobacterium sp.] 
          Length = 417 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 92/394 (23%), Positives = 163/394 (41%), Gaps = 41/394 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I+++    +SG VK+ G+K+ +  IL+ + L +G+    N+ +  D+      L  LG 
Sbjct: 2   DKIIVEGGYPLSGEVKISGAKNAALPILISSLLVDGSCTYSNVPDLMDIESTKNLLINLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E D    +    G    + P E  ++     L    +  R   A V+  GG +     
Sbjct: 62  VCMETDGDIVKMDAAGLNNYEAPYELVRKMRASILVLGPLVARLKKARVSLPGGCS---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RPI   + GL  LGA+VD   G             L G ++    +++     
Sbjct: 118 -----IGARPINLHLKGLAALGANVDLVHGYVEASADT-----LKGAEIYFD-TVTVTGT 166 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             L+MAA LA G     I+      P V     ++ + G K E   +     I G +  K 
Sbjct: 167 ENLMMAAVLAEGT---SILRNAAREPEVVALADVLNKMGAKIEGIGT-SVLKITGVESLK 222 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P +  +  D   A  F+  AA+TG  + +  C    L+  +     L++ G+ +T  +  
Sbjct: 223 -PVSVSIIPDRIEAGTFMVSAALTGSDIKIINCEPAHLESVILK---LKLSGSDITIGDN 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S+ V G  +       + +ID+     P    D+     V+   A G + I    S  +  
Sbjct: 279 SIRVKGGDK-------ISSIDIKTMPYPGFPTDMQAQFMVLMSVAKGFSVI----SETIF 327 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           E  R + + +EL ++GA ++   D  +IT   KL 
Sbjct: 328 EN-RFIHV-SELKRMGADIKISGDTAMITGVPKL 359 
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>ref|NP_638143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. ATCC 33913] 
 ref|YP_242407.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. 8004] 
 sp|Q8P719.1|MURA_XANCP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q4UX36.1|MURA_XANC8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAM42067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. ATCC 33913] 
 gb|AAY48387.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. 8004] 
          Length = 424 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 97/400 (24%), Positives = 160/400 (40%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVHISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQIAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGAD+    G     ++    G L GG+      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGADISVENGY----IKATSNGRLKGGRYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRITVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPDTLDA---VLDKLTEAGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  SVT+    + P      +A+++     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSVTLDMHGKRP------RAVNLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|YP_003319676.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Sphaerobacter 
           thermophilus DSM 20745] 
 gb|ACZ38854.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Sphaerobacter 
           thermophilus DSM 20745] 
          Length = 424 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 101/412 (24%), Positives = 160/412 (38%), Gaps = 54/412 (13%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           A+ I ++    + G V + G+K+ +   +  A L++   ++DN+   ED   M+  LR L 
Sbjct: 7   AKTIRVRGGTRLYGRVAIGGAKNAALPAMAAALLTDEECLLDNVPVLEDTLVMVELLRWL 66 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  VE D+  +R  +  C       DA  E+          +  + A+   +G      G 
Sbjct: 67  GADVEFDQENRRVRI--CAANINRFDAPPEL----------VERMRASFLVSGPLLSRFG 114 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A+    G  R+  RP+   + G +++GA+V    G      R      L G ++ +    
Sbjct: 115 EASSSPPGGCRLGTRPVDVDLRGFRRMGAEVTHTDGGYVMRARR-----LYGAELYMDYP 169 
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Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM--ERFGVKAEHSDSWDRFY 235 
            S      LLMAA LA G   I        I ++   LR M     GV   H         
Sbjct: 170 -SHTGTENLLMAATLARGTTTIVNASSEPEISFLGSILRDMGARITGVGTPH------IR 222 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           + G  + +  + A +  D   A  F   AAIT G V ++      +   +     L   G 
Sbjct: 223 VHGVDRLRGYRAAILP-DRIEAGTFAIAAAITDGEVILDNVSEPDM---LPLTYKLREAG 278 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A+V W +TS+ V        GR  L + ++     P    D+    AV+   A G + I  
Sbjct: 279 AEVWWNQTSMLVR-------GRGELHSTEIQALPFPGFPTDLQAAFAVLMTQAKGQSRIF 331 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEE-GPDYCIITPPEKLNVTAIDTYD 402 
           +    RV       A   EL KLGA +        II  P +L    ++  D 
Sbjct: 332 E----RVFNDRLRYA--AELAKLGADITVIDKQQAIINGPTRLRGADVEALD 377 
 
 
>ref|ZP_05860438.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Jonquetella 
           anthropi E3_33 E1] 
 gb|EEX48459.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Jonquetella 
           anthropi E3_33 E1] 
          Length = 451 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 101/397 (25%), Positives = 168/397 (42%), Gaps = 46/397 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLGALRTLGLSV---EA 69 
           ++GTV + G+K+ +  +L  A L  G  T  V N+    D   ++  L+++GLSV   +  
Sbjct: 37  LNGTVAVQGAKNAALPVLASAILLGGGQTLTVHNVPRLMDTETLVTLLQSMGLSVTFSDG 96 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              AKR     CG      D  +E+ + L     A   +   + A  G A   L G   + 
Sbjct: 97  TVVAKR-----CG------DLGQELPVTLVQKMRASSLVLGPLLAREGRAVMPLPGGCAI 145 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   + GL ++GA V+   G      +      L GG++ L    S      LLMA 
Sbjct: 146 GTRPMDLHLKGLAKMGASVELRHGAVHAESKC-----LRGGRIYLDFP-SVGATENLLMA 199 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G+  IE   +   I  +  +L+ M   G K     +    +I G  +  S +    
Sbjct: 200 ATLAQGETIIENAAREPEIVNLAASLQAM---GAKITGVGTGI-IHIHGCSELHSGEVTI 255 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +    ++ +Y LAG  IT G VTV+         D   A++ E   A V++      VT  
Sbjct: 256 IPDRIAAGTYLLAG-VITDGHVTVD--NVVPQHFDSLLAKLEE---AHVSYERAETKVTV 309 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
            P     RK  +++ V+    P    D+   +      A G + +++     + E+ R + 
Sbjct: 310 FPS----RKSFRSVSVSTLPYPGFPTDIQPQMVAALSLASGTSIVKE----SIFES-RFL 360 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            +  EL ++GA +E   +  II+    LN +A+   D 
Sbjct: 361 HV-PELKRMGADIEVQGNSAIISGVACLNGSAVKATD 396 
 
 
>ref|ZP_02905697.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MEX-5] 
 gb|EDT43119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MEX-5] 
          Length = 449 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 67/280 (23%), Positives = 117/280 (41%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + +SG + + G+K+ +  IL    LS     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVVEGGRRLSGEIVVSGAKNAALPILCAGLLSAEPVELDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
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Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K       DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIT-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVLLTG 282 
 
 
>ref|YP_001807067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MC40-6] 
 gb|ACB62851.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria MC40-6] 
          Length = 449 
 
 Score = 47.0 bits (110), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 67/280 (23%), Positives = 117/280 (41%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + +SG + + G+K+ +  IL    LS     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVVEGGRRLSGEIVVSGAKNAALPILCAGLLSAEPVELDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K       DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIT-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVLLTG 282 
 
 
>ref|ZP_08092037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           symbiosum WAL-14163] 
 ref|ZP_08106388.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           symbiosum WAL-14673] 
 gb|EGA92474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           symbiosum WAL-14163] 
 gb|EGB19538.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           symbiosum WAL-14673] 
          Length = 418 
 
 Score = 47.0 bits (110), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 97/403 (24%), Positives = 154/403 (38%), Gaps = 50/403 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           L PIK   G + + GSK+    ++  A L+ G TV++N+   +DV  M+G L +LG S   
Sbjct: 9   LCPIK---GEITVQGSKNAVLPMMAGAVLNNGITVINNVPRIQDVFCMMGILDSLGCSCV 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDG 125 
            D  +      G   +F +  A+ E           MRS   L  A+      A     G 
Sbjct: 66  LDGHSLTIDAAGL-SRFSIPKAEME----------KMRSSIMLLGALLGRCKEAEVYYPG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------S 179 
              + +RPI   ++ L+++GA +    G +  P+R +    +P    +L G++      S 
Sbjct: 115 GCMIGKRPIDLHLMALEKMGARIREGQGDE--PLRAS----VP----RLRGTVVDFPFPS 164 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                  + AA  A G     +++     P +    R M   G         D   I+GG 
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Sbjct: 165 VGATENAIFAAVAASGKT---VLNGCAKEPEIVELCRFMNNMGASV-RGVGGDVLVIEGG 220 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
                 +   V GD  +   +L  AA  GG + + G G+   QG      VL+ MGA V  
Sbjct: 221 LPLHDSEFT-VGGDRIAGGTYLLAAAGAGGEILLTGTGS---QGLKTVTSVLKQMGAAVF 276 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
             E  + +    R       L A  +     P     L  V +     +  R +++   K 
Sbjct: 277 EEEELIYLKAAGR-------LSAASIKTGPYPGFPTDLQSVMMAV--MSRARGISTIEEK 327 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
             E       EL KLGA +    D   I     L    ++ +D 
Sbjct: 328 IFESRFKTANELQKLGAEIVIEEDIAKIQGRPLLKGCEVNAWD 370 
 
 
>ref|YP_001422952.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           amyloliquefaciens FZB42] 
 gb|ABS75721.1| MurAA [Bacillus amyloliquefaciens FZB42] 
          Length = 436 
 
 Score = 47.0 bits (110), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 90/359 (25%), Positives = 145/359 (40%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L SE  +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASEEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GADVHFEN---NEVTVNASYALETEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           ++   L G   +  RPI   + G + +GA +    G     V     G L G K+ L    
Sbjct: 108 HSRVALPGGCAIGSRPIDQHLKGFEAMGAKIKVGNGFIEAEVE----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G   +E + K    P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENLIMAAALAEGTTTLENVAKE---PEIVDLANYINAMGGKIRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K    ++  +  D   A  F+  AAIT G V V+G     L         +E MG K 
Sbjct: 219 GVEKLHGVRHNIIP-DRIEAGTFMVAAAITEGNVLVKGAVPEHL---TSLIAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +T     + V GP +       LK ID+     P    D+   +  + L A G + I + 
Sbjct: 275 ITDEGEGLRVIGPAQ-------LKPIDIKTMPHPGFPTDMQSQMMALLLRASGTSMITE 326 
 
 
>ref|YP_003180311.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Atopobium 
           parvulum DSM 20469] 
 gb|ACV51720.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Atopobium 
           parvulum DSM 20469] 
          Length = 427 
 
 Score = 47.0 bits (110), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 96/386 (24%), Positives = 155/386 (40%), Gaps = 51/386 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             ++G V + G+K+ + +++    ++ G T + N+ N  DVH M   L+TLG  +E     
Sbjct: 10  NSVTGEVTVEGAKNSALKLMAATIMAPGVTTLTNVPNIADVHVMGKVLKTLGARIE---- 65 
 
Query: 73  AKRAVVVGCGG-KFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                VVG    K    D    E    L     A  ++   + +  G A   + G   +  
Sbjct: 66  -----VVGLHELKIDTTDITSWETPYSLVAQMRASTAVLGPLISRFGKAVVAMPGGCNIG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            R I   ++GL+ LG +     G     +  +   G+ G  V L+ + S      L+MA+ 
Sbjct: 121 ARKIDMHILGLEALGVEFKVEHGN----IHASAPHGVTGETVSLAFA-SVGATENLMMAS 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G   + +ID     P +     ++ + G   + + S     I G  +   P    V 
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Sbjct: 176 VFAKG---VTVIDNAAREPEIVDLANMLNKMGANIQGAGS-PVIEIHGVTELH-PVEHEV 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----WTETSVT 306 
            GD   A  FLA  A+TG  +TV G     L   +K     E MG  V     W   S   
Sbjct: 231 VGDRIEAGTFLAIGALTGEPITVHGFEPNHLGLVLK---KYEQMGITVETGDRWARASR- 286 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDV-----AMTLAVVALFADGPTAIRDVASWRVKET 361 
                     ++ LKAID+     P       A T+ ++AL A G   I +     V E  
Sbjct: 287 ----------QQDLKAIDIQTLPFPGFPTDMQAQTMTLLAL-AKGTCIITE----NVFEN 331 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCII 387 
             M+A  +EL+++GA +     + I+ 
Sbjct: 332 RFMLA--SELSRMGADITIEGHHAIV 355 
 
 
>ref|ZP_01113773.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Reinekea sp. 
           MED297] 
 gb|EAR10152.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Reinekea sp. 
           MED297] 
          Length = 420 
 
 Score = 47.0 bits (110), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 88/365 (24%), Positives = 148/365 (40%), Gaps = 48/365 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V++ G+K+ +  IL    L++ T  + NL +  D+  M+G L ++G+SV  ++    
Sbjct: 12  LNGEVRVSGAKNAALPILTATLLTKETVTLHNLPHLNDITTMIGLLGSMGVSVVLNEDMS 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             V   C G      A  E+          ++++ A++T  G      G A   L G    
Sbjct: 72  VEV---CAGTIREYTAPYEM----------VKTMRASITVLGPLLGHFGEANVSLPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + G++ LGA +D     D   +     G L G +     +        +LM 
Sbjct: 119 IGARPVDLHLRGMEALGATIDV----DSGYITARSNGRLKGARYFFDKNTVGGT-ENVLM 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   +E + K    P V   +R+++  G K E + + D   I+G +         
Sbjct: 174 AAVLAEGTTVLENVAKE---PEVVDLIRMLQAMGAKIEGAGT-DTLVIEGVESLHGCDYT 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTV 307 
            +     + +Y +AG A+ G  V V+      L    VK  E     GAK+T  +  V V 
Sbjct: 230 IMPDRIEAGTYLVAG-ALAGDRVKVKNVVPQDLDPVLVKLQEA----GAKLTVGDDWVEV 284 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----SWRVK 359 
               RE      L A+D+     P    D+      +   A G   + +         +  
Sbjct: 285 DMVGRE------LTAVDIRTAPHPAFPTDMQAQFTTLNAVAKGTGTVEETVFENRFMHIS 338 
 
Query: 360 ETERM 364 
           E ERM 
Sbjct: 339 ELERM 343 
 
 
>ref|YP_004182161.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Terriglobus 
           saanensis SP1PR4] 
 gb|ADV82167.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Terriglobus 
           saanensis SP1PR4] 
          Length = 426 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 85/369 (23%), Positives = 155/369 (42%), Gaps = 41/369 (11%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA-AKR 75 
           GT+K+ G+K+ +   +  A L+E   V++N+    D+      L  +G  VE     A+  
Sbjct: 14  GTIKVSGAKNSALPCMAAAILTEEEVVLENIPQVRDIETERKLLEAMGAQVELGYGRAQH 73 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
              + C       +AK E+   +  + + +  L A V    G A   + G   + +RPI  
Sbjct: 74  RTTIRC-AVLSDPEAKYEIVKTMRASSLVLGPLVARV----GMARVAVPGGCSIGDRPID 128 
 
Query: 136 DLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
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             + GL+ +GA +    G  +    R+ G   +   K+ ++G+        LLMAA LA  
Sbjct: 129 LHLKGLELMGAKITQDHGYIEARADRLKG-AHILFDKITVTGT------EDLLMAATLAD 181 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G+    I++     P V     ++   G K E + +  +  ++G  K    ++  +  D  
Sbjct: 182 GET---IMENCAQEPEVTDLANMLISMGAKIEGAGT-SKITVQGVSKLHGTRH-RINPDR 236 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 314 
             A  F+   AI+GG + V+ C    L   +     LE  G ++   + ++ V        
Sbjct: 237 IEAGTFIIAGAISGGDLNVDCCNPGHLAAVIAK---LEECGVRLDVGKENIRVR------ 287 
 
Query: 315 FGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG-PTAIRDVASWRVKETERMVAIRT 369 
               HLKA DV+  + P    D+      +A  ++G  T I ++   R           + 
Sbjct: 288 -SEGHLKAADVSTVEYPGFPTDMQAQYMALATQSEGTSTVIENIFENRFMHV-------S 339 
 
Query: 370 ELTKLGASV 378 
           EL ++GA++ 
Sbjct: 340 ELVRMGANI 348 
 
 
>emb|CBL05022.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Gordonibacter 
           pamelaeae 7-10-1-b] 
          Length = 429 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 119/445 (26%), Positives = 173/445 (38%), Gaps = 53/445 (11%) 
 
Query: 4   AEEIVL-QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           AEEI++ Q    ++G V + G+K+ + +++  + L  GTT + N+    D+  M   LR  
Sbjct: 2   AEEIIIVQGTGVLAGEVPVSGAKNSALKLMAASLLGGGTTAIHNVPLISDIAIMSEVLRC 61 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           L   VE +      +VV  G     E   E V      A IA   +   +    G A    
Sbjct: 62  LNARVERE---GHTLVVDTGSVDKWETPYELVSKM--RASIA---VLGPLIGRFGQARVA 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGAD--VDC-FLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           + G  ++  R I   +VGL+ LG +  VD  FL    P        GL G  V L    S 
Sbjct: 114 MPGGCQIGARKIDMHLVGLEALGVEFVVDHGFLEATTPH-------GLAGAHVVLDFP-S 165 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 LLMAA  A G   +E   +   I  +   L  M      A  S     F    G 
Sbjct: 166 VGATENLLMAAVAAEGTTTVENAAREPEIVDLANMLNAM-----GARVSGGGSSFIEVEG 220 
 
Query: 240 QKYKS--PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
              +S  P      GD   A  FL G A+ GG VTV G   + L+  +     LE MG   
Sbjct: 221 VPVESLHPCEHTTVGDRIEAGTFLTGGALMGGPVTVRGIDPSYLRMALM---KLEAMGCD 277 
 
Query: 298 VTWTETSVTV--TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           V      +TV   GP         L  ID+     P    D+     ++A  A+G + I  
Sbjct: 278 VQAGADCITVRREGP---------LAPIDLQTLPHPGFPTDLQAQFMLLAARAEGTSVIT 328 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           +     V E   M A  +EL ++GA +     + ++   + L    + +  D R   A   
Sbjct: 329 E----NVFENRFMFA--SELMRMGADIVIEDHHALVRGVDGLQGADVSST-DLRAGAALV 381 
 
Query: 412 LAAC-AEVPVTIRDPGCTRKTFPDY 435 
           LA   AE    + D     + + DY 
Sbjct: 382 LAGVSAEGETRVHDIRHIDRGYEDY 406 
 
 
>ref|YP_001020026.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylibium 
           petroleiphilum PM1] 
 gb|ABM93791.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylibium 
           petroleiphilum PM1] 
          Length = 434 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 93/408 (22%), Positives = 160/408 (39%), Gaps = 58/408 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G V + G+K+ +   L  A L+       N+   +DV   L  LR +G 
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Sbjct: 11  DKLIIRGGRRLHGEVAISGAKNAALPELCAALLTAEPVRFSNVPRLQDVSTTLKLLRNMG 70 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
              E  ++    V +  G   PV   +    L        ++++ A++   G      G  
Sbjct: 71  AVAERSESRPDEVTIDAG---PVSSPEAPYDL--------VKTMRASILVLGPLLARFGE 119 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           AT  L G   +  RP+   + GL+ +GA +     ++    P       GGL G ++  + 
Sbjct: 120 ATVSLPGGCAIGSRPVDQHIKGLQAMGAQISVEHGYIIAKAP----KASGGLRGARIT-T 174 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRF 234 
             ++      LLMAA LA G+  +E   +   IP   EM + +    G K E   S  +  
Sbjct: 175 DMVTVTGTENLLMAATLADGETVLENAAQEPEIPDLAEMLISM----GAKIEGHGS-SKI 229 
 
Query: 235 YIKGGQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLE 292 
            I+G  +  +P+  + V  D   A  FL   A  GG V ++      L   + K  E    
Sbjct: 230 RIQGVAQLHAPRGGHRVVPDRIEAGTFLCAVAAAGGEVLLKHARADHLDAVIDKLREAGV 289 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPT 348 
            + A   W   +               LKA+    ++ P    D+      +   A+G   
Sbjct: 290 RIEAGSDWIRVA-----------SDGKLKAVGFRTSEYPAFPTDMQAQFMALDCIAEG-- 336 
 
Query: 349 AIRDVASWRVKET--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                 + RV ET  E       EL +LGA +E      I+T   +L+ 
Sbjct: 337 ------TARVTETIFENRFMHVDELVRLGAKIEVDGHTAIVTGVPQLS 378 
 
 
>ref|YP_003743403.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           billingiae Eb661] 
 emb|CAX61556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           billingiae Eb661] 
          Length = 420 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 98/421 (23%), Positives = 169/421 (40%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG+  E + +   
Sbjct: 12  LSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLSQLGVKAERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V ++     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHLDASDVNIYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +  T   +   G K   + S DR  I+G ++        
Sbjct: 172 AATLATGTT---VIENAAREPEIVDTANFLNTLGAKITGAGS-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG V        +L  D   A++ E  GA++      +++ 
Sbjct: 226 YRVLPDRIETGTFLIAAAISGGKVLCHATQPDTL--DAVLAKLRE-AGAEIQTGPDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++      P    D+    +++ L A+G   I +          R 
Sbjct: 283 DMHGKRP------KAVNFRTAPHPGFPTDMQAQFSLLNLVAEGTGVITETIF-----ENR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    EKL+   +    D R + +  LA C     TI  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTAICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|YP_003650793.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermobispora 
           bispora DSM 43833] 
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 gb|ADG86900.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermobispora 
           bispora DSM 43833] 
          Length = 425 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 68/232 (29%), Positives = 102/232 (43%), Gaps = 26/232 (11%) 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+MAA LA G     +I+     P V   + ++ R G K     +     ++G +  K+  
Sbjct: 172 LVMAATLAKGTT---VIENAALEPEVLDVIAMLTRMGAKIRGGGTGF-ITVEGVENLKAV 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           ++  V  D   A  F   AAITGG VT+ G     L G V++   LE MG +    ET+  
Sbjct: 228 EHT-VMPDRLDAGVFAMAAAITGGEVTLVGAELQHL-GVVRWK--LEQMGVEF---ETNG 280 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            V    RE    K L+ I+V  +  P    D+   +  VA  ADG + I +      +   
Sbjct: 281 AVLHVRRE----KPLRPINVITDTYPGFATDLQSPIMAVACLADGTSYIHE------RIF 330 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           +   A+  EL K+GA +E      ++  P  L  T + T  D R  +A  LA 
Sbjct: 331 DGRFALAGELNKMGAKIEVQGSRAVVHGPTPLRGTQV-TAHDLRSGIALVLA 381 
 
 
>ref|YP_001356424.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Nitratiruptor 
           sp. SB155-2] 
 sp|A6Q3K8.1|MURA_NITSB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAF70067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Nitratiruptor 
           sp. SB155-2] 
          Length = 420 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 98/420 (23%), Positives = 176/420 (41%), Gaps = 61/420 (14%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G+V + G+K+ +  ++    LS+ +  +DNL + +D+  +L  L+ LG S       
Sbjct: 10  KTLNGSVPISGAKNAALPLIASTILSKQSVQIDNLPDVQDIKTLLRLLQNLGAS------ 63 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GNATYV 122 
                       +  ED    +      + +A    +R++ A++   G      G      
Sbjct: 64  ------------YQYEDGLATIDASKLTSTVATYDIVRTMRASILVLGPILAKYGRCEVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   + +RPI   +  L+Q+GA +    G     V      GL G  + +   I+    
Sbjct: 112 LPGGCAIGQRPIDLHLQALEQMGAKITIKAGY----VVAEAPNGLKGSTI-IFDKITVTG 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA LA G   I    K    P V     +++  GV+ +   S D   I+G  +  
Sbjct: 167 TENIVMAAALAKGTTTIINAAKE---PEVVQLCEVLKDAGVQIDGIGS-DELIIEGTDRE 222 
 
Query: 243 KSPKNA-YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                A +V  D   A  +L   AIT  T+++E      L  D    + L+ MG  +    
Sbjct: 223 PIEMRAIHVIPDRIEAGTYLCAGAITNSTLSIENVIPHHL--DSVLVK-LKQMGFPLDVN 279 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E+++T+  P R       ++ +++  ++ P    D+      +AL A+G + I +    R 
Sbjct: 280 ESNITIH-PART------IEPVEIVTSEYPGFPTDMQAQFMALALLANGASIIEE----R 328 
 
Query: 358 VKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           + E   M    +EL + GA+++ +G    +I P E      + T  D R + A  LA  A 
Sbjct: 329 LFENRFMHV--SELKRFGANIQLKGNIATVIGPTELWGADVMAT--DLRASSALVLAGLA 384 
 
 
>ref|ZP_00958670.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseovarius 
           nubinhibens ISM] 
 gb|EAP77132.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseovarius 
           nubinhibens ISM] 
          Length = 422 
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 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 89/378 (23%), Positives = 149/378 (39%), Gaps = 53/378 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG + + G+K+    ++    LSE    + N     D+  M   L++LG  V + +  + 
Sbjct: 12  LSGEIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIKTMTQLLQSLGAEVTSMQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
               V       + +   E  +        +R + A+    G      G A   L G    
Sbjct: 72  ----VQAMSSHDINNHVAEYDI--------VRKMRASNLVLGPMLARLGQAVVSLPGGCA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL++LGA++   D +L    P       GGL G  ++  G  S       
Sbjct: 120 IGSRPMDLHIFGLEKLGAEIELKDGYLHAKVP-------GGLKGAVIEF-GFASVGATEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           +LMAA LA G     ++      P +      + + G + E  D      I+G  +     
Sbjct: 172 VLMAATLAKGTT---VLRNAAREPEIVDLANCLRKMGAQIE-GDGTSEIVIQGVDRLHGA 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V       +Y LA  AI GG V   G     L+    F + LE  G +VT TE  + 
Sbjct: 228 THPVVTDRIELGTYMLA-PAICGGEVECLGGRRDLLEA---FCQKLEAAGVEVTETERGL 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            V+       GR  ++A+DV     P    D+      +   A+G + + +    ++ E  
Sbjct: 284 KVS----RKNGR--VQAVDVTTEPFPGFPTDLQAQFMALMCTAEGDSVLEE----KIFEN 333 
 
Query: 362 ERMVAIRTELTKLGASVE 379 
             M A   EL ++GA +E 
Sbjct: 334 RFMHA--PELQRMGARIE 349 
 
 
>ref|YP_003346247.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga 
           naphthophila RKU-10] 
 gb|ADA66833.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga 
           naphthophila RKU-10] 
          Length = 421 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 105/447 (23%), Positives = 178/447 (39%), Gaps = 48/447 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++V+Q    + G V++ GSK+ +  I+  A L +   ++ N+   +DV  M+  LR++G  
Sbjct: 3   KLVVQGGTVLEGEVEISGSKNAALPIMAAAILCDEEIILKNVPRLQDVFVMIDILRSIGF 62 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            VE D+     KR   +    + P E  ++    F     IA+R+  A V   GG +  V 
Sbjct: 63  RVEFDENELKIKRENDISQ--EVPYELVRKMRASFNVLGPIAVRTGRAKVALPGGCSIGV 120 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                    RP+   + GLK++G  +    G       V         +V ++    S   
Sbjct: 121 ---------RPVDFHLEGLKKMGFSIKVEHGF------VEATFERRTDQVTITLPFPSVG 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            +  LM     L    + +I+     P +      + R G + E + +  R  I+G +K  
Sbjct: 166 ATEHLMTTAALLEGTRV-VIENAAMEPEIVDLQNFINRMGGRIEGAGT-SRIVIEGVEKM 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +  + + +     + +Y +A AA + G   V+      L     F E LE  GAK      
Sbjct: 224 QGVEYSIIPDRIEAGTYLVAIAA-SRGKGLVKNVNPDHL---TNFFEKLEETGAK----- 274 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
             + V G   E   R+  +A+DV  N  P    D+   +      A G + I  +V   R 
Sbjct: 275 --LKVLGNEVEIEMRERPEAVDVTTNPYPGFPTDLQPQMMAYLSTASGVSVITENVFKTR 332 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
               +       EL ++GA +E   +  I+   EKL+   ++   D R   A  +A     
Sbjct: 333 FLHVD-------ELKRMGADIEVSGNVAIVKGVEKLSGAPVEG-TDLRATAALLIAGIIA 384 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
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             VT  +       F  Y DV+  F K 
Sbjct: 385 DGVT--EISNVEHIFRGYEDVIDKFSK 409 
 
 
>ref|NP_350124.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           acetobutylicum ATCC 824] 
 sp|Q97DD9.1|MURA2_CLOAB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 gb|AAK81464.1|AE007850_5 UDP-N-acetylglucosamine enolpyruvyl transferase [Clostridium 
           acetobutylicum ATCC 824] 
 gb|ADZ22582.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           acetobutylicum EA 2018] 
          Length = 418 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 96/402 (23%), Positives = 164/402 (40%), Gaps = 65/402 (16%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           G+V++ G+K+ +  IL  A + SEG +V+DN+ + +D+  +   + +LG  V   K  +  
Sbjct: 14  GSVEIGGAKNAAVAILPAAIMASEGISVIDNIPDIQDIQRLERIITSLGCKV---KRVQN 70 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMRER 132 
            V +       V    E+        G  MR+   L  A+    G A   L G   +  R 
Sbjct: 71  TVEIDSTNLTSVNADTED--------GSKMRASYYLIGALLGRFGKAKVELPGGCPIGVR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------ISSQYLSAL 186 
           PI   + G + LGA V    GT            +     KL G+      +S      L 
Sbjct: 123 PIDQHIKGFEALGATVKISHGT------------VEAQADKLIGTNIYFDVVSVGATINL 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           ++A+  A G   +E   K    P++      +   G   + + + D   I G +K K    
Sbjct: 171 MLASVFAEGTTVLENAAKE---PHIVDVANFLNSMGANIKGAGT-DVIRIAGVEKLKGCN 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            + +     +A+Y +A AA  GG VT++      L+     +  L  MGA +   +  VT 
Sbjct: 227 YSVIPDQIEAATYMIATAA-CGGCVTIKNVIPKHLE---SISAKLIEMGADIKEGDDYVT 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW--RVKE 360 
           +          K+LK +++     P    D    ++ +   + G + + + + W  R+K  
Sbjct: 283 IE-------SHKNLKGVNIKTLPYPGFPTDAQQPMSTLLSISQGRSIVNE-SIWESRLKH 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
            +       EL K+GA+++      II   EKL   NV A D 
Sbjct: 335 VD-------ELKKMGANIKVEGTVAIIDGVEKLTGANVKATD 369 
 
 
>ref|YP_004001889.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor owensensis OL] 
 gb|ADQ04089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor owensensis OL] 
          Length = 419 
 
 Score = 46.6 bits (109), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 98/402 (24%), Positives = 161/402 (40%), Gaps = 42/402 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+IV++    + G V + G+K+ +  ++  A + EG +V++NL   EDV  M   L  LG 
Sbjct: 6   EKIVIEGGYPLEGEVIINGAKNAAVAVIPAALMVEGESVIENLPLIEDVFAMDDILLKLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E    + +             +   +++        A   L  A+    G A   +  
Sbjct: 66  AKIEYYNHSLKIDAKNLHSYIAPYETVRKIR--------ASYYLIGALLTRFGRAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G      RPI   + G K LGADV    G     ++      L G K+ L   +S      
Sbjct: 118 GGCNFGSRPIDQHIKGFKALGADVRIENGM----IKAYA-DRLVGAKIYLD-VVSVGATI 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G     II+     P+V  T   +   G K + + + D   I+G  K    
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Sbjct: 172 NLMLAAVKAKGTT---IIENAAKEPHVVDTANFLNSMGAKIKGAGT-DVIRIEGVDKLTP 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K A +     + +Y +A  A T G V V+      L+     A+++E MGA++   E S 
Sbjct: 228 AKYAIIPDQIEAGTYMIAACA-TRGHVIVKNVIPKHLEALT--AKLIE-MGAEIITYEDS 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +       E   R+ LK+  +     P    D+   + V+     G T+I     W     
Sbjct: 284 I-------EVICRQKLKSSSIKTMPYPGFPTDLQPQMTVLLSLCSG-TSIVTEGVW---- 331 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAID 399 
            E       EL K+GA+++      ++   E L    V A+D 
Sbjct: 332 -ENRYQYIDELKKMGANIKVEGRVAVVEGVESLQGAEVVAVD 372 
 
 
>ref|YP_985078.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax sp. 
           JS42] 
 gb|ABM41002.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax sp. 
           JS42] 
          Length = 450 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 73/284 (25%), Positives = 124/284 (43%), Gaps = 43/284 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G V + G+K+ +   L  A L+     + N+   +DV  ML  +R +G 
Sbjct: 12  DKLLIRGGRPLVGEVPISGAKNAALPELCAALLTADPVTLHNVPRLQDVATMLRLIRNMG 71 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA------MRSLTAAVTAAG-- 116 
           + V+      R     C     V DA   V+L  G           ++++ A+V A G   
Sbjct: 72  VQVD------RIANPDC----SVADAAGIVRLDAGGLSTPEAPYDLVKTMRASVLALGPL 121 
 
Query: 117 ----GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 172 
               G AT  L G   +  RP+   + GL+ +GA +    G          I  LP G   
Sbjct: 122 LARFGEATVSLPGGCAIGSRPVDQHIKGLQAMGAQIVVEHGYM--------IARLPQGWT 173 
 
Query: 173 KLSGS-ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           +L G+ I++  ++      LLMAA LA G+    +++     P V     ++ + G + E 
Sbjct: 174 RLKGARITTDMVTVTGTENLLMAATLAEGET---VLENAAQEPEVADLAEMLIKMGARIE 230 
 
Query: 227 -HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 269 
            H  S  R  I+G ++    ++A V  D   A  FL   A TGG 
Sbjct: 231 GHGTS--RIRIQGVERLHGCEHAVV-ADRIEAGTFLCAVAATGG 271 
 
 
>ref|ZP_01453229.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mariprofundus 
           ferrooxydans PV-1] 
 gb|EAU53902.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mariprofundus 
           ferrooxydans PV-1] 
          Length = 431 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 105/424 (24%), Positives = 163/424 (38%), Gaps = 41/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I++Q    ++GTVK  G+K+ +  +L  A L +G      + +  D+  M+  L   G 
Sbjct: 2   DKIIIQGGNALTGTVKASGAKNAALPLLAAAILVDGRVTYHRIPHLHDISTMMTLLAWQG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D          C      E  K E    L     A   +   + A  G AT  L  
Sbjct: 62  ADVAYDDQY-------CLHVDTREANKPEAPYELVKTMRASSLVLGPLLARFGEATVSLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + GL+ +GA +D   G     V     G L G  +     ++      
Sbjct: 115 GGCAIGARPIDMHLRGLEAMGATIDVAQGNIIARVD----GRLRGAHIVFD-QVTVTGTE 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L+MAA LA G+    ++D     P +      +   G   +   S +R  I+G  +    
Sbjct: 170 NLMMAAVLAEGET---VLDNAAREPEIVNLAESLRGLGAVIQGEGS-NRIVIQGVDRLHG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
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            +   +     +A+Y  AG  ITGG VTV G            A +LE   AKV  T    
Sbjct: 226 GEMTTIADRIETATYLAAG-LITGGDVTVTGTD----------ASMLEAFLAKVRDTGAL 274 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           V           R  LKA+D+     P    D+      +   ADG + IR+     + E 
Sbjct: 275 VETGDDYIRCKARGRLKAVDIQTQPHPGFPTDLQAQFMAMMTLADGVSVIRET----IFE 330 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLAACAE 417 
              M     EL ++G  +    +  I+   ++L+   V A D      + +A  LAA  E 
Sbjct: 331 NRFMHV--QELARMGVDIRLDGNTAIVHGRKQLSGAPVMATDLRASASLVLA-GLAAKGE 387 
 
Query: 418 VPVT 421 
             V+ 
Sbjct: 388 TTVS 391 
 
 
>ref|ZP_03717239.1| hypothetical protein EUBHAL_02316 [Eubacterium hallii DSM 3353] 
 gb|EEG35856.1| hypothetical protein EUBHAL_02316 [Eubacterium hallii DSM 3353] 
          Length = 437 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 104/441 (23%), Positives = 185/441 (41%), Gaps = 43/441 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  A +++G  ++DN+ N  D + +L A+  +G 
Sbjct: 2   EQYIIKGGNPLVGEVVIGGAKNAALGILAAAIMTDGECLIDNMPNVRDTNVLLQAMEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNAT 120 
            ++  D+     VV+   GK    +      L + N  I    A   L  A+      A  
Sbjct: 62  ATI--DRKGDNEVVI--SGK----NIDSTGDLIVDNEYIRKIRASYYLIGALLGKYRKAQ 113 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            VL G   +  RPI   + G + LGA+V    G             L G ++ L   +S  
Sbjct: 114 VVLPGGCDIGSRPIDQHIKGFRALGAEVKIEHGMIIAQAE-----QLVGNRIYLD-VVSV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G+    +I+     P++      +   G     + + D   IKG + 
Sbjct: 168 GATINIMMAASLAQGNT---VIENAAKEPHIVDVANFLNSMGANIRGAGT-DVIRIKGVE 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K+   + + +  D   A  F+  AA T G V ++      L+     A+++E +GA++   
Sbjct: 224 KFHDTEYSVIP-DQIEAGTFMMAAAATRGDVLIKNVIPKHLE--TISAKLIE-IGAEIEE 279 
 
Query: 301 TETSVTVTGPPREPFGR-KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           ++ +V V    R    + K L       +  P +A+TL    L     T    +   R + 
Sbjct: 280 SDDAVRVVAAQRLRHTQIKTLPYPGFPTDMQPQMAITL---GLSTGTSTITESIFENRFR 336 
 
Query: 360 ETERMVAIRTELTKLGASVE--EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
             E       EL ++GA+++  EG +  II   EK    ++    D R   A  +A   A 
Sbjct: 337 YVE-------ELRRMGANIKMVEG-NTAIIHGVEKYTGASV-AAPDLRAGAALVIAGLAA 387 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFD 437 
           E   T+   G  ++ + + FD 
Sbjct: 388 EGYTTVTQIGYIQRGY-ERFD 407 
 
 
>ref|YP_003975118.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           atrophaeus 1942] 
 gb|ADP34187.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           atrophaeus 1942] 
          Length = 436 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 90/359 (25%), Positives = 145/359 (40%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L SE  +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASEEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
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Sbjct: 62  GADVHFEN---NEVTVNASYALQTEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           ++   L G   +  RPI   + G + +GA +    G     V     G L G K+ L    
Sbjct: 108 HSRVALPGGCAIGSRPIDQHLKGFEAMGAKIKVGNGFIEAEVE----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G   +E + K    P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENLIMAAALAKGTTTLENVAKE---PEIVDLANYINAMGGKIRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K    K+ ++  D   A  F+  AAIT G V V+G     L         +E MG K 
Sbjct: 219 GVDKLHGVKH-HIIPDRIEAGTFMVAAAITEGNVLVKGAVPEHL---TSLIAKMEEMGVK 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +      + V GP +       LK ID+     P    D+   +  + L A+G + I + 
Sbjct: 275 IQDEGEGLRVIGPAK-------LKPIDIKTMPHPGFPTDMQSQMMALLLRANGTSMITE 326 
 
 
>ref|ZP_02948415.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           butyricum 5521] 
 ref|ZP_04529594.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           butyricum E4 str. BoNT E BL5262] 
 gb|EDT76636.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           butyricum 5521] 
 gb|EEP52412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           butyricum E4 str. BoNT E BL5262] 
          Length = 421 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 89/380 (23%), Positives = 155/380 (40%), Gaps = 39/380 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E +V+     + G+V + G+K+ +  IL  A + S+G  ++DN+ + EDVH +   LR+L 
Sbjct: 2   ERLVINGGYLLKGSVDINGAKNAAVAILPAAIMASKGKCIIDNIPDIEDVHCLERILRSL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G ++  +K     + +        +   E+V+        A      A+ +    A  VL 
Sbjct: 62  GCNI--NKIDNNTLEIDSANVDNFDACTEDVRRMR-----ASYYFIGALLSRFKRARVVL 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADV    G       VN       G       +S     
Sbjct: 115 PGGCSIGVRPIDQHIKGFEALGADVTIEHGA------VNVKADRLIGANIFFDVVSVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +++AA LA G   +E + K    P+V      +   G     + + D   IKG +  + 
Sbjct: 169 INVMIAATLAEGITTLENVAKE---PHVVDVANFLNSMGADIRGAGT-DVIRIKGVESLQ 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
               + +  D   A  F+  AA TGG V +       L+     A+++E MG  V   +  
Sbjct: 225 GCAYSVIP-DQIEAGTFMIAAAATGGDVYIRNVIPKHLES--ISAKLIE-MGVTVEENDD 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S+ VT         K LK +++     P    D+   ++ +     G + I + + W  + 
Sbjct: 281 SIRVTVD-------KPLKGVNIKTTPYPGFPTDIQQPMSTLLSIVPGRSLITE-SIWENR 332 
 
Query: 360 ETERMVAIRTELTKLGASVE 379 
                     EL K+GA+++ 
Sbjct: 333 HKH-----IDELKKMGANIK 347 
 
 
>ref|ZP_01861862.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           SG-1] 
 gb|EDL63091.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus sp. 
           SG-1] 
          Length = 438 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 107/445 (24%), Positives = 172/445 (38%), Gaps = 61/445 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
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           E+I+++  + ++GTVK  G+K+    ++    L SEG +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQSLNGTVKAEGAKNAVLPVIAATLLASEGKSVIKDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
              V     +   V V    +  VE   E V           R + A+V   G      G 
Sbjct: 62  NTDV---TFSNNEVTVDASRELFVEAPFEYV-----------RKMRASVLVMGSLLGRTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + G + +GA V   +G       V+G   L G KV L    
Sbjct: 108 RARVALPGGCAIGSRPIDQHLKGFEAMGAKVK--VGNGFIEAEVDG--RLKGAKVYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G   +E + K    P +      + + G   + + +     I+ 
Sbjct: 164 -SVGATENIMMAAVLAEGTTVLENVAKE---PEIVDLANFLNKMGANVKGAGTGT-IRIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++    ++  +  D   A  F+  AAIT G V V+G     +         +E MG   
Sbjct: 219 GVERLYGVEHNIIP-DRIEAGTFMVAAAITQGNVLVKGAIAEHMS---SLVAKMEEMGVT 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +      + V GP +       LK ID+     P    D+   +  + L A+G + I +  
Sbjct: 275 IIEEAEGLRVIGPEK-------LKPIDIKTMPHPGFPTDMQSQMMALLLRAEGTSVISET 327 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           V   R    E       E  ++ A ++      II  P  L    +    D R A A ++ 
Sbjct: 328 VFENRFMHVE-------EFRRMNADIKIEGRSVIINGPVTLQGAEVGA-TDLRAAAALTI 379 
 
Query: 413 AACAEVPVTIRDPGCTRKTFPDYFD 437 
           A            G TR T   + D 
Sbjct: 380 AGLVA-------EGYTRVTELHHLD 397 
 
 
>gb|ADP67872.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Buchnera 
           aphidicola str. JF98 (Acyrthosiphon pisum)] 
          Length = 343 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 62/267 (23%), Positives = 109/267 (40%), Gaps = 24/267 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ ++  K ++G V + GSK+ +  IL +  L+EG   + N+ N  D++  L  L  LG 
Sbjct: 2   EKLYVEGNKILNGHVIISGSKNAALPILFMTILTEGKIKIGNIPNLTDINIALKLLVYLG 61 
 
Query: 65  LSVEADKAA---KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           + +  ++       ++ + C     +   +  + +               + A  G A   
Sbjct: 62  VKITGNETLCIDASSINIFCPPYNLINKIRASIWIL------------GPLLARFGKAKI 109 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G  ++  RPI   + GL QLGA ++  L  +C    V    G   GK  L   IS   
Sbjct: 110 FLPGGCKIGSRPIDLHLNGLTQLGATIN--LKNNCIDAYVK---GRLQGKYILMEKISVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G     IID     P +    + +   G     + S ++  IKG  K 
Sbjct: 165 ATITIMSAATLAKGST---IIDNAACEPEIVDIAKFLNTLGADIIGAGS-NKICIKGVLK 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITG 268 
                +  +     + ++ +A AA  G 
Sbjct: 221 LTGGTHQVIPDRIETGTFLVAAAASQG 247 
 
 
>emb|CBX30742.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [uncultured 
           Desulfobacterium sp.] 
          Length = 417 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 92/394 (23%), Positives = 163/394 (41%), Gaps = 41/394 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I+++    +SG VK+ G+K+ +  IL+ + L +G+    N+ +  D+      L  LG 
Sbjct: 2   DKIIVEGGYPLSGEVKISGAKNAALPILISSLLVDGSCTYSNVPDLMDIESTKNLLINLG 61 
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Query: 65  LSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           + +E D    +    G    + P E  ++     L    +  R   A V+  GG +     
Sbjct: 62  VCMETDGDIVKMDAAGLNNYEAPYELVRKMRASILVLGPLVARLKKARVSLPGGCS---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RPI   + GL  LGA+VD   G             L G ++    +++     
Sbjct: 118 -----IGARPINLHLKGLAALGANVDLVHGYVEASADT-----LKGAEIYFD-TVTVTGT 166 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             L+MAA LA G     I+      P V     ++ + G K E   +     I G +  K 
Sbjct: 167 ENLMMAAVLAEGT---SILRNAAREPEVVALADVLNKMGAKIEGIGT-SVLKITGVESLK 222 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P +  +  D   A  F+  AA+TG  + +  C    L+  +     L++ G+ +T  +  
Sbjct: 223 -PVSVSIIPDRIEAGTFMVSAALTGSDIKIINCEPAHLESVILK---LKLSGSDITIGDN 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S+ V G  +       + +ID+     P    D+     V+   A G + I    S  +  
Sbjct: 279 SIRVKGGDK-------ISSIDIKTMPYPGFPTDMQAQFMVLMSVAKGFSVI----SETIF 327 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           E  R + + +EL +LGA ++   +  +IT   KL 
Sbjct: 328 E-NRFIHV-SELKRLGADIKISGNTAMITGVSKL 359 
 
 
>ref|YP_003652039.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermobispora 
           bispora DSM 43833] 
 gb|ADG88146.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermobispora 
           bispora DSM 43833] 
          Length = 452 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 94/379 (24%), Positives = 148/379 (39%), Gaps = 47/379 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++P   + G V + GSK+  ++ ++ A L  G + + N     +V      L+ LG+ VE 
Sbjct: 26  IEPSGPLRGDVHVRGSKNAVSKHMVAAMLGIGPSTLHNAPEVGEVGLTAAMLQALGVHVE 85 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKE----EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                         G+  +E   E      + + G   I +  L   +  AG      +  
Sbjct: 86  ISP-----------GEITIERGAEIRPYVPEEYTGLNRIPILMLGPLLHLAGEAFVPFVG 134 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG----LPGGKVKLSGSISS 180 
           G P  R RP+   V  L+ +GA+V+         V  NGI      L G +++L    S  
Sbjct: 135 GDPIGR-RPVNYHVDALRAMGAEVE---------VGENGISAKATRLHGARIQLPYP-SV 183 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                +L+ A LA G   I+     +    VE+ L  ++R G   E +   DR  +  G  
Sbjct: 184 GATETILLTAVLAEGKTVIK--GAAMEPEVVELAL-FLQRMGALIELNP--DRRIVIEGV 238 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
                 +  + GD   A  +L    +TGG V V GC    L   V     L  MGA+ T  
Sbjct: 239 DRLHGASTRLAGDRIEAFSYLVAGLVTGGEVRVHGCHQDRL---VTAITTLARMGAQFTI 295 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           T+  +T T P      R      D +   M D    L V+   ADG + + +         
Sbjct: 296 TDEWLTATAPDGL---RPAAVQTDTHPGFMTDWQTPLVVLFTQADGMSVLHETVF----- 347 
 
Query: 361 TERMVAIRTELTKLGASVE 379 
             R+V +   L K+G  +E 
Sbjct: 348 ENRLVYV-PALQKMGCEIE 365 
 
 
>emb|CBJ36651.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum CMR15] 
          Length = 451 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 63/264 (23%), Positives = 113/264 (42%), Gaps = 21/264 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK--- 71 
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           +SG +++ G+K+ +  I+  A L+     + N+ N +DV  ML  LR +G++   D     
Sbjct: 42  LSGEIRVSGAKNAALPIMCAALLTPEPLTLHNVPNLQDVRTMLKLLRQMGVAGTQDGHDV 101 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
               A +      + +        L LG            + A  G+A   L G   +   
Sbjct: 102 TLDAAAIDAPEAPYDLVKTMRASILVLG-----------PLLARFGHARVSLPGGCGIGA 150 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+Q+GA++    G        +G   L G ++ ++  ++      LLMAA  
Sbjct: 151 RPVDQHIKGLQQMGAEIVIEHGY-IEAKLADGAKRLHGARI-VTDMVTVTGTENLLMAAV 208 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G+    +++     P V     L+ + G + +   + DR  ++G +  K  ++  +  
Sbjct: 209 LADGET---VLENAAREPEVTDLANLLVKMGARIDGIGT-DRLVVQGVEALKGAEHTVI- 263 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEG 275 
            D   A  FL   A  GG VT+ G 
Sbjct: 264 ADRIEAGTFLCAVAAAGGDVTLRG 287 
 
 
>ref|ZP_07843301.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           hominis subsp. hominis C80] 
 gb|EFS19699.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           hominis subsp. hominis C80] 
          Length = 421 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 94/371 (25%), Positives = 146/371 (39%), Gaps = 35/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++I++     ++G V++ G+K+    IL  + L SEG + + N+ +  DV  +   L TL 
Sbjct: 2   DKIIINGGNRLTGEVQVEGAKNAVLPILTASLLASEGKSKLTNVPDLSDVVTINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V+ DK    +V V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NAKVDYDKE-NGSVTVDASATLNEEAPYEYVSKMRASV-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA++    G      +     GL G  + L    S     
Sbjct: 116 PGGCAIGARPIEQHIKGFEALGAEIHLENGNIYASTK----EGLKGANIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++M A LA G   IE + K   I  +   +  M    + A      D   I G +K   
Sbjct: 171 QNIIMGASLAQGKTVIENVAKEPEIVDLANYINEMGGNVIGA----GTDTITIHGVEKLT 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             K+A +  D   A  F+  AAIT G V V+G     +         LE MG  + + E  
Sbjct: 227 GVKHAIIP-DRIEAGTFIIAAAITRGDVFVKGAVKEHM---TSLIYKLEEMGVNLDFNEE 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            V VT           L+ +D+     P    D+   + V+ L A+G   + +        
Sbjct: 283 GVHVT-------TNGELQPVDIKTLPHPGFPTDMQSQMMVLLLTAEGHKVVTETVFENRF 335 
 
Query: 356 WRVKETERMVA 366 
             V E  RM A 
Sbjct: 336 MHVAEFRRMNA 346 
 
 
>ref|ZP_06291770.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           lacrimalis 315-B] 
 gb|EFA89480.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           lacrimalis 315-B] 
          Length = 418 
 
 Score = 46.6 bits (109), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 82/321 (25%), Positives = 130/321 (40%), Gaps = 31/321 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+I+++P   + G +++ G+K+ +  IL    L     V++++   +DV  M+  LR LG 
Sbjct: 2   EKIIVRPSGPLKGKIRIGGAKNAALPILAACLLGTEDIVLEDVPKLKDVEIMIEVLRELG 61 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1822



 

 

Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V+ D      ++V             E+   +  + + M  L A +    G A   L  
Sbjct: 62  VKVKYDG----DLIVINSKNLTSYQTNYELMSKMRASFLVMGPLLARM----GKAVNSLP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGT---DCPPVRVNGIG-GLPGGKVKLSGSISS 180 
           G   +  RPI   + G K LGA V+   G        ++ N I    P          S  
Sbjct: 114 GGCAIGSRPIDLHLKGFKALGAKVEMTHGNISAKADKLQANNIYLDFP----------SV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++M A LA G+  IE   K    P +      + + G K   + +     IKG Q 
Sbjct: 164 GATENIIMTATLAEGETLIENCAKE---PEIVDLASFLNKMGAKITGAGT-STIKIKGVQ 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K K   +  +  D   A  F+   AITGG V +E   T  ++        LE  GA+V   
Sbjct: 220 KLKGCYHQIIP-DRIVAGTFMIAPAITGGDVLLENVITNHMK---PILAKLEEAGAEVIV 275 
 
Query: 301 TETSVTVTGPPR-EPFGRKHL 320 
            +  V V G  +  PF  K L 
Sbjct: 276 DDDKVRVIGKKKIYPFEIKTL 296 
 
 
>ref|ZP_07204034.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [delta 
           proteobacterium NaphS2] 
 gb|EFK06674.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [delta 
           proteobacterium NaphS2] 
          Length = 421 
 
 Score = 46.6 bits (109), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 44/155 (28%), Positives = 65/155 (41%), Gaps = 12/155 (7%) 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           G  +  P    +  D   A  F+  AAIT G V VEGC    L       E L+  GA + 
Sbjct: 217 GVDHLEPCEHTIIPDRIEAGTFMIAAAITRGNVLVEGCRPEHLTA---LTEKLKQAGAVI 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
           T  +T++ V GP         ++++DV     P  A  L   A F    T  +  + +R  
Sbjct: 274 TKEKTAIRVQGP-------DAIESVDVKTMPFPGFATDLQ--AQFMALMTVAKGWSMFRE 324 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
              E      +EL +LGA +E   +  ++   EKL 
Sbjct: 325 TVFENRFIHVSELRRLGADIEINGNQALVKGREKL 359 
 
 
>ref|YP_004229675.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1001] 
 gb|ADX56615.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1001] 
          Length = 420 
 
 Score = 46.6 bits (109), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 69/273 (25%), Positives = 121/273 (44%), Gaps = 27/273 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG V + G+K+ +  IL  + LS     +DN+ + +DV  ML  L  +G 
Sbjct: 2   DKLVIEGGYPLSGEVVVSGAKNAALPILCASLLSAEPVHLDNVPDLQDVRTMLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           + +E+             G+  ++ +K +  +        MR+   +   + A  G+A   
Sbjct: 62  VRIESGD-----------GRVSLDASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGARI-ITDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +I+     P V     L+ + G K E   + DR  I+G   
Sbjct: 164 TGTENLLMAAVLAEGET---VIENAAREPEVGDLAHLLVQMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           K    K+  +  D   A  FL   A  GG VT+ 
Sbjct: 220 KLHGAKHTVIP-DRIEAGTFLCAVAAAGGDVTL 251 
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>ref|YP_002526349.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides KD131] 
 sp|B9KL51.1|MURA_RHOSK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACM01848.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides KD131] 
          Length = 422 
 
 Score = 46.6 bits (109), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 99/425 (23%), Positives = 170/425 (40%), Gaps = 53/425 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++   E+ G + + G+K+    ++    LS+    + N     D+  M   L++LG 
Sbjct: 2   DSILVKGNGELRGQIPIAGAKNACLALMPATLLSDEPLTLTNAPRLSDIRTMTQLLQSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V + +  +   +        + D + +  +        +R + A++   G      G+ 
Sbjct: 62  AEVASLQGGQVLAL----SSHALTDHRADYDI--------VRKMRASILVLGPMLARDGH 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   L G   +  RP+   +  L+ +GA++D    ++    P       GGL G +V    
Sbjct: 110 AVVSLPGGCAIGARPVDLHLKALEAMGAELDLRDGYIHAKAPA------GGLKGARVVFP 163 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             +S       LMAA LA G     +++     P +    R + R G + E   S      
Sbjct: 164 -LVSVGATENALMAATLAKGTT---VLENAAREPEIVDLARCLRRMGAQIEGEGSST-IT 218 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G  +     +  V       +Y LA  AI GG V + G G   L G   F E L+  G 
Sbjct: 219 IEGVDRLGGATHPVVTDRIELGTYMLA-PAICGGEVELLG-GRIELVG--AFCEKLDAAG 274 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
             V  TE  + V        GR  +KA+DV     P    D+   +  +   A+G + +  
Sbjct: 275 ISVEETERGLRVA----RKNGR--VKAVDVMTEPFPGFPTDLQAQMMALLCTAEGTSVLE 328 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           +    R+ E   M A   EL ++GA +E       +T  EKL    +    D R +++   
Sbjct: 329 E----RIFENRFMHA--PELIRMGARIEVHGGTATVTGVEKLRGAPV-MATDLRASVSLI 381 
 
Query: 412 LAACA 416 
           LA  A 
Sbjct: 382 LAGLA 386 
 
 
>ref|YP_001998201.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobaculum 
           parvum NCIB 8327] 
 sp|B3QM48.1|MURA_CHLP8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACF11001.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobaculum 
           parvum NCIB 8327] 
          Length = 424 
 
 Score = 46.6 bits (109), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 101/407 (24%), Positives = 175/407 (42%), Gaps = 48/407 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++V++  K++SGTV   GSK+ +  ++    L+ +GT  ++ + + +DV   +  L  LG 
Sbjct: 3   KLVIRGGKKLSGTVAASGSKNSALPVIAATLLTPDGTFGINRIPDLKDVRTFIQLLEYLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
            +V  +      + V       +E   E V+         MR+   +   + A  G+    
Sbjct: 63  AAVSFEN---NRLEVSSSDLKSIEAPYELVK--------KMRASIYVLGPLLARFGHTRV 111 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G      RP+   ++ +++LGA V    G      +VNG   L G ++    S     
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Sbjct: 112 SLPGGCAFGPRPVDLHIMAMEKLGATVTIEQG--FIDAKVNG-SRLRGAEIDFPISSVGA 168 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
             +AL MAA  A G     ++      P +E   R +++ G       +     I+G  + 
Sbjct: 169 TGNAL-MAAVTAEGKT---VLQNAALEPEIECLCRFLQKMGANISGIGT-TTLVIEGVDQ 223 
 
Query: 242 YKSPK--NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
            K+ +  N +   D   A   L  AAITGG+VTV G     L G V   +     G  VT 
Sbjct: 224 LKAVEFDNIF---DRIEAGTLLGAAAITGGSVTVTGTVPEHL-GSV--LDAFRQAGCIVT 277 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALF--ADGPTAIRDVAS 355 
             + ++T+T P       + L+ +D+     P+    M    +AL   A G + I D    
Sbjct: 278 VKDDAITLTAP-------EELQPVDITARPYPEFPTDMQAQWMALMTQAHGDSTIID--- 327 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            R+   ER   +  EL +LGA +E   ++ ++  P++L  T + + D 
Sbjct: 328 -RIY-LERFNHL-PELNRLGAHIEIRDNWALVHGPQELTGTKVMSTD 371 
 
 
>ref|YP_828618.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Solibacter usitatus Ellin6076] 
 sp|Q01PT7.1|MURA_SOLUE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABJ88333.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Solibacter usitatus Ellin6076] 
          Length = 418 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 76/289 (26%), Positives = 117/289 (40%), Gaps = 33/289 (11%) 
 
Query: 112 VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 171 
           + A  G A   L G   +  RPI   + GL+QLGA ++   G     +      GL G   
Sbjct: 101 LVARSGRARVSLPGGCAIGARPINLHIFGLEQLGAKINQTHGY----IEAVAPDGLRGAV 156 
 
Query: 172 VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 231 
           V     I+      L+MAA LA G+    ++      P V     L+ + G K E + +  
Sbjct: 157 VHFD-RITVTGTEDLMMAAVLAKGET---LLRNAAREPEVVDLAELLIKMGAKIEGAGTS 212 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 291 
               I+G +      +A +  D   A  FL   AITGG +TV  C    +         L 
Sbjct: 213 T-IRIQGVESLGGAVHAII-ADRIEAGTFLVAGAITGGDLTVTDCIPEHVGA---LVSKL 267 
 
Query: 292 EMMGAKVTW-TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV--VALF--ADG 346 
           +  G  VT  +ET+V V G  R       L+++D+   + P  A  L    +AL   A+G 
Sbjct: 268 QQAGVDVTQPSETTVRVRGTGR-------LRSVDMTTEEYPGFATDLQAQYMALMTQAEG 320 
 
Query: 347 -PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
               I ++   R    +       EL ++GA++       I+  P +L  
Sbjct: 321 IAVVIENIFENRFMHAQ-------ELARMGANIRIDGRQAIVAGPRELT 362 
 
 
>ref|ZP_02357249.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           oklahomensis EO147] 
          Length = 449 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 97/412 (23%), Positives = 171/412 (41%), Gaps = 62/412 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++  + ++G + + G+K+ +  IL    L+     +DN+ N +DV   L  L  +G 
Sbjct: 31  DKLVIEGGRRLAGEIAVSGAKNAALPILCAGLLTAEPVHLDNVPNLKDVRTTLKLLDQMG 90 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +  E D A  R V+       PV  A  E+          ++++ A++   G      G  
Sbjct: 91  MREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARFGY 136 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
           A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++   
Sbjct: 137 AKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LKGARI-VTDM 189 
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Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           ++      LLMAA LA G+    +I+     P V     L+   G K +     DR  I+ 
Sbjct: 190 VTVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKID-GIGTDRLVIQ 245 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +     +A +  D   A  FL   A  GG VT+ G            A++L+ +  K 
Sbjct: 246 GVDRLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTGM----------RAQILDAVIDK 294 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +     ++   G        +   A+ +  ++ P    D+      +   ADG        
Sbjct: 295 LREAGVTIEEGGDRLRVKMDRRPGAVAIRTSEYPAFPTDMQAQFMALNAVADG------- 347 
 
Query: 354 ASWRVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
            S +V ET    R + ++ EL +LGAS+    +  ++T   KL   NV A D 
Sbjct: 348 -SAQVIETIFENRFMHVQ-ELNRLGASIAVDGNTALVTGVPKLSGANVMATD 397 
 
 
>emb|CBK73555.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Butyrivibrio 
           fibrisolvens 16/4] 
          Length = 431 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 42/149 (28%), Positives = 72/149 (48%), Gaps = 7/149 (4%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    +SG V++ G+K+ +  IL  A +++ T  ++NL N +D++ ++GAL  +G 
Sbjct: 2   EQYVIKGGTPLSGEVEISGAKNAALGILAGAIMTDETVTIENLPNVKDINVLIGALEDIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            S+  ++     V +       +    E ++        A   L  A+     NA   L  
Sbjct: 62  ASI--NRVDDHTVKINGSSISRLSVDYEYIKKIR-----ASYYLMGALLGKYKNAEVALP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLG 153 
           G   +  RPI   V GLK LGA+VD   G 
Sbjct: 115 GGCLIGARPIDLHVKGLKALGANVDVSYG 143 
 
 
>ref|ZP_04587482.1| prephenate dehydrogenase/3-phosphoshikimate 
           1-carboxyvinyltransferase family protein [Pseudomonas 
           syringae pv. oryzae str. 1_6] 
          Length = 534 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 51/194 (26%), Positives = 85/194 (43%), Gaps = 17/194 (8%) 
 
Query: 253 DASSASYFLAGAAITGGT-VTVEGCGTT-SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D +S+  F+   +I+ G  + +E  G + + +G +   +VL +MG  +       T  G  
Sbjct: 332 DVTSSVLFMVATSISEGCDLLLEDVGVSPACEGAI---DVLRLMGGDIALQNVRATAGGT 388 
 
Query: 311 PREPFGRK-HLKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
             +   R   LK +DV    +P   D    L V A  A+G T +R   + + ++ ER+   
Sbjct: 389 LADLHVRSARLKGVDVPEALVPLAIDTFPVLLVAAACAEGRTILRGAQALQAEQAERVRL 448 
 
Query: 367 IRTELTKLGASVEEGPDYCII---TPPEKLNVTAIDTYDDHRMAMAFSLAAC-AEVPVTI 422 
           +   L  LG   E   D  II   TP    +   +D   D R+ MAF +A+  A  P+ I 
Sbjct: 449 MADGLLTLGIEAEPVLDGIIIEGGTP----DGGEVDARGDQRIVMAFRVASLRASAPIRI 504 
 
Query: 423 RDPGCTRKTFPDYF 436 
           ++       FP +  
Sbjct: 505 QNCADAATVFPHFL 518 
 
 
>ref|ZP_04625219.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           kristensenii ATCC 33638] 
 gb|EEP90313.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           kristensenii ATCC 33638] 
          Length = 421 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 104/431 (24%), Positives = 172/431 (39%), Gaps = 59/431 (13%) 
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Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  I+  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPIMFAALLAEDPVELQNVPKLKDIDTTIKLLSQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D  A  +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 66  RD--ASGSVFVDASG----------VDEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 113 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 168 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGAGT-DRITIEGVARL 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 224 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA+       P    D+    +++ L A+G   I +  
Sbjct: 275 IEIGEDWISLDMQGKRP------KAVTFRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 382 GCIADGVTIVD 392 
 
 
>ref|ZP_03932203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49725] 
 gb|EEI15101.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49725] 
          Length = 422 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 107/438 (24%), Positives = 167/438 (38%), Gaps = 55/438 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTVK+ G+K+   +++  A L+EGTT + N     DV  M   L  LG  V  D +   
Sbjct: 13  LAGTVKVDGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMKKVLEGLGCEVTIDGSTV 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAG------GNATYVLDGVP 127 
           R              AK +      NA   A+R   A+V   G      G+A   L G   
Sbjct: 73  RITT----------PAKPQ-----SNADFDAVRQFRASVCVLGPLTSRCGHAKVALPGGD 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+     GL++LGA      G       V     L G  ++L    S      +L 
Sbjct: 118 AIGSRPLDMHQTGLEKLGATTRIEHG-----AVVAEASELRGSTIRLDFP-SVGATENIL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     ++      P +     +++  G   E  +      I G ++  +P   
Sbjct: 172 TAAVLAEGTT---VLHNAAREPEIVDLCEMLKSMGANIE-GEGTSEVTIHGVERL-NPTE 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD   A  +   AA+T G +TV G     L   +   E L+  GA +   E    V 
Sbjct: 227 HEVIGDRIVAGTWAYAAAMTQGDITVGGIAPRHLHLPL---EKLKSAGADIETYENGFRV 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RDVASWRVKETE 362 
               R         A+D      P     L  +A+     A+G T I  +V   R +  + 
Sbjct: 284 RMEKRP-------TAVDYQTLPFPGFPTDLQPMAIGISAIAEGTTVITENVFESRFRFVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M+       +LGA  +    + ++   E L+ T + + D    A     A CA+   T+ 
Sbjct: 337 EML-------RLGADAQVDGHHVVVRGKEHLSSTHVWSSDIRAGAGLVLSALCADEATTV 389 
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Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D     + +P + + LS 
Sbjct: 390 HDVFHIDRGYPHFVENLS 407 
 
 
>gb|ABC00785.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 30 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 24/30 (80%), Positives = 26/30 (86%), Gaps = 1/30 (3%) 
 
Query: 86  PVE-DAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           P+E DAKEEV+LFLGNAG AMR LTAAV A 
Sbjct: 1   PIEKDAKEEVKLFLGNAGTAMRPLTAAVVA 30 
 
 
>ref|YP_149237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           kaustophilus HTA426] 
 sp|Q5KUG7.1|MURA2_GEOKA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 dbj|BAD77669.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           kaustophilus HTA426] 
          Length = 428 
 
 Score = 46.2 bits (108), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 93/397 (23%), Positives = 158/397 (39%), Gaps = 49/397 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+K+ G+K+ +  ++  A L++    ++ L +  DVH +   +  +G S   D     
Sbjct: 12  LRGTIKVSGAKNSAVALIPAAILADSPVTIEGLPDISDVHILGSLIEEIGGSFSFD---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAGGNATYVLDGVP---RMR 130 
                   GK  V D    V + L N  +  +R+    + A  G     + G+P    +  
Sbjct: 68  --------GKEAVIDPTNMVSMPLPNGKVKKLRASYYLMGAMLGRFKRAVVGLPGGCHLG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI   + G + LGA V    G     +R      L G ++ L   +S      +++AA 
Sbjct: 120 PRPIDQHIKGFEALGATVTNEQG--AIYLRAE---ELRGARIFLD-VVSVGATINIMLAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     II+     P +     L+   G K + + + D   I G +K    ++A + 
Sbjct: 174 VRAKGRT---IIENAAKEPEIIDVATLLSNMGAKIKGAGT-DVIRIDGVEKLSGCRHAII 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + +Y +A AA T G V V+      ++        L  MG +V   E  + V G  
Sbjct: 230 PDRIEAGTYMIAAAA-TNGEVVVDNVIPQHVE---SLTAKLREMGVRVETGEDQILVCGT 285 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMV 365 
                    LKA+DV     P    D+      +   A+G + + D + S R K  +    
Sbjct: 286 -------DVLKAVDVKTLVYPGFPTDLQQPFTALLTKANGTSVVTDTIYSARFKHVD--- 335 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
               EL ++ A+V+      I+T P KL    +   D 
Sbjct: 336 ----ELRRMNANVKVEGRSAIVTGPVKLQGAKVKASD 368 
 
 
>ref|YP_003633629.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Brachyspira 
           murdochii DSM 12563] 
 gb|ADG71430.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Brachyspira 
           murdochii DSM 12563] 
          Length = 425 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 83/317 (26%), Positives = 128/317 (40%), Gaps = 34/317 (10%) 
 
Query: 8   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
           V++  K I G +K+ GSK+ S  +L+ + L++   ++ N+ +  DVH ++  L  LG  V 
Sbjct: 5   VIEGSKNIGGVLKVSGSKNASLPLLVASILTDEPVILHNVPDLADVHVLIDILEPLGKKV 64 
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Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA-----VTAAGGNATYV 122 
             D      V++   GK   E+A  ++   +  + I +  L A      V+  GG A    
Sbjct: 65  --DFKNNTTVIISHNGK--SEEAPYKLVKKMRGSIIVLGPLLAKRKHCRVSYPGGCA--- 117 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                    RPI   + G++ LGA +D   G     V  N    L G  + LSG       
Sbjct: 118 ------FGPRPIDLHLKGMEALGAKIDITAGYIDAKVEDN----LIGADMDLSGKFGPTV 167 
 
Query: 183 LSA--LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           L    ++MAA LA G     II      P     + L+   G K       D   I+ G  
Sbjct: 168 LGTDNVMMAASLAKGTT---IIRNAAKEPECVNLVDLLNAMGAKIT-GGGTDTITIE-GV 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            Y       V  D      FLA AA   G + +E      L       ++L  +G  +   
Sbjct: 223 DYLHGAEFTVIPDRIETGTFLAIAAAGRGKLKLENAEPKHLS---FVLDLLSDIGCDIKT 279 
 
Query: 301 TETSVTVTGPPRE--PF 315 
           T+T++ +    RE  PF 
Sbjct: 280 TDTTIEIDASNRELKPF 296 
 
 
>ref|ZP_01551380.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylophilales 
           bacterium HTCC2181] 
 gb|EAV46438.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylophilales 
           bacterium HTCC2181] 
          Length = 421 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 86/378 (22%), Positives = 158/378 (41%), Gaps = 46/378 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++Q    +SG V++ G+K+ +  IL+ + LS     + NL +  D+      L+ +G 
Sbjct: 2   DKLLIQGPTTLSGDVEISGAKNAALPILMCSLLSSDVLELSNLPDLHDIKTTKKLLQAMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           + +      K  V++        E   E V           +++ A++   G      G  
Sbjct: 62  VEI---TDGKNTVLLRAKSITSYEAPYEMV-----------KTMRASILVLGPLLSRFGE 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
           A   + G   +  RP+   + GL+ +GA +    G  D     + G   L G K+ +    
Sbjct: 108 ARVSMPGGCAIGSRPVDIHIKGLEAMGALIKISHGYIDASCAHLPG-KRLQGAKIFMD-Q 165 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           ++      L+MAA LA G   I  +D     P +      +++ G K E   S DR  ++ 
Sbjct: 166 VTVTGTENLMMAAVLADG---ITTLDNSAREPEIVDLGMCLKKMGAKIEGLGS-DRIVVE 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +   S  N  +  D   A  +L  AA+TGG V       T ++  ++  ++LE  G   
Sbjct: 222 GVRNLHSA-NHTIMFDRIEAGTYLVAAAMTGGKVVCRNVDPTKMEAIIQ--KLLE-CGVH 277 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG----PTA 349 
           +  T+ S+T+          K +KA+++     P    D+      +   ADG      + 
Sbjct: 278 IESTKESITIKSD-------KKIKAVNITTAPYPGFPTDMQAQFMALNTVADGVGEITES 330 
 
Query: 350 IRDVASWRVKETERMVAI 367 
           I +     V+E +RM A+ 
Sbjct: 331 IFENRFMHVQELQRMGAV 348 
 
 
>ref|YP_003529687.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           amylovora CFBP1430] 
 ref|YP_003540154.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           amylovora ATCC 49946] 
 emb|CBJ47765.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           amylovora ATCC 49946] 
 emb|CBA19271.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           amylovora CFBP1430] 
 emb|CBX79144.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           amylovora ATCC BAA-2158] 
          Length = 420 
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 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 101/434 (23%), Positives = 170/434 (39%), Gaps = 67/434 (15%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    ++G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG+  E 
Sbjct: 6   VQGPTRLNGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLGQLGVKAE 65 
 
Query: 69  ADKAAK---RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNA 119 
            + +       V + C    P E                ++++ A++ A G      G   
Sbjct: 66  RNGSVHLDASNVDIYCA---PYE---------------LVKTMRASIWALGPLVARFGQG 107 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S 
Sbjct: 108 QVSLPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVAGRLKGAHIVMD-KVS 162 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-- 237 
                 ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+   
Sbjct: 163 VGATVTIMSAATLATGTT---VIENAAREPEIVDTANFLNTLGAKITGAGS-DRITIEGV 218 
 
Query: 238 ---GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
              GG  Y+      V  D      FL   AI+GG VT       +L  D   A++ E   
Sbjct: 219 DRLGGGVYR------VLPDRIETGTFLVAGAISGGKVTCRAAQPDTL--DAVLAKLRE-A 269 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           GA +   E  +++    + P      KA+++     P    D+    +++ L A+G   I 
Sbjct: 270 GADIEMGEDWISLDMHGKRP------KAVNLRTAPHPGFPTDMQAQFSLLNLVAEGTGVI 323 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
            +     + E   M     EL ++GA  E      I    EKL+   +    D R + +  
Sbjct: 324 TET----IFENRFMHV--PELVRMGAHAEIESHTLICHGVEKLSSAQV-MATDLRASASL 376 
 
Query: 411 SLAACAEVPVTIRD 424 
            LA C     T+ D 
Sbjct: 377 VLAGCIAEGTTLVD 390 
 
 
>sp|Q39K93.1|MURA_BURS3 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB07123.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           383] 
          Length = 449 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 66/280 (23%), Positives = 117/280 (41%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++    +SG + + G+K+ +  IL    L+     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVIEGGHRLSGEIVVSGAKNAALPILCAGLLTGDPVDLDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVRLTG 282 
 
 
>ref|ZP_01011608.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Maritimibacter 
           alkaliphilus HTCC2654] 
 gb|EAQ14915.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacterales 
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           bacterium HTCC2654] 
          Length = 421 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 98/409 (23%), Positives = 160/409 (39%), Gaps = 42/409 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG + + G+K+    ++    LSE    + N     D+  M   L++LG   EA      
Sbjct: 12  LSGEIPIAGAKNACLALMPATLLSEDPLTLTNAPRLSDIKTMTTLLQSLG--AEATGLQD 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+           A  ++   +  + + +  L A      G+A   L G   +  RP+ 
Sbjct: 70  GQVLAMSSHDLTSSRADYDIVRKMRASNLVLGPLIARF----GHAEVSLPGGCAIGARPM 125 
 
Query: 135 GDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
                GL++LGA++D    +L    P        GL G ++ L  + S      ++MAA  
Sbjct: 126 DLHTFGLEKLGAEIDLRDGYLFAKAP-------NGLKGAEIPLKFA-SVGATENIVMAAT 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     ++      P +   ++ +   G + E  +   R  I+G  +     +  V  
Sbjct: 178 LAKGTT---VLTNAAREPEIVDLVKCLRAMGAQIE-GEGTSRIEIQGVDRLHGATHQVVA 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
                 +Y LA  AI GG V    C    L     F E L+  G  V  TE  + V+    
Sbjct: 234 DRIELGTYMLA-PAIAGGEVE---CLGGKLDLVAAFVEKLDEAGVAVEETERGLKVS--- 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               GR  LKA+DV     P    D+      +   ADG + + +     + E   M A  
Sbjct: 287 -RKNGR--LKAVDVTTEPFPGFPTDLQAQFMAMLCTADGTSELNET----IFENRFMHA- 338 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             ELT++GA +E       +T  +KL    +    D R +++  LA  A 
Sbjct: 339 -PELTRMGAEIEVHGGRARVTGVDKLRGAPV-MATDLRASVSLILAGLA 385 
 
 
>ref|ZP_00945241.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum UW551] 
 ref|YP_002260902.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase (enoylpyruvate 
           transferase) (udp-n-acetylglucosamine enolpyruvyl 
           transferase) (ept) protein [Ralstonia solanacearum 
           IPO1609] 
 gb|EAP72333.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum UW551] 
 emb|CAQ62843.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase (enoylpyruvate 
           transferase) (udp-n-acetylglucosamine enolpyruvyl 
           transferase) (ept) protein [Ralstonia solanacearum 
           IPO1609] 
          Length = 453 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 64/267 (23%), Positives = 117/267 (43%), Gaps = 27/267 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  I+  A L+    V+ N+ N +DV  ML  LR +G  VE  +    
Sbjct: 44  LSGEIRVSGAKNAALPIMCAALLTAEPLVLRNVPNLQDVRTMLKLLRQMG--VEGTQNGH 101 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              +       P  +A  ++          ++++ A++   G      G+A   L G    
Sbjct: 102 DVTLDAADIHAP--EAPYDL----------VKTMRASILVLGPLLARFGHARVSLPGGCG 149 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+Q+GA++    G        +G   L G ++ ++  ++      LLM 
Sbjct: 150 IGARPVDQHIKGLQQMGAEIVIEHGY-IEAKLADGAKRLRGARI-VTDMVTVTGTENLLM 207 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    +++     P V     L+ + G + E   + DR  ++G       ++  
Sbjct: 208 AAVLADGET---VLENAAREPEVTDLANLLVKMGARIEGIGT-DRLVVQGVDALNGAEHT 263 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEG 275 
            +  D   A  FL   A  GG VT+ G 
Sbjct: 264 VI-ADRIEAGTFLCAVAAAGGDVTLRG 289 
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>ref|YP_002989223.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dickeya dadantii 
           Ech703] 
 gb|ACS87401.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dickeya dadantii 
           Ech703] 
          Length = 420 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 103/430 (23%), Positives = 169/430 (39%), Gaps = 59/430 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    ++G V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 
Sbjct: 6   VQGPTRLTGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLSQLGAHVE 65 
 
Query: 69  ADKAAK---RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNA 119 
            + +      AV V C    P E                ++++ A++ A G      G   
Sbjct: 66  RNGSVHVDASAVNVFCA---PYE---------------LVKTMRASIWALGPLVARFGQG 107 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              L G   +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S 
Sbjct: 108 QVSLPGGCAIGARPVDLHINGLEQLGAQITLEEGY----VKATVDGRLKGAHIVMD-KVS 162 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 ++ AA LA+G     II+     P +  T   +   G K   + S D+  I G  
Sbjct: 163 VGATVTIMSAAVLAVGRT---IIENAAREPEIVDTANFLNTLGAKISGAGS-DKIVIDGV 218 
 
Query: 240 QKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           ++       Y V  D      FL  AA++GG V        +L  D   A++ E  GA + 
Sbjct: 219 ERLGG--GVYRVLPDRIETGTFLVAAAVSGGKVVCRNTRPETL--DAVLAKLRE-AGADI 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
              E  +++    + P      KA++V     P    D+    +++ L A+G   I +   
Sbjct: 274 DVGEDWISLDMHGQRP------KAVNVRTAPHPGFPTDMQAQFSLLNLVAEGTGVITETI 327 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
                   R + I  EL ++GA  E   +  I    E L+   +    D R + +  LA  
Sbjct: 328 F-----ENRFMHI-PELIRMGAQAEIESNTVICHGVEHLSGAQV-MATDLRASASLVLAG 380 
 
Query: 415 CAEVPVTIRD 424 
           C    VT+ D 
Sbjct: 381 CIADGVTLVD 390 
 
 
>ref|ZP_02002319.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beggiatoa sp. PS] 
 gb|EDN67683.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Beggiatoa sp. PS] 
          Length = 163 
 
 Score = 46.2 bits (108), Expect = 0.010,   Method: Compositional matrix adjust. 
 Identities = 35/123 (28%), Positives = 61/123 (49%), Gaps = 5/123 (4%) 
 
Query: 320 LKAIDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
           L  I++  N++P   D    L + A  A+G T +      RVKE++R+  +   L  +G  
Sbjct: 28  LHGIEIPKNQVPLAIDEFPILFIAASCAEGKTVLTGAEELRVKESDRIKVMADGLQTVGI 87 
 
Query: 377 SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRDPGCTRKTFPDY 435 
                 D  +I    ++    I+++ DHR+AMAF++AA  A   + I D      +FP++ 
Sbjct: 88  DATPTSDG-MIIQGGQIQGGVINSHGDHRIAMAFTIAALSARNQIIIEDCANVATSFPNF 146 
 
Query: 436 FDV 438 
            D+ 
Sbjct: 147 VDL 149 
 
 
>ref|ZP_05099909.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseobacter sp. 
           GAI101] 
 gb|EEB84211.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseobacter sp. 
           GAI101] 
          Length = 423 
 
 Score = 46.2 bits (108), Expect = 0.011,   Method: Compositional matrix adjust. 
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 Identities = 102/418 (24%), Positives = 163/418 (38%), Gaps = 39/418 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + IV++    +SG + + G+K+    ++    LSE    + N     D+  M   LR+LG 
Sbjct: 2   DSIVVKGGGALSGQIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIRTMTELLRSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   +  K  + + C G        + V+        A   +   + A  G+A   L  
Sbjct: 62  AEVSTMQEGK-VLALSCHGAINTRAEYDIVRKMR-----ASNLVLGPLLAREGHAQVSLP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+      L  +GA++D   G     +     GG   G V      S      
Sbjct: 116 GGCAIGARPMDIHTDSLALMGAEIDLRDGY----LHAKAQGGSLKGAVIDFPFASVGATE 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G   I    +   I  +   LR M   G + +  D   R  I+G  +    
Sbjct: 172 NIMMAATLAKGTTVINNAAREPEIVDLADCLRAM---GAQID-GDGTSRIEIQGVDRLGG 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  V       +Y LA  AI GG V + G     LQ    F E L+  G  VT TE   
Sbjct: 228 ATHRVVTDRIELGTYMLA-PAICGGEVELLGGRINLLQA---FCEKLDAAGIDVTETENG 283 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
           + V         R++  + A+DV     P    D+   +  +   ADG + + +    ++ 
Sbjct: 284 LKVA--------RRNGVISAVDVTTEPFPGFPTDLQAQMMALLCTADGTSVLEE----KI 331 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
            E   M A   EL ++GA +E       +T  +KL    +    D R +++  LAA A 
Sbjct: 332 FENRFMHA--PELIRMGADIEVHGGTATVTGVKKLKGAPV-MATDLRASVSLILAAMA 386 
 
 
>ref|ZP_02328243.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           larvae subsp. larvae BRL-230010] 
 ref|ZP_08056912.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
 gb|EFX45373.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
          Length = 440 
 
 Score = 46.2 bits (108), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 89/372 (23%), Positives = 156/372 (41%), Gaps = 33/372 (8%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +I+++  +++SG VK+ G+K+    I+  + L SEG +V+ +    +DV  +   L +LG 
Sbjct: 3   KIIVRGGRKLSGKVKVNGAKNAVLPIIAASLLASEGESVIQDAPPLDDVLVINKVLESLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E    A R     C       +A  E+   +  + + M  L A +    G A   L  
Sbjct: 63  AKLEYTNNAIRI----CANSIQTCEASYELVRKMRASFLVMGPLLARL----GEARISLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + +GA+++  LG      RV   G L G K+ L  + S      
Sbjct: 115 GGCAIGTRPIDQHLKGFEAMGAEIE--LGQGYIEARVK--GRLKGTKIYLDVA-SVGATE 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     I++     P +      +   G     + +     I+G +K +  
Sbjct: 170 NIIMAAVLAEGTT---ILENAAKEPEIVDLANYLNAMGAVVRGAGTG-MIRIEGVEKLRG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  +     + +Y +A AAIT   + VEG     L+        L+ MG  +   E   
Sbjct: 226 AVHTVIPDRIEAGTYMIA-AAITKSDLYVEGAIGDHLR---PVISKLQEMGVTLEEDENG 281 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           + V G        K LKA+DV     P    D+   +  + + ADG + + + V   R   
Sbjct: 282 IRVIGTD------KPLKAVDVKTLPYPGFPTDMQSQMMALLMVADGTSLVSETVFENRFM 335 
 
Query: 360 ETERMVAIRTEL 371 
             +  + +  E+ 
Sbjct: 336 HVDEFINMNAEI 347 
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>ref|YP_364841.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. vesicatoria str. 85-10] 
 sp|Q3BQX2.1|MURA_XANC5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAJ24841.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. vesicatoria str. 85-10] 
          Length = 424 
 
 Score = 46.2 bits (108), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 97/400 (24%), Positives = 161/400 (40%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQVAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGAD+    G     ++    G L GG+      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGADISVENGY----IKATSHGRLKGGRYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRIVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L  D    ++ E  GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETL--DAVLDKLTE-AGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|YP_001044160.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17029] 
 sp|A3PM22.1|MURA_RHOS1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABN77388.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides ATCC 17029] 
          Length = 422 
 
 Score = 46.2 bits (108), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 99/425 (23%), Positives = 170/425 (40%), Gaps = 53/425 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++   E+ G + + G+K+    ++    LS+    + N     D+  M   L++LG 
Sbjct: 2   DSILVKGNGELRGQIPIAGAKNACLALMPATLLSDEPLTLTNAPRLSDIRTMTQLLQSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V + +  +   +        + D + +  +        +R + A++   G      G+ 
Sbjct: 62  AEVASLQGGQVLAL----SSHALTDHRADYDI--------VRKMRASILVLGPMLARDGH 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   L G   +  RP+   +  L+ +GA++D    ++    P       GGL G +V    
Sbjct: 110 AVVSLPGGCAIGARPVDLHLKALEAMGAELDLRDGYIHAKAPA------GGLKGARVVFP 163 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             +S       LMAA LA G     +++     P +    R + R G + E   S      
Sbjct: 164 -LVSVGATENALMAATLAKGTT---VLENAAREPEIVDLARCLRRMGAQIEGEGSST-IT 218 
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Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G  +     +  V       +Y LA  AI GG V + G G   L G   F E L+  G 
Sbjct: 219 IEGVDRLGGATHPVVTDRIELGTYMLA-PAICGGEVELLG-GRIELVG--AFCEKLDAAG 274 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
             V  TE  + V        GR  +KA+DV     P    D+   +  +   A+G + +  
Sbjct: 275 ISVEETERGLRVA----RRNGR--VKAVDVMTEPFPGFPTDLQAQMMALLCTAEGTSVLE 328 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           +    R+ E   M A   EL ++GA +E       +T  EKL    +    D R +++   
Sbjct: 329 E----RIFENRFMHA--PELIRMGARIEVHGGTATVTGVEKLRGAPV-MATDLRASVSLI 381 
 
Query: 412 LAACA 416 
           LA  A 
Sbjct: 382 LAGLA 386 
 
 
>ref|ZP_04059651.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           hominis SK119] 
 gb|EEK12534.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           hominis SK119] 
          Length = 421 
 
 Score = 45.8 bits (107), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 81/305 (26%), Positives = 124/305 (40%), Gaps = 20/305 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++I++     ++G V++ G+K+    IL  + L SEG + + N+ +  DV  +   L TL 
Sbjct: 2   DKIIINGGNRLTGEVQVEGAKNAVLPILTASLLASEGKSKLTNVPDLSDVVTINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V+ DK    +V V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NAKVDYDKE-NGSVTVDASATLNEEAPYEYVSKMRASV-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA++    G      +     GL G  + L    S     
Sbjct: 116 PGGCAIGARPIEQHIKGFEALGAEIHLENGNIYASTK----EGLKGANIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++M A LA G   IE + K   I  +   +  M    + A      D   I G +K   
Sbjct: 171 QNIIMGASLAQGKTVIENVAKEPEIVDLANYINEMGGNVIGA----GTDTITIHGVEKLT 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             K+A +  D   A  F+  AAIT G V V+G     +         LE MG  + + E  
Sbjct: 227 GVKHAIIP-DRIEAGTFIIAAAITRGDVFVKGAVKEHM---TSLIYKLEEMGVNLDFNEE 282 
 
Query: 304 SVTVT 308 
            V VT 
Sbjct: 283 GVHVT 287 
 
 
>ref|YP_002552204.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           ebreus TPSY] 
 sp|B9MDV0.1|MURA_DIAST RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACM32204.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           ebreus TPSY] 
          Length = 440 
 
 Score = 45.8 bits (107), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 73/284 (25%), Positives = 124/284 (43%), Gaps = 43/284 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G V + G+K+ +   L  A L+     + N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIRGGRPLVGEVPISGAKNAALPELCAALLTADPVTLHNVPRLQDVATMLRLIRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA------MRSLTAAVTAAG-- 116 
           + V+      R     C     V DA   V+L  G           ++++ A+V A G   
Sbjct: 62  VQVD------RIANPDCS----VADAAGIVRLDAGALSTPEAPYDLVKTMRASVLALGPL 111 
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Query: 117 ----GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 172 
               G AT  L G   +  RP+   + GL+ +GA +    G          I  LP G   
Sbjct: 112 LARFGEATVSLPGGCAIGSRPVDQHIKGLQAMGAQIVVEHG--------YMIARLPQGCT 163 
 
Query: 173 KLSGS-ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 226 
           +L G+ I++  ++      LLMAA LA G+    +++     P V     ++ + G + E 
Sbjct: 164 RLRGARITTDMVTVTGTENLLMAATLAEGET---VLENAAQEPEVADLAEMLIKMGARIE 220 
 
Query: 227 -HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 269 
            H  S  R  I+G ++    ++A V  D   A  FL   A TGG 
Sbjct: 221 GHGTS--RIRIQGVERLHGCEHAVV-ADRIEAGTFLCAVAATGG 261 
 
 
>ref|YP_641033.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           sp. MCS] 
 ref|YP_939928.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           sp. KMS] 
 ref|YP_001072125.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           sp. JLS] 
 gb|ABG09977.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           sp. MCS] 
 gb|ABL93138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           sp. KMS] 
 gb|ABN99634.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           sp. JLS] 
          Length = 417 
 
 Score = 45.8 bits (107), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 100/402 (24%), Positives = 150/402 (37%), Gaps = 67/402 (16%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  V+     +SG V + G+K+   +++  + L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   SERFVVTGGNRLSGEVAVGGAKNSVLKLMAASLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGDVVRIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C     +    L G +++L    
Sbjct: 108 RARVALPGGDAIGSRPLDMHQAGLRQLGA--RCNIEHGCVVAEAD---ELHGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW------ 231 
            S      +LMAA LA G   +  I      P V     ++ + G +   + S        
Sbjct: 163 -SVGATENILMAAVLAKG---VTTIHNAAREPDVVDLCAMLNQMGAQVVGAGSSTLTITG 218 
 
Query: 232 -DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
            DR Y         P    V GD   A+ +   AA+T G ++V G     LQ         
Sbjct: 219 VDRLY---------PTEHRVIGDRIVAATWGIAAAMTQGDISVTGVDPQHLQ---LVLHK 266 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADG 346 
           L   GA VT  +    V    R        KA++V     P     L  +A+     ADG 
Sbjct: 267 LHDAGATVTQDDNGFRVVQYERP-------KAVNVATLPFPGFPTDLQPMAIGLASIADG 319 
 
Query: 347 PTAI-RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 387 
            + I  +V   R +  E M+       +LGA       + ++ 
Sbjct: 320 TSMITENVFEARFRFVEEMI-------RLGADARTDGHHAVV 354 
 
 
>ref|ZP_06191504.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           odorifera 4Rx13] 
 gb|EFA16016.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           odorifera 4Rx13] 
          Length = 419 
 
 Score = 45.8 bits (107), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 172/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
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Sbjct: 6   VQGRTRLSGEVSISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLSQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +     +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 66  RNG----SVYVDASG----------VNEFCAPYDL-VKTMRASIWALGPLVARFGRGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHISGLEQLGAEIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+G ++  
Sbjct: 166 TVTIMSAATLATGTT---VIENAAREPEIVDTANFLNTLGAKISGAGS-DRITIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AA++GG V        +L  D   A++ E  GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLIAAAVSGGKVMCRDTRPNTL--DAVLAKLRE-AGADIEVG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA+ V     P    D+    +++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVTVRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA C   
Sbjct: 327 IFENRFMHV--PELIRMGAHAEIESNTLICHGVEQLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
             VT+ D 
Sbjct: 384 DGVTVVD 390 
 
 
>ref|ZP_04619481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia aldovae 
           ATCC 35236] 
 gb|EEP95965.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia aldovae 
           ATCC 35236] 
          Length = 421 
 
 Score = 45.8 bits (107), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 102/425 (24%), Positives = 171/425 (40%), Gaps = 59/425 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E D  A  
Sbjct: 12  LSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLSQLGTKIERD--AS 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
            +V V   G          V  F     + ++++ A++ A G      G     L G    
Sbjct: 70  GSVFVDASG----------VDEFCAPYDL-VKTMRASIWALGPLVARFGKGQVSLPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 119 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYK 243 
           AA LA G     +I+     P +  T   +   G K   + + DR  ++     GG  Y+ 
Sbjct: 174 AATLAEGTT---VIENAAREPEIVDTANFLNTLGAKISGAGT-DRITVEGVARLGGGVYR 229 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 V  D      FL  AAI+GG V        +L  D   A++ E  GA +   +  
Sbjct: 230 ------VLPDRIETGTFLVAAAISGGKVVCHQTRPDTL--DAVLAKLRE-AGADIEVGDD 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            +++    + P      KA+ +     P    D+    +++ L A+G   I +     +  
Sbjct: 281 WISLDMHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET----IF 330 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA C     
Sbjct: 331 ENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLAGCIAEG 387 
 
Query: 420 VTIRD 424 
           VTI D 
Sbjct: 388 VTIVD 392 
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>ref|ZP_07837024.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermaerobacter 
           subterraneus DSM 13965] 
 gb|EFR61711.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermaerobacter 
           subterraneus DSM 13965] 
          Length = 431 
 
 Score = 45.8 bits (107), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 110/421 (26%), Positives = 163/421 (38%), Gaps = 54/421 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E IV++  + + G V++ G+K+ +  IL    L+E T ++ ++ + +DV  M   L  LG 
Sbjct: 2   ERIVVRGGRPLQGQVRISGAKNAALPILAATLLAEDTCLLYDIPSLDDVVTMTRMLTQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           ++VE+      AV        P  + +      L      +R + A++   G      G  
Sbjct: 62  VTVESTGEGALAV-------HPAAELQYAAPYDL------VRRMRASILVLGPLLARLGR 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   + +RPI   + G   LGADV+   G     V V    GL G  + L     
Sbjct: 109 ARAALPGGCAIGQRPIDLHLKGFAALGADVEVSGGE----VEVRAPRGLRGTSIYLDVP- 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++MAA LA G   IE        P +      +   G  A+   +  R      
Sbjct: 164 SVGATENIMMAAVLAEGTTTIE---NAAEEPEIVDLANFLNTLG--ADVRGAGTRVIQIH 218 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
           G          +  D   A  FL    + GG VTV G     L+     A+V E MGA V 
Sbjct: 219 GVPVLGGGTYTIIPDRIEAGTFLLAPLVAGGQVTVTGVVPEHLKS--LLAKVRE-MGADV 275 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
                 VTV    R        KA+D+     P    D+   +    + A+G         
Sbjct: 276 VVDGDEVTVAVSSRP-------KAVDIKTLPYPGFPTDLQAPMMAALVTAEG-------- 320 
 
Query: 355 SWRVKET--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 412 
           +  V ET  E   A   EL ++GA ++      IIT  E+L    + T  D R   A  L 
Sbjct: 321 TATVTETLFENRFAHVPELRRMGARIQIQGQTAIITGVERLQGAPV-TATDLRSGAALVL 379 
 
Query: 413 A 413 
           A 
Sbjct: 380 A 380 
 
 
>ref|YP_004218083.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidobacterium 
           sp. MP5ACTX9] 
 gb|ADW69303.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidobacterium 
           sp. MP5ACTX9] 
          Length = 426 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 87/376 (23%), Positives = 153/376 (40%), Gaps = 55/376 (14%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA-AKR 75 
           GT+K+ G+K+ +   +  A L+E   +++N+   +D+      L ++G  V+     A+  
Sbjct: 14  GTIKVSGAKNSALPCMAAAILTEDELILENIPQVQDIETERKLLVSMGAEVQLGYGRAQH 73 
 
Query: 76  AVVVGCG------GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
              + C        K+ +        L LG   +  R+  A V   GG A         + 
Sbjct: 74  RTHIKCAVLSDPVAKYEIVKTMRASSLVLGP--LIARTGIARVAMPGGCA---------I 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG--LPGGKVKLSGSISSQYLSALL 187 
             RPI   +  L+Q+GA +    G      R N + G  +   K+ ++G+        +L 
Sbjct: 123 GGRPIDMHLAALEQMGATITQDHGY--LEARTNRLKGAHIVFDKITVTGT------EDIL 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G+    I++     P V     L+   G K E + +     I+G  +    ++ 
Sbjct: 175 MAATLAEGET---ILENCAREPEVTDLAALLLAMGAKIEGAGTST-MKIQGVTRLHGARH 230 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A  FL   AITGG + V+ C  + L         LE MG ++   + S+ V 
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Sbjct: 231 K-INPDRIEAGTFLMAGAITGGDLNVDCCDPSHLGA---LIAKLEQMGVRIDVGKDSIRV 286 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWRVKETE 362 
                       LKA D++  + P    D+      +A  A+G T +  ++   R    + 
Sbjct: 287 RSG-------GELKAADISTEEYPGFPTDMQAQFMALATQAEGTTNVTENIFENRFMHVQ 339 
 
Query: 363 RMVAIRTELTKLGASV 378 
                  EL ++GA++ 
Sbjct: 340 -------ELNRMGANI 348 
 
 
>ref|ZP_06393255.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Dethiosulfovibrio 
           peptidovorans DSM 11002] 
 gb|EFC92196.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Dethiosulfovibrio 
           peptidovorans DSM 11002] 
          Length = 424 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 105/410 (25%), Positives = 168/410 (40%), Gaps = 46/410 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTV-VDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           + GT+K  G+K+ +  ++  + L +  T+ ++N+   +D+  M+  L+ LG  +       
Sbjct: 13  LKGTIKTQGAKNAALPVMAASLLLKNATLTLENVPKLKDITTMVDLLKVLGADISFHD-- 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
              V +        E     VQ         MR+   +   + A  G A   L G   +  
Sbjct: 71  -HKVSISVPDSISWETPAPLVQ--------KMRASSLVLGPLLAREGRAVMPLPGGCSIG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI   + GL ++GA ++   G      +     GL G ++ L    S      LLMAA 
Sbjct: 122 SRPIDLHLKGLAKMGASIELQHGAVHASTK-----GLKGCRIYLDFP-SVGATENLLMAA 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G+  +E + +   I  +  +LR M   G K E  +      I+G    +      + 
Sbjct: 176 ILAEGETVLENVAREPEIVNLADSLRTM---GAKIE-GEGTGVLRIQGSPDLQGGNVRII 231 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
               ++ +Y LAG  I+ G VTV          D   A+ LE     V++   SV+V GP 
Sbjct: 232 PDRIAACTYILAG-VISDGEVTVSDVIPQHF--DSLLAK-LEEASVDVSFDGNSVSV-GP 286 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                 RK LKAI +     P    DV   L  V   A G + I++     + E+ R +  
Sbjct: 287 -----SRKKLKAISLKTLPYPGFPTDVQPQLMAVMSLAQGTSVIKE----SIFES-RFLH 336 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           + +EL K+GA VE   +  I+      N + +    D R   A  LA  A 
Sbjct: 337 V-SELKKMGADVELQGNTAIVKGVNHFNCSEV-MATDLRAGAALILAGLA 384 
 
 
>ref|YP_001027765.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei NCTC 10229] 
 ref|YP_001082288.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei NCTC 10247] 
 gb|ABN03429.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei NCTC 10229] 
 gb|ABO06461.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei NCTC 10247] 
          Length = 449 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
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           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|YP_003949133.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase 1 [Paenibacillus 
           polymyxa SC2] 
 gb|ADO58892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Paenibacillus 
           polymyxa SC2] 
          Length = 453 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 93/351 (26%), Positives = 145/351 (41%), Gaps = 45/351 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
             ++G+VK+ G+K   N +L + A S    EG +V+ +    +DV  +   L +LG  V  
Sbjct: 10  NRLTGSVKVSGAK---NSVLPIIAASLLGEEGESVIMDAPPLDDVMTINKVLESLGAGVT 66 
 
Query: 69  ADKAAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
                 R     ++ C  + P E  ++    FL    +  R     ++  GG A       
Sbjct: 67  YQDEVIRVDARKIISC--EAPYEWVRKMRASFLVMGPLLTRLGRTRISLPGGCA------ 118 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   + G + LGA++   LG      + NG   L G KV L  + S       
Sbjct: 119 ---IGTRPIDQHLKGFEALGAEIS--LGQGFIEAKSNG--RLRGAKVYLDVA-SVGATEN 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G   IE   K    P +      +   G K   + +     I+G +K     
Sbjct: 171 IMMAATLAEGVTTIENAAKE---PEIVDLANFLNGMGAKVRGAGTG-VIRIEGVEKLHGV 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           K+  +     + +Y +A AAITGG V VEG  +  L G V     +E MG  +   E  + 
Sbjct: 227 KHTVIPDRVEAGTYMVA-AAITGGNVYVEGAISDHL-GPV--ISKMEEMGVTIQPDENGI 282 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
            V          K LKA+DV     P    D+   +  + L A+G + I + 
Sbjct: 283 RV-------IADKPLKAVDVKTLPYPGFPTDMQSQMMALQLAAEGTSIITE 326 
 
 
>ref|ZP_02890556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria IOP40-10] 
 gb|EDT03887.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           ambifaria IOP40-10] 
          Length = 449 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 66/280 (23%), Positives = 117/280 (41%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++V++  + ++G + + G+K+ +  IL    LS     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLVVEGGRRLAGEIVVSGAKNAALPILCAGLLSAEPVELDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K       DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIT-GIGTDRLV 243 
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Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVLLTG 282 
 
 
>ref|YP_104237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei ATCC 23344] 
 ref|ZP_00440372.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei GB8 horse 4] 
 ref|YP_994520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei SAVP1] 
 ref|ZP_02267386.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei PRL-20] 
 ref|ZP_04881318.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei ATCC 10399] 
 ref|ZP_04907675.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei FMH] 
 ref|ZP_04913004.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei JHU] 
 ref|ZP_04973552.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei 2002721280] 
 sp|Q62GD7.1|MURA_BURMA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAU48284.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei ATCC 23344] 
 gb|ABM51113.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei SAVP1] 
 gb|EDK54281.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei FMH] 
 gb|EDK59261.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei JHU] 
 gb|EDK84427.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei 2002721280] 
 gb|EDP85672.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei ATCC 10399] 
 gb|EEP85993.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei GB8 horse 4] 
 gb|EES44787.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           mallei PRL-20] 
          Length = 449 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|ZP_02483554.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 7894] 
 ref|ZP_02507849.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei BCC215] 
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          Length = 449 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|ZP_02149399.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Phaeobacter 
           gallaeciensis 2.10] 
 gb|EDQ09111.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Phaeobacter 
           gallaeciensis 2.10] 
          Length = 423 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 92/415 (22%), Positives = 164/415 (39%), Gaps = 53/415 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + G+K+    ++    LSE    + N     D+  M   L++LG  V   +  + 
Sbjct: 12  LKGQIPIAGAKNACLTLMPATMLSEEPLTLTNAPRLSDIRTMTTLLQSLGAEVSTLQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              +           +  ++     +  I +R + A++   G      G+A   L G    
Sbjct: 72  VLAM-----------SSHDINNHTADYDI-VRKMRASILVLGPMLARDGHAVVSLPGGCA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   +  L+ LGA +D    ++    P      +GGL GG +     +S       
Sbjct: 120 IGARPVDLHLKALEALGAQLDLKDGYVHAKAP------LGGLKGGVIDFP-LVSVGATEN 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
            LMAA LA G     II+     P +    + + + G + E  +      I+G  +     
Sbjct: 173 ALMAATLAKGTT---IINNAAREPEIVDLAQCLRKMGAQIE-GEGTSTITIQGVDRLHGA 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V       +Y LA  AI GG V + G   + ++    F   LE  G ++T  E S+ 
Sbjct: 229 THPVVTDRIELGTYMLA-PAICGGEVELLGGKRSLIEA---FCNKLEAAGVEITENENSL 284 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           TV        G   +KA+DV     P    D+   +  +   A+G + + +    ++ E  
Sbjct: 285 TVR------RGDNRVKAVDVVTEPFPGFPTDLQAQMMALMCTAEGTSVLEE----KIFEN 334 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             M A   EL ++GA ++    +  +T  E L    +    D R +++  LA  A 
Sbjct: 335 RFMHA--PELIRMGAQIDVQGGHATVTGVEGLKGAPV-MATDLRASVSLILAGLA 386 
 
 
>ref|YP_003751221.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum PSI07] 
 emb|CBJ49912.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum PSI07] 
          Length = 451 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
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 Identities = 64/264 (24%), Positives = 116/264 (43%), Gaps = 21/264 (7%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  I+  A L+     + N+ N +DV  ML  LR +G+   A      
Sbjct: 42  LSGEIRVSGAKNAALPIMCAALLTPEPLTLHNVPNLQDVRTMLKLLRQMGV---AGTQNG 98 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMRE 131 
             V +        E + + V+         MR+   +   + A  G+A   L G   +   
Sbjct: 99  HDVTLDAADIHTPEASYDLVK--------TMRASILVLGPLLARFGHARVSLPGGCGIGA 150 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+Q+GA++    G        +G   L G ++ ++  ++      LLMAA  
Sbjct: 151 RPVDQHIKGLQQMGAEIVIEHGY-IEAKLADGAKRLRGARI-VTDMVTVTGTENLLMAAV 208 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G+    +++     P V     L+ + G + +   + DR  ++G +  K  ++  +  
Sbjct: 209 LADGET---VLENAAREPEVTDLANLLVKMGARIDGIGT-DRLVVQGVEALKGAEHTVI- 263 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEG 275 
            D   A  FL   A  GG VT+ G 
Sbjct: 264 ADRIEAGTFLCAVAAAGGDVTLRG 287 
 
 
>ref|ZP_05920903.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pasteurella 
           dagmatis ATCC 43325] 
 gb|EEX49717.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pasteurella 
           dagmatis ATCC 43325] 
          Length = 424 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 95/416 (22%), Positives = 163/416 (39%), Gaps = 41/416 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV + G+K+ +  IL    L+E    + N+   +D+      LR LG+SVE D     
Sbjct: 12  LKGTVNISGAKNAALPILFATILAEKPVKLTNVPELKDIDTTFKILRKLGVSVERDAEGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VHIDASKIDHFIAPYELVKTMRASIWALAPLVARFNQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL++LGA +    G     V+      L G ++ +   IS     +++MAA L 
Sbjct: 123 PVDLHISGLERLGARIALEDGY----VKAYVDHRLVGTRIVVE-KISVGATLSIMMAATL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G   IE        P +  T   + + G K   + + D   ++G       +++ V   
Sbjct: 178 AKGTTTIE---NAAREPEITDTAIFLNKLGAKITGAGT-DTIIVEGVDHLGGCEHSIVP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 312 
           D      FL  AAI+GG +  +     +L   +   + L   GA+V   E ++T+      
Sbjct: 233 DRIETGTFLVAAAISGGRIQCKNTKADTLDAVI---DKLREAGAQVDVAENTITLDMLGN 289 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 368 
            P      +A+++     P    D+     ++ + A+G + I +          R + I  
Sbjct: 290 RP------RAVNIRTAPYPGFPTDMQAQFTLLNMVANGTSIITETIF-----ENRFMHI- 337 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
            EL ++G   E   +  I    E L+   +    D R +++  LA C     TI D 
Sbjct: 338 PELIRMGGKAEIEGNTAICHGVEHLSGAEV-MATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|ZP_04612843.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia rohdei 
           ATCC 43380] 
 gb|EEQ02633.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia rohdei 
           ATCC 43380] 
          Length = 421 
 
 Score = 45.8 bits (107), Expect = 0.013,   Method: Compositional matrix adjust. 
 Identities = 104/431 (24%), Positives = 172/431 (39%), Gaps = 59/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
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           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEDPVELQNVPKLKDIDTTIKLLNQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D  A  +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 66  RD--ASGSVFVDASG----------VDEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L    + +   +S    
Sbjct: 113 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKAAHIVMD-KVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+      
Sbjct: 168 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGAGS-DRITIEGVARL 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AA++GG V        +L  D   A++ E  GA  
Sbjct: 224 GGGVYR------VLPDRIETGTFLVAAAVSGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA+ +     P    D+    +++ L A+G   I +  
Sbjct: 275 IEIGEDWISLDMHGQRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 382 GCIADGVTIVD 392 
 
 
>ref|YP_001244411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga 
           petrophila RKU-1] 
 ref|YP_001738874.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga sp. 
           RQ2] 
 sp|A5IKW2.1|MURA_THEP1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B1LA43.1|MURA_THESQ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABQ46835.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga 
           petrophila RKU-1] 
 gb|ACB09191.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermotoga sp. 
           RQ2] 
          Length = 421 
 
 Score = 45.8 bits (107), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 102/447 (22%), Positives = 173/447 (38%), Gaps = 48/447 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           ++V+Q    + G V++ GSK+ +  I+  A L +   ++ N+   +DV  M+  LR++G  
Sbjct: 3   KLVVQGGTVLEGEVEISGSKNAALPIMAAAILCDEEIILKNVPRLQDVFVMIDILRSIGF 62 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
            VE D+     KR             D  +EV   L     A  ++   +    G A    
Sbjct: 63  RVEFDENELKIKRE-----------NDISQEVPYELVRKMRASFNVLGPIAVRTGRAKVA 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GLK++G  +    G       V         +V ++    S   
Sbjct: 112 LPGGCSIGVRPVDFHLEGLKKMGFSIKVEHGF------VEATFERRTDQVTITLPFPSVG 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            +  LM     L    + +I+     P +      + R G + E + +  R  I+G +K  
Sbjct: 166 ATEHLMTTAALLEGTRV-VIENAAMEPEIVDLQNFINRMGGRIEGAGT-SRIVIEGVEKM 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           +  + + +     + +Y +A AA + G   V+      L     F E LE  G K      

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1844



 

 

Sbjct: 224 QGVEYSIIPDRIEAGTYLVAIAA-SRGKGLVKNVNPDHL---TNFFEKLEETGVK----- 274 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
             + V G   E   R+  +A+DV  N  P    D+   +      A G + I  +V   R 
Sbjct: 275 --LKVFGNEVEIEMRERPEAVDVTTNPYPGFPTDLQPQMMAYLSIASGVSVITENVFKTR 332 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
               +       EL ++GA +E   +  I+   EKL+   ++   D R   A  +A     
Sbjct: 333 FLHVD-------ELKRMGADIEVSGNVAIVKGVEKLSGAPVEG-TDLRATAALLIAGIIA 384 
 
Query: 418 VPVTIRDPGCTRKTFPDYFDVLSTFVK 444 
             VT  +       F  Y DV+  F K 
Sbjct: 385 DGVT--EISNVEHIFRGYEDVIDKFSK 409 
 
 
>ref|YP_001179992.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor saccharolyticus DSM 8903] 
 gb|ABP66801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor saccharolyticus DSM 8903] 
          Length = 419 
 
 Score = 45.8 bits (107), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 93/402 (23%), Positives = 161/402 (40%), Gaps = 42/402 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+++++    + G V + G+K+ +  ++  A + EG ++++NL   EDV  M   L  LG 
Sbjct: 6   EKLIIEGGNPLFGEVPINGAKNAAVAVIPAALMVEGESIIENLPLIEDVFAMDDILLRLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E D  + +             ++  +++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDASNLQSYIAPYESVRKIR--------ASYYLIGALLTRFGKAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G      RPI   + G + LGADV    G             L G K+ L   +S      
Sbjct: 118 GGCNFGARPIDQHIKGFRALGADVKIENGMIKAYAE-----ELVGTKIYLD-VVSVGATI 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G     II+     P+V      +   G K + + + D   I+G ++    
Sbjct: 172 NLMLAAVKAKGTT---IIENAAKEPHVVDVANFLNAMGAKIKGAGT-DVIRIEGVKELHP 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + A +     + +Y +A  A T G V V+      L+     A++LE MGA+V   E S 
Sbjct: 228 TRYAIIPDQIEAGTYMIAACA-TKGHVRVKSIIPKHLESLT--AKLLE-MGAEVNVYEDS 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           + V    R       L+A  +     P    D+   + V+     G + + +   W     
Sbjct: 284 IEVRCKER-------LRASSIKTMPYPGFPTDLQPQMTVLLSLCSGTSVVTE-GVW---- 331 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAID 399 
            E       EL K+GA+++      I+   E L    V+A+D 
Sbjct: 332 -ENRYQYVDELKKMGANIKVEGRVAIVEGVESLQGAEVSAVD 372 
 
 
>ref|ZP_07821337.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           harei ACS-146-V-Sch2b] 
 gb|EFR33643.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           harei ACS-146-V-Sch2b] 
          Length = 415 
 
 Score = 45.8 bits (107), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 76/308 (24%), Positives = 132/308 (42%), Gaps = 28/308 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I+++    + G V++ G+K+ +  IL    L     V++++   +DV  +   LR LG 
Sbjct: 2   DKILVKSKGPLKGKVRISGAKNAALPILAATILGTEEIVLEDVPELKDVEIITEVLRGLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           L +E D    + V+   G      +   E+   +  + + M  L A +  A  +    L  
Sbjct: 62  LKIEKD--GNKLVIDPSG--LNSYETDYELMSKMRASFLVMGPLLAKLNKAYNS----LP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLG---TDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
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           G   +  RPI   + G K LGA+++   G    +C          L G ++ L    S   
Sbjct: 114 GGCNIGSRPIDLHLKGFKALGANIEMTHGEIKAECDK--------LVGTRIYLDFP-SVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++ AA LA G+    I++     P +      + + G K   + +     IKG +K 
Sbjct: 165 ATENIMTAAVLAEGET---IMENCAMEPEIVDLANFLNKMGAKVMGAGT-STIKIKGVEK 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
            +   +  +  D   A  F+  AAITGG +T+E   T+ L+  +     LE  GAKV    
Sbjct: 221 LRGCTHQIIP-DRIEAGTFMVAAAITGGDITIENIITSHLKPVIA---KLEETGAKVIEN 276 
 
Query: 302 ETSVTVTG 309 
             +V V G 
Sbjct: 277 GDTVRVVG 284 
 
 
>ref|ZP_01742541.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Rhodobacterales 
           bacterium HTCC2150] 
 gb|EBA03123.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Rhodobacterales 
           bacterium HTCC2150] 
          Length = 422 
 
 Score = 45.8 bits (107), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 97/422 (22%), Positives = 171/422 (40%), Gaps = 48/422 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++   E++G + + G+K+    ++    LSE    + N     D+  M   L++LG 
Sbjct: 2   DSILVKGGGELNGEIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIKTMTALLQSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V + +  K    V       + + K + ++        +R + A++   G      G+ 
Sbjct: 62  AEVTSLQGGK----VLAMSSHDINNHKADYEI--------VRKMRASILVLGPMLARDGH 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+ +GA++D   G     V     GGL GG V     + 
Sbjct: 110 AEVSLPGGCAIGARPVDLHLKGLEAMGAELDLRDGY----VHAKATGGLKGGVVDFP-FV 164 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +I+     P +      + R G  A          ++G 
Sbjct: 165 SVGATENILMAATLAKGTT---VINNAAREPEIVDLAECLIRMGA-AISGHGTSTITVEG 220 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             +     +  V       +Y L   AITGG++ + G G  SL     FAE L   G ++ 
Sbjct: 221 KDRLNGATHPVVTDRIELGTYMLV-PAITGGSIELIG-GRMSLV--TAFAEKLAETGVEI 276 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
             T+  + V+       GR  + A+DV     P    D+   +  +   A+G + + +   
Sbjct: 277 EETQRGLRVS----RKNGR--VSAVDVKTEPFPGFPTDLQAQMMALLCTANGTSVLEET- 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
              + E   M A   EL ++GA ++       +T  E+L    +    D R +++  LA  
Sbjct: 330 ---IFENRFMHA--PELIRMGAQIDVQGGLAKVTGVERLKGAPV-MATDLRASVSLILAG 383 
 
Query: 415 CA 416 
            A 
Sbjct: 384 LA 385 
 
 
>ref|ZP_05942724.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           orientalis CIP 102891] 
 gb|EEX95250.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           orientalis CIP 102891] 
          Length = 419 
 
 Score = 45.8 bits (107), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 100/418 (23%), Positives = 164/418 (39%), Gaps = 51/418 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V + G+K+ +  IL  + L+E    V N+    D+   +  L  LG  VE +       
Sbjct: 15  GEVTISGAKNAALPILFASILAEEPVEVTNVPRLRDIDTTMELLERLGAKVERN------ 68 
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Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRMR 130 
                 G   V+ +   +  +     + ++++ A++ A G      G     L G   +  
Sbjct: 69  ------GSVHVDPSS--INEYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCAIG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+QLGA +    G     V+ N  G L G  + +   +S      ++ AA 
Sbjct: 120 ARPVDLHIHGLEQLGATITLEDGY----VKANVDGRLKGAHIVMD-KVSVGATITIMCAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     ++D     P +  T   + + G K   + + D   I+G ++     +A V 
Sbjct: 175 TLAEGTT---VLDNSAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLSGGTHAVV 230 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AA++GG VT   C  T           LE  GAKV   E  +++    
Sbjct: 231 -ADRIETGTFLVAAAVSGGKVT---CRNTKAHLLEAVLAKLEEAGAKVETGEDWISLDMT 286 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            RE      LKA+ V     P    D+     ++ L A G   I +     + E   M   
Sbjct: 287 GRE------LKAVTVRTAPHPGFPTDMQAQFTLLNLMAKGGGVITET----IFENRFMHV 336 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    ++L+   +    D R + +  +A C     TI D 
Sbjct: 337 --PELMRMGAKAEIEGNTVICGDVDELSGAQV-MATDLRASASLVIAGCIAQGETIVD 391 
 
 
>ref|YP_001067956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106a] 
 ref|ZP_02457541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 9] 
 ref|ZP_02473084.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei B7210] 
 ref|ZP_02499890.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 112] 
 ref|ZP_03793824.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pakistan 9] 
 ref|YP_002898519.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei MSHR346] 
 ref|ZP_04814340.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106b] 
 ref|ZP_04896885.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pasteur 52237] 
 ref|ZP_04968095.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 406e] 
 gb|ABN91295.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106a] 
 gb|EDO87804.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 406e] 
 gb|EDO93723.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pasteur 52237] 
 gb|EEH25789.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pakistan 9] 
 gb|ACQ95698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei MSHR346] 
 gb|EES24965.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106b] 
          Length = 449 
 
 Score = 45.8 bits (107), Expect = 0.014,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
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Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|NP_875765.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Prochlorococcus 
           marinus subsp. marinus str. CCMP1375] 
 sp|Q7VAT0.1|MURA1_PROMA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAQ00418.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Prochlorococcus 
           marinus subsp. marinus str. CCMP1375] 
          Length = 457 
 
 Score = 45.8 bits (107), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 94/409 (22%), Positives = 170/409 (41%), Gaps = 40/409 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            ++SG +K+ G+K+ +  ++  A L+E    ++N+ N  D+  M   L  +G +V  ++  
Sbjct: 22  NDLSGQIKISGAKNSALVLMAGALLTEENVHLNNVPNLTDIDVMTDLLLHIGANV--NRN 79 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + ++           +K E+   L +A  A       + A  G     L G  R+  R 
Sbjct: 80  TNQVLLQANQSDL----SKNELPYELVHALRASFVCIGPLLARLGEVKTPLPGGCRIGCR 135 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI + + GLK LGA V     T    + VN    L G K+K +   S      +LMAA L 
Sbjct: 136 PIDEHIQGLKALGASVRIDNDTVIAKI-VNSRKRLIGTKIKFNCK-SVGATETVLMAATL 193 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
           A G+    I++     P ++    ++ + G   + + +  +  I+G    K   +  +   
Sbjct: 194 AEGET---ILENAAQEPEIQDLANMLNKMGANVQGAGT-SQIKIEGVSHLKGCVHDVIP- 248 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA---KVTWTETSVTVTG 309 
           D   A  FL  +AIT   +T+                + E +GA   K+     S+   G 
Sbjct: 249 DRIEAGTFLIASAITRCPLTISPV-------------IPEHIGAVIKKLKQCGCSIEKAG 295 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
              + F  + + ++D++ +  P    D+      +   A G + I +    R     RM  
Sbjct: 296 KGLKIFPGEKISSVDMSTSPFPGFPTDLQAPFMALMSIATGTSKIEETVFER-----RMQ 350 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
            +  EL ++GA +    +   I+   +L  T+I T  D R + A  LA+ 
Sbjct: 351 HV-GELQRMGAQISLSENTAFISGVNELIATSI-TGGDLRSSAAMVLAS 397 
 
 
>ref|ZP_02640560.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens CPE str. F4969] 
 gb|EDT25811.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens CPE str. F4969] 
          Length = 417 
 
 Score = 45.8 bits (107), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 81/303 (26%), Positives = 126/303 (41%), Gaps = 36/303 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE--- 68 
           K + G++++ G+K+ +  IL  A L S+G  ++DN+ +  DVH +   +R+LG +VE    
Sbjct: 10  KALKGSIEINGAKNAAVAILPAAILASKGECIIDNVPDIADVHCLERIIRSLGCNVEKLD 69 
 
Query: 69  ----ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                  A +   V  CG      D ++    +     +  R   A V   GG    V   
Sbjct: 70  NNTLKINAEEIKTVEACG-----NDVRKMRASYYFIGALLARFKEAKVELPGGCPIGV-- 122 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
                  RPI   + G + LGA V    G       VN +     G       +S      
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Sbjct: 123 -------RPIDQHIKGFEALGAKVLIEHGA------VNIMAEKLIGTNIFFDVVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA LA G     +++     P+V      +   G   + + + D   IKG ++ K  
Sbjct: 170 NLMIAATLAEGTT---VLENAAREPHVVDVANFLNAMGANVKGAGT-DVIRIKGVKELKG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N  V  D   A  F+  AA T G VT++      L+     A++LE MGAKV   + S 
Sbjct: 226 C-NYSVVPDQIEAGTFMIAAAATRGDVTIQNVIPKHLES--ISAKLLE-MGAKVEEGDDS 281 
 
Query: 305 VTV 307 
           V V 
Sbjct: 282 VRV 284 
 
 
>ref|YP_109734.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei K96243] 
 ref|YP_335059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710b] 
 ref|ZP_02449352.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 91] 
 ref|ZP_04952307.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710a] 
 sp|Q63Q84.1|MURA_BURPS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q3JMZ4.1|MURA_BURP1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAH37151.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei K96243] 
 gb|ABA48016.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710b] 
 gb|EET09326.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710a] 
          Length = 449 
 
 Score = 45.8 bits (107), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>emb|CAM89150.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
          Length = 188 
 
 Score = 45.4 bits (106), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 33/101 (32%), Positives = 50/101 (49%), Gaps = 4/101 (3%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKL 393 
           LA+ A FA+G T +  +   RVKE++R+ A+   L   G    EG     +      + L 
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Sbjct: 88  LAIAASFAEGETVMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGL 147 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
               + T+ DHR+AM+F +   A E PVT+ D      +FP 
Sbjct: 148 GGGTVATHLDHRIAMSFLVMGLASEKPVTVDDSTMIATSFP 188 
 
 
>ref|YP_003382854.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Kribbella flavida 
           DSM 17836] 
 gb|ADB34055.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Kribbella flavida 
           DSM 17836] 
          Length = 428 
 
 Score = 45.4 bits (106), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 97/391 (24%), Positives = 158/391 (40%), Gaps = 49/391 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+   +++  A L+EGTT +  +    DV +M   L TLG SV+ D  A  
Sbjct: 12  LDGSVEVAGAKNSVLKLMAAALLAEGTTTLRQVPGILDVTFMAQLLDTLGCSVKVDGEAG 71 
 
Query: 75  RAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
            A +       P E   + + +L        +R L A+++  G      G A   L G   
Sbjct: 72  TATIA-----VPGEIGHQCDYEL--------VRKLRASISVLGPLLGRCGQAEVALPGGD 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  R +   V GL+ +GA V     F+  + P        GL G +V L    S      
Sbjct: 119 NIGSRGLNMHVAGLEAMGAKVHIEHGFVMAEAPQ-------GLHGAEVWLDFP-SVGATE 170 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     +I+     P ++    ++   G + E + S  R  + G +     
Sbjct: 171 TIMMAAVLAKGTT---VIENAAREPEIQDIAAMLVAMGAQIEGAGS-PRIEVTGVEGLLK 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
           P +  V  D   +  +   AAIT G VT+       L+  +   + L   GA +T  +   
Sbjct: 227 PVDHTVVPDRIVSGSWAFAAAITKGDVTITNGHAEHLELPL---DKLSKAGADITVLDQG 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET-ER 363 
             V    R        K++DV     P     L     F     A+ D A+   +   E  
Sbjct: 284 FRVRMAERP-------KSVDVVTLPYPGFPTDLQA---FVIAMNAVSDGAAMVTENLFEG 333 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                 ELT+LGA V+    + +I    +L+ 
Sbjct: 334 RFTFAQELTRLGAHVQTDGHHAVIRGVPRLS 364 
 
 
>ref|ZP_04809089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Helicobacter 
           pullorum MIT 98-5489] 
 gb|EEQ63097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Helicobacter 
           pullorum MIT 98-5489] 
          Length = 422 
 
 Score = 45.4 bits (106), Expect = 0.015,   Method: Compositional matrix adjust. 
 Identities = 91/418 (21%), Positives = 173/418 (41%), Gaps = 61/418 (14%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G++ + G+K+ +  ++ L+ L++    ++NL    D+   L  L  LG  ++      
Sbjct: 11  KLQGSIGISGAKNSALPLIALSTLAKNEITLENLPEVVDIKTFLSLLSMLGCGIQEIDNH 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
            + ++        + + K    +        +R + A++   G      G     L G   
Sbjct: 71  TKTIITST-----LNNTKANYDI--------VRKMRASILVLGPLLGRFGYCEVSLPGGC 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG--LPGGKVKLSGSISSQYLSA 185 
            +  RP+   +  LK++GA +    G      + NG+ G  +   K+ ++G+         
Sbjct: 118 AIGARPVDLHIKALKKMGAKIQIQGGYIIAEAK-NGLKGNVINFDKITVTGT------EN 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG--QKYK 243 
           +LMAA +A G  +I    K    P V     +++  G+  +   S D   I G   Q    
Sbjct: 171 ILMAAAMAKGKTKIINAAKE---PEVVQLCEVLKESGIDIQGIGS-DEIEIYGTDMQPLI 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
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            PK   V  D   A  +L   AIT   +T+     T L+  +     LE +G K+ +++  
Sbjct: 227 FPKPICVIPDRIEAGTYLCAGAITNSQITLNNINPTHLEAII---SKLEEIGFKLQFSQD 283 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S+T+  P + P      +A +++  + P    D+      +A   +G + I++    R+  
Sbjct: 284 SITIY-PTQNP------QAFELSTTEYPGFPTDMQAQFMALATQCEGSSIIQE----RLF 332 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMAFSLAA 414 
           E   M    +EL ++GA++    +   I    KL   +V A D     R + A  LAA 
Sbjct: 333 ENRFMHV--SELQRMGANITLKGNTATIQGKSKLYGADVMATDL----RASSALVLAA 384 
 
 
>ref|ZP_03456331.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
 ref|ZP_04887012.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
 gb|EDU07996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
 gb|EEC32315.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
          Length = 449 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|NP_301844.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           leprae TN] 
 ref|YP_002503474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           leprae Br4923] 
 sp|P45821.1|MURA_MYCLE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAA63098.1| murZ [Mycobacterium leprae] 
 emb|CAC31531.1| UDP-N-acetylglucosamine-1-carboxyvinyltransferase [Mycobacterium 
           leprae] 
 emb|CAR71245.1| UDP-N-acetylglucosamine-1-carboxyvinyltransferase [Mycobacterium 
           leprae Br4923] 
          Length = 418 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 98/373 (26%), Positives = 144/373 (38%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           AE  V+     +SG V + G+K+   +++    L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   AERFVVTGGNRLSGEVTVGGAKNSVLKLMAATLLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE         + G   +    D  +    F      A+R   A+V   G        
Sbjct: 62  GATVE---------LYGDVARITSPDEPKYDADF-----AAVRQFRASVCVLGPLVGRCK 107 
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Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C    V     L G +++L    
Sbjct: 108 QARVALPGGDAIGSRPLDMHQAGLRQLGA--RCNIEHGC---VVASAETLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA +A G   +  I      P V     ++ + G + E   S     I  
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVEGVGS-PTMTIT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  +   P    V GD   A+ +   AA+T G + V G     LQ        L   GA  
Sbjct: 218 GVPRLY-PTEHRVIGDRIVAATWGIAAAMTRGDIAVTGVDPAHLQ---LVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT T+ S  V    R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQTDDSFRVAQYERP-------KAVNVATLPFPGFPTDLQPMAIALTSIADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
 
 
>ref|ZP_02404725.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei DM98] 
          Length = 449 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 121/280 (43%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D A  R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGA--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>sp|P33986.1|MURA_ACIGB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAA21618.1| UDP-N-acetylglucosamine 1-carboxyvinyl transferase [Acinetobacter 
           calcoaceticus] 
          Length = 419 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 105/425 (24%), Positives = 178/425 (41%), Gaps = 40/425 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ V+Q   ++ G V++ G+K+ +  +L    L++    + N+ + +DV  ++  +  LG 
Sbjct: 2   DKFVIQGGVKLEGEVRISGAKNAALPLLAAMILADTPITLKNVPDLKDVRTLVKLIGGLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           +++  +     A       +F P E  K      L    +  R  +A V+  GG A     
Sbjct: 62  ITMSYEGETVIANTSTLDNQFAPYELVKTMRASILVLGPLLARYGSAKVSLPGGCA---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RP+   +  L+ LGA ++   G     V     G L GG+V +   ++     
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Sbjct: 118 -----IGSRPVDQHLKALEALGAQIEVEAGY----VHAKVDGRLKGGEV-IFDMVTVGGT 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +L AA LA G   +  I      P +     ++ + G K E  D+ D   + G +    
Sbjct: 168 ENILTAAVLAEG---VTTIRNAAREPEITDLALMLIKMGAKIEGLDT-DTLVVTGVESLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTE 302 
             + + V     + SY LA AAITGG V         L+  + KF E    MGA+VT  E 
Sbjct: 224 GCEYSVVADRIETGSY-LAAAAITGGKVKTTHTDPNLLESVLDKFEE----MGAEVTRGE 278 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKE 360 
             + +    + P      KA+       P+    M   ++A+ A G    R  A+      
Sbjct: 279 DWIELDMLGKRP------KAVSFRTLPHPEFPTDMQAQIMAVNAIG----RGFATISETI 328 
 
Query: 361 TERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
            E       EL ++GA+++ EG D  ++T  EKL+   +    D R + +  LAA A    
Sbjct: 329 FENRFMHVPELARMGANIQVEGND-AVVTGVEKLSAAPV-MATDLRASFSLVLAALAAEG 386 
 
Query: 420 VTIRD 424 
            TI D 
Sbjct: 387 ETIID 391 
 
 
>ref|YP_353708.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides 2.4.1] 
 sp|Q3J077.1|MURA_RHOS4 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABA79807.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           sphaeroides 2.4.1] 
          Length = 422 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 99/425 (23%), Positives = 170/425 (40%), Gaps = 53/425 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++   E+ G + + G+K+    ++    LS+    + N     D+  M   L++LG 
Sbjct: 2   DSILVKGNGELRGQIPIAGAKNACLALMPATLLSDEPLTLTNAPRLSDIRTMTQLLQSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V + +  +   +        + D + +  +        +R + A++   G      G+ 
Sbjct: 62  AEVASLQGGQVLAL----SSHALTDHRADYDI--------VRKMRASILVLGPMLARDGH 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   L G   +  RP+   +  L+ +GA++D    ++    P       GGL G +V    
Sbjct: 110 AVVSLPGGCAIGARPVDLHLKALEAMGAELDLRDGYIHAKAPA------GGLKGARVVFP 163 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             +S       LMAA LA G     +++     P +    R + R G + E   S      
Sbjct: 164 -LVSVGATENALMAATLAKGTT---VLENAAREPEIVDLARCLRRMGAQIEGEGS-SIMT 218 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G  +     +  V       +Y LA  AI GG V + G G   L G   F E L+  G 
Sbjct: 219 IQGVDRLGGATHPVVTDRIELGTYMLA-PAICGGEVELLG-GRIELVG--AFCEKLDAAG 274 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
             V  TE  + V        GR  +KA+DV     P    D+   +  +   A+G + +  
Sbjct: 275 ISVEETERGLRVA----RRNGR--VKAVDVMTEPFPGFPTDLQAQMMALLCTAEGTSVLE 328 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 411 
           +    R+ E   M A   EL ++GA +E       +T  EKL    +    D R +++   
Sbjct: 329 E----RIFENRFMHA--PELIRMGARIEVHGGTATVTGVEKLRGAPV-MATDLRASVSLI 381 
 
Query: 412 LAACA 416 
           LA  A 
Sbjct: 382 LAGLA 386 
 
 
>ref|ZP_02954248.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens D str. JGS1721] 
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 gb|EDT70748.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           perfringens D str. JGS1721] 
          Length = 417 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 80/303 (26%), Positives = 126/303 (41%), Gaps = 36/303 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE--- 68 
           K + G++++ G+K+ +  IL  A L S+G  ++DN+ +  DVH +   +R+LG +VE    
Sbjct: 10  KALKGSIEINGAKNAAVAILPAAILASKGECIIDNVPDIADVHCLERIIRSLGCNVEKLD 69 
 
Query: 69  ----ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
                  A +   V  CG      D ++    +     +  R   A V   GG    V   
Sbjct: 70  NNTLKINAEEIKTVEACG-----NDVRKMRASYYFIGALLARFKEAKVELPGGCPIGV-- 122 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
                  RPI   + G + LGA V    G       VN +     G       +S      
Sbjct: 123 -------RPIDQHIKGFEALGAKVSIEHGA------VNIMAEKLIGTNIFFDVVSVGATI 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA LA G     +++     P+V      +   G   + + + D   IKG ++ K  
Sbjct: 170 NLMIAATLAEGTT---VLENAAREPHVVDVANFLNAMGANVKGAGT-DVIRIKGVKELKG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N  V  D   A  F+  AA T G VT++      L+     A++LE +GAKV   + S 
Sbjct: 226 C-NYSVVPDQIEAGTFMIAAAATRGDVTIQNVIPKHLES--ISAKLLE-IGAKVEEGDDS 281 
 
Query: 305 VTV 307 
           V V 
Sbjct: 282 VRV 284 
 
 
>ref|NP_245117.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pasteurella 
           multocida subsp. multocida str. Pm70] 
 sp|P57821.1|MURA_PASMU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAK02264.1| MurZ [Pasteurella multocida subsp. multocida str. Pm70] 
          Length = 425 
 
 Score = 45.4 bits (106), Expect = 0.016,   Method: Compositional matrix adjust. 
 Identities = 95/428 (22%), Positives = 167/428 (39%), Gaps = 65/428 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V + G+K+ +  IL  A L++    + N+   +D+   L  LR LG+ VE D     
Sbjct: 12  LRGSVNISGAKNAALPILFAAILAQEPVKLTNVPELKDIETTLKILRKLGVVVERDAEGA 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VHLDASKIDHFVAPYELVKTMRASIWALAPLVARFHRGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADV------------DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
           P+   + GL++LGA +             C +GT            +   KV +  ++S  
Sbjct: 123 PVDLHISGLERLGASIILEDGYVKAYVDHCLVGTR-----------IVMEKVSVGATLS- 170 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     II+     P +  T   + + G K   + + D   ++G + 
Sbjct: 171 -----IMMAATLAKGKT---IIENAAREPEITDTALFLNKMGAKIVGAGT-DTITVEGVE 221 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +    +++ V  D      FL  AAI+GG +  +     +L   +   + L   GA+V   
Sbjct: 222 RLGGCEHSIVP-DRIETGTFLVAAAISGGRIECKNTKADTLDAVI---DKLREAGAQVDV 277 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
           TE S+T+      P      +A+++     P    D+     ++ + A G + I +     
Sbjct: 278 TENSITLDMLGNRP------RAVNIRTAPYPGFPTDMQAQFTLLNMVACGTSIITETIF- 330 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
                 R + I  EL ++G   E   +  I    + L+   +    D R +++  LA C  
Sbjct: 331 ----ENRFMHI-PELIRMGGKAEIEGNTAICHGVDHLSGAEV-MATDLRASISLVLAGCI 384 
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Query: 417 EVPVTIRD 424 
               TI D 
Sbjct: 385 ATGETIVD 392 
 
 
>ref|YP_003872749.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) [Paenibacillus polymyxa E681] 
 gb|ADM72211.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) [Paenibacillus polymyxa E681] 
          Length = 451 
 
 Score = 45.4 bits (106), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 93/349 (26%), Positives = 145/349 (41%), Gaps = 45/349 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           ++G+VK+ G+K   N +L + A S    EG +V+ +    +DV  +   L +LG  V    
Sbjct: 12  LTGSVKVSGAK---NSVLPIIAASLLGEEGESVIIDAPPLDDVMTINKVLESLGAGVTYQ 68 
 
Query: 71  KAAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
               R     ++ C  + P E  ++    FL    +  R     ++  GG A         
Sbjct: 69  DEVIRVDARKIISC--EAPYEWVRKMRASFLVMGPLLTRLGRTRISLPGGCA-------- 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   + G + LGA++   LG      + NG   L G KV L  + S      ++ 
Sbjct: 119 -IGTRPIDQHLKGFEALGAEIS--LGQGFIEAKSNG--RLRGAKVYLDVA-SVGATENIM 172 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G   IE   K    P +      +   G K   + +     I+G +K    K+ 
Sbjct: 173 MAATLAEGVTTIENAAKE---PEIVDLANFLNGMGAKVRGAGTG-VIRIEGVEKLHGVKH 228 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +     + +Y +A AAITGG V VEG  +  L G V     +E MG  +   E  + V 
Sbjct: 229 TVIPDRVEAGTYMVA-AAITGGNVYVEGAISDHL-GPV--ISKMEEMGVTIQPDENGIRV 284 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
                     K LKA+DV     P    D+   +  + L A+G + I + 
Sbjct: 285 -------IADKPLKAVDVKTLPYPGFPTDMQSQMMALQLAAEGTSIITE 326 
 
 
>gb|ABC00782.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 30 
 
 Score = 45.4 bits (106), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 22/27 (81%), Positives = 24/27 (88%) 
 
Query: 88  EDAKEEVQLFLGNAGIAMRSLTAAVTA 114 
           +DAKEEV+LFLGNAG AMR LTAAV A 
Sbjct: 4   KDAKEEVKLFLGNAGTAMRPLTAAVVA 30 
 
 
>ref|YP_002262034.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aliivibrio 
           salmonicida LFI1238] 
 sp|B6EMB5.1|MURA_ALISL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAQ78196.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aliivibrio 
           salmonicida LFI1238] 
          Length = 422 
 
 Score = 45.4 bits (106), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 100/422 (23%), Positives = 164/422 (38%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG V + G+K+ +  IL  A L+E    V N+    DV   +  L+ LG  V  + + 
Sbjct: 11  KPLSGEVTISGAKNAALPILFAALLAEEPVEVANVPKLRDVDTTIELLQRLGAKVSRNGS 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                         V     EV  F     + ++++ A++ A G      G     L G  
Sbjct: 71  --------------VHIDASEVNNFCAPYDL-VKTMRASIWALGPLVARFGKGQVSLPGG 115 
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Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHIHGLEQLGATIKLEDGY----VKAEVDGRLKGAHIVMD-KVSVGATITV 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G     I++     P +  T   +   G K     + D   I+G ++      
Sbjct: 171 MCAATLAEGTT---ILENAAREPEIVDTAHFLNAIGAKVSGMGT-DTITIEGVERLGGGY 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  V  D      FL  AA++GG V  +    + L+        LE  GAKV   E  ++ 
Sbjct: 227 HEVV-ADRIETGTFLVAAAVSGGKVVCKNTKASLLE---SVLAKLEEAGAKVESGEDWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    RE      LKA+++     P    D+     ++ + A GP  I +           
Sbjct: 283 LDMTGRE------LKAVNIRTAPHPAFPTDMQAQFTLLNMMAKGPGIITETIF-----EN 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
           R + I  EL ++GA  E   +  I    + L+   +    D R + +  +A C     TI 
Sbjct: 332 RFMHI-PELQRMGAHAEIEGNTAICGDTDGLSGAQV-MATDLRASASLVIAGCIAKGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>emb|CAM88970.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM88979.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM88988.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM88997.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89006.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89015.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89024.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89033.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89042.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89051.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89060.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89069.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89078.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89087.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89096.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89105.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89114.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89123.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89132.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
 emb|CAM89141.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella abortus] 
          Length = 188 
 
 Score = 45.4 bits (106), Expect = 0.017,   Method: Compositional matrix adjust. 
 Identities = 33/101 (32%), Positives = 50/101 (49%), Gaps = 4/101 (3%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKL 393 
           LA+ A FA+G T +  +   RVKE++R+ A+   L   G    EG     +      + L 
Sbjct: 88  LAIAASFAEGETVMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGL 147 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
               + T+ DHR+AM+F +   A E PVT+ D      +FP 
Sbjct: 148 GGGTVATHLDHRIAMSFLVMGLASEKPVTVDDSTMIATSFP 188 
 
 
>ref|YP_004114357.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pantoea sp. 
           At-9b] 
 gb|ADU67801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pantoea sp. 
           At-9b] 
          Length = 419 
 
 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 103/427 (24%), Positives = 171/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1856



 

 

Sbjct: 6   VQGPTRLSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   V DA+ EV +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHV-DAR-EVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K   + + D+  I+G ++  
Sbjct: 166 TVTIMSAATLATGTT---IIENAAREPEIVDTANFLNTLGAKISGAGT-DKITIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G V        +L  D   A+ L   GA++    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKVLCRNTQPDTL--DAVLAK-LRDAGAEIETG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPGFPTDMQAQFTLLNLVAEGTGVITETIF-- 328 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
                R + I  EL ++GA  E   +  I    E L+   +    D R + +  LA C   
Sbjct: 329 ---ENRFMHI-PELIRMGAHAEIESNTAICHGVETLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTLVD 390 
 
 
>ref|YP_988537.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bartonella 
           bacilliformis KC583] 
 gb|ABM45225.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bartonella 
           bacilliformis KC583] 
          Length = 431 
 
 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 88/388 (22%), Positives = 155/388 (39%), Gaps = 66/388 (17%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT--LGLSVEADKA 72 
           ++G + + G+K+ +  +++ A L++ T +VDN+ +  DV  ++  L    +G +VE  +  
Sbjct: 12  LNGVIPISGAKNAALPLMIAALLTDETLIVDNVPHLADVECLIRILNNHGIGYAVEGRQC 71 
 
Query: 73  -------------AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
                        AK    +    + P E  ++    F     +  R   A V+  GG A 
Sbjct: 72  HTVCSDARTIYFTAKNITTI----RAPYELVRKMRASFWVIGPLLARCQEACVSLPGGCA 127 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG-----KVKL 174 
                    +  RP+  ++ GLK LGAD+    G     V    + GL G      KV + 
Sbjct: 128 ---------IGTRPVDFILEGLKALGADIAIENGY----VHAKALKGLKGASYHFPKVTV 174 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
            G+        LLMAA LA G     ++      P V   ++ ++  G      +  D   
Sbjct: 175 GGT------HVLLMAAVLAEGKT---VLHNAACEPEVTNLVQALKAMGADIS-GEGTDVL 224 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
            I G +K    +   +     + +Y +A  A+TGG V ++      L    +   VLE   
Sbjct: 225 TIHGVKKLHGARVCVIPDRIEAGTYAMA-VAMTGGDVLLQDAVPEHL---TEVLTVLEKA 280 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           G  +      + V    R+P   K +K++D+     P    D+      +   A+G T I 
Sbjct: 281 GLSIEIKAEGIRVF---RDP--HKKMKSVDITTAPFPAFPTDLQAQFMALMTLAEGNTHI 335 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASV 378 
            +          R + ++ EL +LGA + 
Sbjct: 336 TETIF-----ENRFMHVQ-ELVRLGARI 357 
 
 
>emb|CAM89195.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89204.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
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 emb|CAM89213.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89222.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89231.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89240.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89249.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89258.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89267.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89276.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89285.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89294.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89303.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89312.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89321.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89330.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89339.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89348.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89357.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89366.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89375.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89384.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89393.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89402.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89411.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89420.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89429.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89438.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella ovis] 
 emb|CAM89546.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis ATCC 
           23445] 
 emb|CAM89555.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89564.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89573.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89582.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89591.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89600.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89609.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89618.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89627.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89636.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89645.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89654.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89663.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89672.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89681.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89690.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89699.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89708.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89717.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89726.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89735.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89744.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89753.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89762.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89771.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89780.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89789.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89798.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89807.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89888.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89969.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella neotomae] 
 emb|CAM89978.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella neotomae] 
 emb|CAM89987.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella neotomae] 
 emb|CAM89996.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 36/94] 
 emb|CAM90005.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 52/94] 
 emb|CAM90014.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK15/98] 
 emb|CAM90023.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK35/99] 
 emb|CAM90032.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 14/95] 
 emb|CAM90041.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 2/96] 
 emb|CAM90050.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK1/97] 
 emb|CAM90059.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK3/97] 
 emb|CAM90068.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK5/97] 
 emb|CAM90077.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK10/00] 
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 emb|CAM90086.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK4/01] 
 emb|CAM90095.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK10/01] 
 emb|CAM90104.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK15/02] 
 emb|CAM90113.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F23/97] 
 emb|CAM90122.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F96/2] 
 emb|CAM90131.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           VLA04.67] 
 emb|CAM90140.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           VLA04.72] 
 emb|CAM90149.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           VLA04/105] 
 emb|CAM90158.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           VLA04/06] 
 emb|CAM90167.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK31/04] 
 emb|CAM90176.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 39/94] 
 emb|CAM90185.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 44/94] 
 emb|CAM90194.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK24/00 
           (M192)] 
 emb|CAM90203.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 55/94] 
 emb|CAM90212.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 4/96] 
 emb|CAM90221.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 61/94] 
 emb|CAM90230.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK13/99] 
 emb|CAM90239.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK40/99] 
 emb|CAM90248.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK5/01] 
 emb|CAM90257.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F6/99] 
 emb|CAM90266.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F8/99] 
 emb|CAM90275.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F9/99] 
 emb|CAM90284.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F10/99] 
 emb|CAM90293.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F7/99] 
 emb|CAM90302.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           UK28/03-13840] 
 emb|CAM90311.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 59/94] 
 emb|CAM90320.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 5/95] 
 emb|CAM90329.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK43/99] 
 emb|CAM90338.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           UK1/2000] 
 emb|CAM90347.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 
           UK2/2000] 
 emb|CAM90356.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. 14/94] 
 emb|CAM90365.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. UK3/05] 
 emb|CAM90374.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. VLA05/4] 
 emb|CAM90383.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. VLA05/8] 
 emb|CAM90392.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F5/99] 
 emb|CAM90401.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella sp. F5/02] 
 emb|CAO99131.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella microti CCM 
           4915] 
 emb|CAO99132.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella microti] 
          Length = 188 
 
 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 33/101 (32%), Positives = 50/101 (49%), Gaps = 4/101 (3%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKL 393 
           LA+ A FA+G T +  +   RVKE++R+ A+   L   G    EG     +      + L 
Sbjct: 88  LAIAASFAEGETVMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGL 147 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
               + T+ DHR+AM+F +   A E PVT+ D      +FP 
Sbjct: 148 GGGTVATHLDHRIAMSFLVMGLASEKPVTVDDSTMIATSFP 188 
 
 
>ref|YP_003714284.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xenorhabdus 
           nematophila ATCC 19061] 
 emb|CBJ92208.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xenorhabdus 
           nematophila ATCC 19061] 
          Length = 420 
 
 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 99/420 (23%), Positives = 168/420 (40%), Gaps = 51/420 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
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           +SG V + G+K+ +  I+  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LSGEVTISGAKNAALPIMFAALLAEEPVELQNVPELKDIDTTIKLLNRLGTKVERNG--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
            +V V   G   V +     +L        ++++ A++ A G      G     L G    
Sbjct: 69  -SVFVDASG---VNEYCAPYEL--------VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHISGLEQLGAKIVLNEGY----VKATVDGRLKGASIVMD-KVSVGATVTIMT 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +E T   +   G K   + + DR  I+G ++     +  
Sbjct: 172 AATLAEGTT---IIENAAREPEIEDTANFLNTLGAKISGAGT-DRIVIEGVKRLGGGVHR 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D      FL  AAI+ G VT       +L  D   A++ E  GA +   E  +++  
Sbjct: 228 VLP-DRIETGTFLVAAAISRGKVTCRHAKPDTL--DAVLAKLRE-AGADINVGEDWISLD 283 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA+       P    D+    +++ + ADG   I +          R  
Sbjct: 284 MHGQRP------KAVTFRTAPHPGFPTDMQAQFSLLNMVADGAGMITETIF-----ENRF 332 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           + I  EL ++GA  E   +  +    EKL+   +    D R + +  LA C     T+ D 
Sbjct: 333 MHI-PELIRMGARAEIESNTVLCHGVEKLSSAQV-MATDLRASASLVLAGCIAEGTTVVD 390 
 
 
>ref|ZP_04851607.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. oral taxon 786 str. D14] 
 gb|EES74748.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. oral taxon 786 str. D14] 
          Length = 448 
 
 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 90/349 (25%), Positives = 143/349 (40%), Gaps = 45/349 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALS----EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           ++G VK+ G+K   N +L + A S    EG +V+ +    +DV  +   L +LG +V  D 
Sbjct: 13  LAGNVKVSGAK---NSVLPIIAASLLGEEGVSVIRDAPPLDDVMTINKVLESLGAAVTYD 69 
 
Query: 71  K---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           +         +  C  + P E  ++    FL    +  R     ++  GG A         
Sbjct: 70  REVITVDARQIASC--EAPYEWVRKMRASFLVMGPLLTRMGFTRISLPGGCA-------- 119 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   + G + +GA++   LG      + NG   L G K+ L  + S      ++ 
Sbjct: 120 -IGTRPIDQHLKGFEAMGAEIT--LGHGFIEAKTNG--RLRGAKIYLDVA-SVGATENIM 173 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G     II+     P +      +   G     + +     I+G ++ +  ++ 
Sbjct: 174 MAATLAEGTT---IIENAAKEPEIVDLANYLNSMGAVVRGAGT-GMIRIEGVERLRGCEH 229 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A  F+  AAITGG V VEG     L G V     LE MG  V   E  V V 
Sbjct: 230 TVIP-DRIEAGTFMVAAAITGGNVFVEGAIADHL-GPV--ISKLEEMGVTVEVQENGVRV 285 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
                     K LKA+DV     P    D+   +  + L ++G + I + 
Sbjct: 286 -------IADKPLKAVDVKTLPYPGFPTDMQAQMMALLLVSEGASVITE 327 
 
 
>ref|YP_002287734.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oligotropha 
           carboxidovorans OM5] 
 sp|B6JDF7.1|MURA_OLICO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACI91869.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oligotropha 
           carboxidovorans OM5] 
          Length = 429 
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 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 97/428 (22%), Positives = 180/428 (42%), Gaps = 68/428 (15%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            +++GT+ + G+K+ +  +++ A L++ T +++N+    DV  +    R LG         
Sbjct: 10  NKLNGTIPISGAKNAALPLMIAALLTDETLILENVPRLADVALL---QRILG-------- 58 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-----------AMRS---LTAAVTAAGGN 118 
               V +   GK P +   +   L +  A I            MR+   +   + A     
Sbjct: 59  -NHGVDIMSAGKRPGDREHQGQTLHISAANIIDTTAPYDLVSKMRASFWVIGPLLARMKE 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGAD--VDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           A   L G   +  RP+  L++ L++LGA+  +D        P       GL G +++    
Sbjct: 118 ANVSLPGGCAIGTRPVDLLIMALEKLGAEIVIDGGYAVARAP------QGLHGAEIEFPK 171 
 
Query: 177 -SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
            ++S  +++  LMAA LA G     +I      P +      + + G K   + +  R   
Sbjct: 172 VTVSGTHVA--LMAATLAKGTT---VITNAACEPEIADVADCLNKMGAKITGAGT-SRIV 225 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G +K    ++A +     + +Y +A  A+TGG V ++G     +Q  +   +VL   G 
Sbjct: 226 IEGVEKLHGARHAVLPDRIEAGTYAMA-VAMTGGDVQLQGARPELMQAAL---DVLIEAG 281 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
           A +T T   + V    R   G   ++ +DV+ +  P    D+   L  +   A+G      
Sbjct: 282 ATITQTNEGIRVQ---RNGSG---IRPVDVSTSPFPGFPTDLQAQLMALMTRAEG----- 330 
 
Query: 352 DVASWRVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 408 
              S R+ ET    R + ++ EL + GA +    +   I    KL    +    D R ++ 
Sbjct: 331 ---SSRITETIFENRFMHVQ-ELARFGARIALDGETATIEGRPKLRGAPV-MATDLRASV 385 
 
Query: 409 AFSLAACA 416 
           +  +AA A 
Sbjct: 386 SLVIAALA 393 
 
 
>ref|ZP_04637320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           intermedia ATCC 29909] 
 gb|EEQ18471.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           intermedia ATCC 29909] 
          Length = 421 
 
 Score = 45.4 bits (106), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 102/431 (23%), Positives = 173/431 (40%), Gaps = 59/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  I+  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPIMFAALLAEDPVELQNVPKLKDIDTTIKLLSQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D +   +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 66  RDNSG--SVFVDASG----------VNEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 113 LPGGCAIGARPVDLHISGLEQLGAEIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 168 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKISGAGT-DRITIEGVARL 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 224 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA+ +     P    D+    +++ L A+G   I +  
Sbjct: 275 IEIGDDWISLDMHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
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               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 382 GCIADGVTIVD 392 
 
 
>ref|YP_003829891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Butyrivibrio proteoclasticus B316] 
 gb|ADL33309.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
           [Butyrivibrio proteoclasticus B316] 
          Length = 429 
 
 Score = 45.4 bits (106), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 101/439 (23%), Positives = 181/439 (41%), Gaps = 47/439 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  IL  A +++ T  +DN+ +  D + ML A+ + G 
Sbjct: 2   EKYVIKGGNPLVGEVEIGGAKNAALAILAAATMTDETVYIDNMPDESDTNAMLQAIASTG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGG--KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             V  D+  + +V +       F +ED  ++++        A   L  A       A  V 
Sbjct: 62  AHV--DRVDRHSVKINASAVRNFTIEDYIKKIR--------ASYYLLGAFLGKYKQAGVV 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           L     +  RPI   + G   LGA V+   G  D           L G  + L   +S   
Sbjct: 112 LPSGCNIGLRPIDQHIKGFTALGATVNIEHGIIDAHA------DALVGSHIYLD-VVSVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++MAA +A G     II+     P+V      +   G   + + + D   IKG ++ 
Sbjct: 165 ATINIMMAATMAEGKT---IIENAAKEPHVVDFANFLNSMGANIKGAGT-DVIRIKGVER 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               +   +     + ++ LA AA T G +TV+      L+     A+++E MG +V  + 
Sbjct: 221 LHGTEYTIIPDQIEAGTFMLAAAA-TKGDITVKNVIPKHLES--ISAKLIE-MGCQVHES 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWR 357 
           + +V V    R      H+K +       +  P + + L      A G + + + +   R 
Sbjct: 277 DDAVRVVATRR--LQNTHVKTLPYPGYPTDMQPQITVALG----LASGISIVTESIFENR 330 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CA 416 
            K  +       ELT++GA ++      II   +K    A+ +  D R   A  +AA  A 
Sbjct: 331 FKYVD-------ELTRMGACIKVEGSTAIIEGVDKYT-GAVVSAPDLRAGAALVIAALTA 382 
 
Query: 417 EVPVTIRDPGCTRKTFPDY 435 
           E   T+ D     + + D+ 
Sbjct: 383 EGYSTVEDIKYIERGYEDF 401 
 
 
>emb|CAM89447.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis 1330] 
 emb|CAM89456.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89465.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89474.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89483.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89492.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89501.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89510.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89519.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89528.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89537.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89816.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89825.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89834.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89843.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89852.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89861.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89870.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89879.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella suis] 
 emb|CAM89897.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
 emb|CAM89906.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
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 emb|CAM89915.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
 emb|CAM89924.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
 emb|CAM89933.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
 emb|CAM89942.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
 emb|CAM89951.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
 emb|CAM89960.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella canis] 
          Length = 188 
 
 Score = 45.4 bits (106), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 33/101 (32%), Positives = 50/101 (49%), Gaps = 4/101 (3%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKL 393 
           LA+ A FA+G T +  +   RVKE++R+ A+   L   G    EG     +      + L 
Sbjct: 88  LAIAASFAEGETVMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGL 147 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
               + T+ DHR+AM+F +   A E PVT+ D      +FP 
Sbjct: 148 GGGTVATHLDHRIAMSFLVMGLASEKPVTVDDSTMIATSFP 188 
 
 
>ref|ZP_08096916.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           brasiliensis LMG 20546] 
 gb|EGA67082.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           brasiliensis LMG 20546] 
          Length = 419 
 
 Score = 45.4 bits (106), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 100/422 (23%), Positives = 166/422 (39%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G V + G+K+ +  IL  + L+E    V N+    D+   +  L  LG  VE +   
Sbjct: 11  KPLVGEVTISGAKNAALPILFASILAEEPVEVANVPRLRDIDTTMELLERLGAKVERN-- 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+ +   +  +     + ++++ A++ A G      G     L G  
Sbjct: 69  ----------GSVHVDPSS--INEYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+ N  G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHIHGLEQLGATITLEDGY----VKANVDGRLKGAHIVMD-KVSVGATITI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G     ++D     P +  T   + + G K   + + D   I+G ++    K 
Sbjct: 171 MCAATLADGTT---VLDNAAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGGK 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           ++ V  D      FL  AA++GG VT   C  T           LE  GA V   E  ++ 
Sbjct: 227 HSVV-ADRIETGTFLVAAAVSGGKVT---CRNTKAHLLEAVLAKLEEAGAAVETGEDWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           V    RE      LKA+ +     P    D+     ++ L A G   I +     + E   
Sbjct: 283 VDMTDRE------LKAVTIRTAPHPGFPTDMQAQFTLLNLMAKGGGVITE----NIFENR 332 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL ++GA  E   +  I    ++L+   +    D R + +  +A C     TI 
Sbjct: 333 FMHV--PELMRMGAKAEIEGNTVICGDVDELSGAQV-MATDLRASASLVIAGCIANGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>ref|ZP_07036313.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           sp. oral taxon 386 str. F0131] 
 gb|EFI41457.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           sp. oral taxon 386 str. F0131] 
          Length = 427 
 
 Score = 45.4 bits (106), Expect = 0.019,   Method: Compositional matrix adjust. 
 Identities = 90/390 (23%), Positives = 155/390 (39%), Gaps = 62/390 (15%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+IV++   ++SG V++ G+K+ +  IL  + L     +++++   +DV  M+  L++LG 
Sbjct: 11  EKIVVKKSPKLSGVVRVSGAKNAALPILAASILGTEDIILEDVPQLKDVEIMIEVLKSLG 70 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V  +KA K  +V+          + E            M  + A+    G      G  
Sbjct: 71  CVV--NKAGKNKLVINSKNLSSYVTSYE-----------LMSKMRASFLVMGPLLGRMGK 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   +  RPI   + G + LGA+++            N +G +     KL G   
Sbjct: 118 TVNSLPGGCNIGSRPIDLHLKGFEALGAEIE------------NNVGDITASAEKLIG-- 163 
 
Query: 179 SSQYL--------SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
              YL          ++ AA LA G+    +I+     P +      + + G  A      
Sbjct: 164 CRVYLDFPSVGATENIITAAVLAEGET---VIENAAMEPEIVDLANFLRKMGA-AVMGAG 219 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
                IKG ++ K   +  +  D   A  F+  AAITGG V V+   ++ ++         
Sbjct: 220 TSTIRIKGVKELKGCSHQIIP-DRIEAGTFMVAAAITGGDVIVDNVISSHMK---PVIAK 275 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 350 
           LE  GAK+   +  + V G             I +N+  +P       + A F    T + 
Sbjct: 276 LEECGAKIIEEDDRIRVIGED---------AIIPINIKTLPYPGFPTDMQAQFLALMTKL 326 
 
Query: 351 R--DVASWRVKETERMVAIRTELTKLGASV 378 
           +  ++A   V E   M A   EL K+GA + 
Sbjct: 327 KGNNIAIETVFENRFMHA--DELVKMGADI 354 
 
 
>ref|ZP_07889067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           segnis ATCC 33393] 
 gb|EFU68561.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aggregatibacter 
           segnis ATCC 33393] 
          Length = 425 
 
 Score = 45.1 bits (105), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 96/417 (23%), Positives = 166/417 (39%), Gaps = 43/417 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV + G+K+ +  IL  A L+     + N+ + +D+   L  LR LG+ VE +     
Sbjct: 12  LKGTVDISGAKNAALPILFAAILATEPVTLTNVPDLKDIETTLKILRQLGVEVERNAQGV 71 
 
Query: 75  RAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             +       F  P E  K         A +  R     V+  GG +         +  R 
Sbjct: 72  VRLDASKINHFIAPYELVKTMRASIWALAPLVARFNQGQVSLPGGCS---------IGAR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSISSQYLSALLMAAP 191 
           P+   + GL++LGA +    G     V    IG  +   KV +  ++S      +++AA  
Sbjct: 123 PVDLHISGLERLGAKIVLEDGYVKAYVDSRLIGTRIVMEKVSVGATLS------IMIAAT 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     +I+     P +  T   + + G K   + S D   I+G  +    +++ V  
Sbjct: 177 LAKGTT---VIENAAREPEIADTAEFLNKMGAKISGAGS-DAITIEGVDRLTGCEHS-VA 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D      FL  AAI+GG +  +     +L   +   + L   GA+V  TE ++T+     
Sbjct: 232 PDRIETGTFLVAAAISGGRIVCKNTKANTLDAVI---DKLREAGAQVDVTEDTITLDMLG 288 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
             P      KA+++     P    D+     ++ + A+G + I +          R + I 
Sbjct: 289 NRP------KAVNIRTAPYPGFPTDMQAQFTLLNMVANGTSIITETIF-----ENRFMHI 337 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
             EL ++G   E   +  I      L+   +    D R +++  LA C     TI D 
Sbjct: 338 -PELIRMGGKAEIEGNTAICHGVAHLSGAEV-MATDLRASISLVLAGCIATGETIVD 392 
 
 
>ref|YP_003606379.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1002] 
 gb|ADG16868.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1002] 
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          Length = 420 
 
 Score = 45.1 bits (105), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 69/263 (26%), Positives = 114/263 (43%), Gaps = 27/263 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL    LS     ++N+ + +DV  ML  L  +G+ +EA +    
Sbjct: 12  LSGEVVVSGAKNAALPILCAGLLSADPVHLENVPDLQDVRTMLKLLGQMGVRIEAGE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMRE 131 
                   G+  ++ +K +  +        MR+   +   + A  G+A   L G   +   
Sbjct: 69  --------GRVALDASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARVSLPGGCAIGA 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+      LLMAA 
Sbjct: 121 RPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGARI-VTDMITVTGTENLLMAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G+    II+     P V     L+   G K E   + DR  I+G  K    K+  + 
Sbjct: 174 VLAEGET---IIENAAREPEVVDLAHLLVAMGAKIEGIGT-DRLVIQGVDKLHGAKHTVI 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTV 273 
             D   A  FL   A  GG VT+ 
Sbjct: 230 P-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>ref|YP_622555.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia AU 1054] 
 ref|YP_834070.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia HI2424] 
 ref|ZP_04939852.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia PC184] 
 gb|ABF77582.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia AU 1054] 
 gb|ABK07177.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia HI2424] 
 gb|EAY63023.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           cenocepacia PC184] 
          Length = 449 
 
 Score = 45.1 bits (105), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 65/280 (23%), Positives = 117/280 (41%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++    +SG + + G+K+ +  IL    L+     +DN+ N +DV   L  L   
Sbjct: 29  GMDKLAIEGGNRLSGEIVVSGAKNAALPILCAGLLTADPVDLDNVPNLKDVRTTLKVLNQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D         GC  +         V  +       ++++ A++   G       
Sbjct: 89  MGVKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GEAKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +   + DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIDGIGT-DRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 244 IQGVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVMLTG 282 
 
 
>ref|ZP_08151417.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 4_1_37FAA] 
 gb|EGC74129.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 4_1_37FAA] 
          Length = 430 
 
 Score = 45.1 bits (105), Expect = 0.020,   Method: Compositional matrix adjust. 
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 Identities = 95/428 (22%), Positives = 176/428 (41%), Gaps = 47/428 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T  +DNL +  D++ +L A+  +G 
Sbjct: 2   EQYIIKGGSPLVGEVEIGGAKNAALAILAAAIMTDETVTIDNLPDVNDINVLLEAMEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCG--GKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
             ++  +  +  V +     G F ++ D  ++++        A   L  A+      A   
Sbjct: 62  AQIQ--RVDRHTVKINGSTIGDFSIDYDYIKKIR--------ASYYLLGALLGKYNKAEV 111 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RPI   + G + LGA+V+   G             L    V +  +I+   
Sbjct: 112 ALPGGCNIGSRPIDQHLKGFRALGAEVEIEHGKILAEAETLKGTHLYFDVVSVGATIN-- 169 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++MAA +A G   + I++ +   P+V      +   G   + + + D   I+G QK 
Sbjct: 170 ----VMMAAAMADG---LTILENVAKEPHVVDVANFLNSMGANIKGAGT-DVIKIRGVQK 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               + + +  D   A  F+  AA T G +TV       L+  +     LE MG +V    
Sbjct: 222 LHKTEYSIIP-DQIEAGTFMFAAAATKGDITVLNVIPKHLEATIS---KLEEMGCQVEEF 277 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASW 356 
           + +V V          K LK+  V     P    D+   + V    + G + I + +    
Sbjct: 278 DDAVRVV-------ANKRLKSTQVKTLPYPGFPTDMQPQIGVTLALSKGTSIITESIFEN 330 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           R K  +       EL ++GA ++   +   I   EK +   + +  D R   A  +A  A 
Sbjct: 331 RFKYLD-------ELARMGAVIKVEGNSATIEGVEKFSGARV-SAPDLRAGAALVIAGLA 382 
 
Query: 417 EVPVTIRD 424 
              +TI D 
Sbjct: 383 TDGITIVD 390 
 
 
>ref|ZP_07635822.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ruminococcaceae 
           bacterium D16] 
          Length = 430 
 
 Score = 45.1 bits (105), Expect = 0.020,   Method: Compositional matrix adjust. 
 Identities = 76/299 (25%), Positives = 125/299 (41%), Gaps = 19/299 (6%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q  K + GT+ + G+K+ +  I+  A L +G   ++N+    DV  +L  L+ LG  V  
Sbjct: 6   IQGGKPLHGTITISGAKNAAVAIIPAALLVDGVCRIENIPQISDVTLILQILQELGADVR 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                +  V + C           +V   L     A   L  A+    G A   L G    
Sbjct: 66  T--VNRTTVDIDCS-----HIRNRQVPYELARKIRASYYLVGALLGRFGWAEVPLPGGCD 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RPI   + G   +GADVD   G  C   +V G G L GG++ L   +S      +++ 
Sbjct: 119 LGGRPIDQHIKGFVAMGADVDVRNGLIC--AKVPG-GRLSGGQIYLD-MVSVGATMNIML 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           A  LA G   + II+     P++      +   G     + + D   I+G ++ K    + 
Sbjct: 175 AGVLADG---MTIIENAAKEPHIVDLANFLNSMGANIMGAGT-DVIKIRGVKRLKGGTYS 230 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            +  D   A  ++A  A  GG V ++      L  D   A+++E MG  V   + +V V 
Sbjct: 231 IIP-DQIEAGTYMAAVAAAGGDVLIQNVIPKHL--DCITAKLVE-MGVDVEELDDAVRV 285 
 
 
>ref|ZP_02183884.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Carnobacterium 
           sp. AT7] 
 gb|EDP69364.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Carnobacterium 
           sp. AT7] 
          Length = 436 
 
 Score = 45.1 bits (105), Expect = 0.021,   Method: Compositional matrix adjust. 
 Identities = 88/372 (23%), Positives = 156/372 (41%), Gaps = 38/372 (10%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+IV++  K ++G+VK+ G+K+    IL    L S+G + + N+    DV  +   L  L 
Sbjct: 2   EKIVVRGGKHLTGSVKVEGAKNAVLPILAATILASKGQSKLTNVPILSDVFTINEVLSHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            L+V+ D+  K+ +++    +   E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NLTVDFDQ-TKKEIILDATKELHFEAPFEYVSKMRASI-VVMGPLLARL----GHAKVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSISSQY 182 
            G   +  RPI   + G + +GA+V    G       +      L G  + L    S    
Sbjct: 116 PGGCAIGTRPIDLHLKGFEAMGAEVHIENG------YIEAFADQLKGAHIYLDFP-SVGA 168 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA LA G   IE + +    P +      + R G K   + + +   I+G  +  
Sbjct: 169 TQNIMMAATLAKGTTTIENVARE---PEIVDLANFLNRMGAKVIGAGT-ESIRIEGVSEL 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              +++ +  D   A  F+  AA+T G + +E       + +      L+ MG +      
Sbjct: 225 TGVEHSIIP-DRIEAGTFMIAAAVTQGNIYIEDA---VAEHNKPLISKLKEMGVQFEDEA 280 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA---- 354 
             + V GP       K LKA DV     P    D+   + +  +FA+G + +++       
Sbjct: 281 NGLRVIGP-------KKLKATDVKTMPHPGFPTDMQAQMTIAQVFAEGTSTMKETVFENR 333 
 
Query: 355 SWRVKETERMVA 366 
              ++E  RM A 
Sbjct: 334 YMHMEELRRMNA 345 
 
 
>ref|YP_001484727.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9215] 
 gb|ABV51141.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9215] 
          Length = 456 
 
 Score = 45.1 bits (105), Expect = 0.021,   Method: Compositional matrix adjust. 
 Identities = 81/370 (21%), Positives = 154/370 (41%), Gaps = 36/370 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V++ G+K+ +  ++  + L+    V+ N+    D+  M   L++  LS++  +   
Sbjct: 23  KLSGIVEISGAKNSALVLMAASLLTNERIVLQNVPRLTDIEKMGNILKS--LSIKLIQKN 80 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R  +       P   + +++   L N   A      A+ +  G A   L G   +  RP 
Sbjct: 81  NRLEI------DPKNISIKDLPYELVNGLRASFFCIGALLSKYGEAKVPLPGGCDIGSRP 134 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I + + GL+ LGA++    G     ++ +    L G  +KL    S      L+MAA LA 
Sbjct: 135 IDEHINGLQALGAEIIIEEGIVKAKIK-DKANKLHGTHIKLKCP-SVGATETLIMAASLA 192 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   IE   +    P ++   +++ + G K  +    ++  I G  +     +  +  D 
Sbjct: 193 EGRTTIENAARE---PEIQDLCQMLNKMGAKI-YDSGKEKIIIDGVNELCGCTHKVIP-D 247 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
              A  FL  AA T  ++T+       L+        L+  G+K+T    S+T+ G     
Sbjct: 248 RIEAGTFLIAAAATSSSITISPVIPCHLEA---VTNKLQESGSKITIKGNSITIKG---- 300 
 
Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
               K +K +D+     P    D+      +   A+G + I ++         RM  +   
Sbjct: 301 ----KEIKGVDIQTAPFPGFPTDLQAPFTTLMAIANGESKITEIIFEN-----RMNHVHL 351 
 
Query: 370 ELTKLGASVE 379 
            L K+GA+++ 
Sbjct: 352 -LNKMGANIK 360 
 
 
>ref|YP_003940069.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cloacae SCF1] 
 gb|ADO46785.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
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           cloacae SCF1] 
          Length = 419 
 
 Score = 45.1 bits (105), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 99/431 (22%), Positives = 169/431 (39%), Gaps = 61/431 (14%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE 
Sbjct: 6   VQGPSRLQGEVSISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLSQLGTKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   ++ +  +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVWIDAS--DVNVFCAPYEL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+      
Sbjct: 166 TVTIMSAATLAEGTT---IIENAAREPEIVDTANFLNAMGAKITGQGT-DRITIEGVARL 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG +        +L  D   A++ E  GA  
Sbjct: 222 GGGVYR------VLPDRIETGTFLVAAAISGGKIVCRHAQPDTL--DAVLAKLRE-AGAD 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA++V     P    D+     ++ + A+G   I +  
Sbjct: 273 IEVGQDWISLDMHGKRP------KAVNVRTAPHPGFPTDMQAQFTLLNMVAEGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
                   E       EL ++GA  E   +  I    EKL+   +    D R + +  LA 
Sbjct: 327 I------FENRFMHLPELIRMGAHAEIESNTAICHGVEKLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 ACAEVPVTIRD 424 
            C     TI D 
Sbjct: 380 GCIAEGTTIVD 390 
 
 
>ref|YP_487950.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris HaA2] 
 sp|Q2IRX1.1|MURA_RHOP2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABD09039.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris HaA2] 
          Length = 429 
 
 Score = 45.1 bits (105), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 72/310 (23%), Positives = 128/310 (41%), Gaps = 41/310 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            ++ GT+ + G+K+ +  +++ A LS+ T ++DN+    DV  +   L   G+ + A    
Sbjct: 10  NKLHGTIPISGAKNAALPLMIAALLSDETLILDNVPRLADVALLQRILGNHGVDIMA--- 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-----------AMRS---LTAAVTAAGGN 118 
                     GK P +   +   L +    I            MR+   + A + A     
Sbjct: 67  ---------AGKRPGDHEYQGQTLHISAKNIIDTTAPYELVSKMRASFWVIAPLLARMHE 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-S 177 
           A   L G   +  RP+  L++ L++LG +    L  D   V     GGL G  ++    + 
Sbjct: 118 AKVSLPGGCAIGTRPVDLLIMALEKLGVE----LSIDAGYVVAKAPGGLKGATIEFPKVT 173 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S  +++  LMAA LA G     II      P +      + + G +   + +  R  I+ 
Sbjct: 174 VSGTHVA--LMAATLAKGTT---IISNAACEPEITDVADCLNKMGARITGAGT-PRILIE 227 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K    ++  +     + +Y +A  A+TGG V + G     LQ  +   +VL   GA  
Sbjct: 228 GVDKLHGARHTVLPDRIETGTYAMA-VAMTGGEVQLSGARPELLQSAL---DVLTQAGAT 283 
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Query: 298 VTWTETSVTV 307 
           +T     + V 
Sbjct: 284 ITINNDGIKV 293 
 
 
>ref|YP_003165888.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Accumulibacter phosphatis clade IIA str. UW-1] 
 gb|ACV33959.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Accumulibacter phosphatis clade IIA str. UW-1] 
          Length = 421 
 
 Score = 45.1 bits (105), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 87/388 (22%), Positives = 157/388 (40%), Gaps = 42/388 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + + G+K+ +  IL    L+     + N+    D+  ML  +  +G++V  D A   
Sbjct: 12  LAGEIAISGAKNAALPILCACLLTAEPLHLTNVPRLRDIATMLRLIEQMGVAVTHDGA-- 69 
 
Query: 75  RAVVVGCGGK----FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             VV+   G      P +  K      L    +  R   A V+  GG A         +  
Sbjct: 70  NGVVLDSSGLSNPLAPYDMVKTMRASILVLGPLLARHGEARVSLPGGCA---------IG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   ++GL+ +GA +    G         G  GL G  + ++  ++      L+MAA 
Sbjct: 121 ARPVEQHILGLQAMGASIHVEHGY-IQAGAGTGKRGLRGACI-VTDMVTVTGTENLMMAA 178 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G+    II+     P V      +   G +   + + D+  I+G ++     +  + 
Sbjct: 179 ALADGET---IIENAAREPEVVDLANCLVSMGAQISGAGT-DKIRIRGVERLHGATHRIM 234 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + +Y  A AA +GG+V + G     L  D    ++L+  G  +     ++ +  P 
Sbjct: 235 ADRIETGTYLCAAAA-SGGSVRLTGTSAAYL--DAVVDKLLD-AGCDIVAERDAIRLKAP 290 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           PR       LKA+ +  +  P    D+      +   A+G   IR+     + E   M A 
Sbjct: 291 PR-------LKAVSIRTSPYPAFPTDMQAQFMAINCVAEGSAVIRET----IFENRFMHA 339 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLN 394 
           +  EL +LGA +       ++T  E+L  
Sbjct: 340 V--ELIRLGADIRIDASNAMVTGVERLQ 365 
 
 
>ref|YP_154801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Idiomarina 
           loihiensis L2TR] 
 sp|Q5R0J5.1|MURA_IDILO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAV81252.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Idiomarina 
           loihiensis L2TR] 
          Length = 419 
 
 Score = 45.1 bits (105), Expect = 0.022,   Method: Compositional matrix adjust. 
 Identities = 92/380 (24%), Positives = 153/380 (40%), Gaps = 52/380 (13%) 
 
Query: 10  QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 69 
           QP+   SG+V + G+K+ +  IL+ + L      + N+ +  DV   L  L  LG+S    
Sbjct: 10  QPL---SGSVTISGAKNAALPILMASLLPSEKITLSNVPDLHDVDTTLELLDCLGIS--H 64 
 
Query: 70  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVL 123 
                 +V   C     +   K    L        ++++ A++   G      G A   L 
Sbjct: 65  SNLNNNSV---CIDPTTLNHFKAPYDL--------VKTMRASILVLGPLLAKTGKAEVSL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RP+   + GL+++GA +D   G     ++ +  G L G ++ L  ++S     
Sbjct: 114 PGGCAIGARPVNLHIEGLRKMGAHIDVENGY----IKASVEGRLQGAEILLD-TVSVTGT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             L+MAA LA G+    +I+     P V      +   G     + S D  +I G  K   
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Sbjct: 169 ENLMMAAVLAEGET---VIENAAREPEVIDLANFLNSLGANVRDAGS-DTIHITGVNKLH 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             + + V  D      FL  A  TGG+V  E     SL   +K    LE  GA +   +  
Sbjct: 225 GGEYS-VMPDRIETGTFLVAALATGGSVRCEKTDPASLDAVLK---KLEEAGATIDKGDN 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            + +     +  GR   KA+++     P    D+      +   A+G   IR+        
Sbjct: 281 WIAI-----QSHGRP--KAVNIITAPHPAFPTDMQAQFCALNAIAEGTAGIRETIFEN-- 331 
 
Query: 360 ETERMVAIRTELTKLGASVE 379 
              R + I  EL ++GA+VE 
Sbjct: 332 ---RFMHI-PELRRMGANVE 347 
 
 
>gb|EFE28162.2| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Filifactor 
           alocis ATCC 35896] 
          Length = 429 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 82/319 (25%), Positives = 128/319 (40%), Gaps = 31/319 (9%) 
 
Query: 1   MAGAEEIVLQPIKE---ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 57 
           M G + +    +KE   + GTV++ G+K+    I+    L+EG +V+  + N +DV  M+ 
Sbjct: 1   MKGMDSLAYITVKESPSLRGTVQISGAKNAVLPIIAATLLAEGISVIKGVPNLKDVQVMV 60 
 
Query: 58  GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL----FLGNAGIAMRSLTAAVT 113 
             L  LG   E       ++ V       VE   E V      FL    +  R   A ++ 
Sbjct: 61  ELLACLGAKAELK---GDSLFVDASHITSVEAPHELVNKMRASFLVMGALLSRFQRAKIS 117 
 
Query: 114 AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKV 172 
             GG A         +  RPI   + G + LGA V+    G     +  +    L GGKV 
Sbjct: 118 LPGGCA---------IGSRPIDLHLKGFEALGATVNIIDEGLQSGYIEAHAKEYLQGGKV 168 
 
Query: 173 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
            L    S      +LMAA L  G   + +I+     P +      +   G +   + + + 
Sbjct: 169 YLDFP-SVGATENILMAASLTPG---VTVIENAAEEPEIVDLANYLNNMGARVRGAGT-N 223 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVL 291 
              I G +K   P    V  D   A  F+  AA+T G V VE   T  ++  + K  E+  
Sbjct: 224 TIRIIGVEKLH-PIEYTVIPDRIEAGTFMVAAAMTKGDVLVENVITDHIKPVIAKLTEI- 281 
 
Query: 292 EMMGAKVTWTETSVTVTGP 310 
              G  +   + +V V GP 
Sbjct: 282 ---GCTIEEYDNAVRVIGP 297 
 
 
>ref|YP_001902771.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris str. B100] 
 sp|B0RQI0.1|MURA_XANCB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAP50715.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. campestris] 
          Length = 424 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 96/400 (24%), Positives = 160/400 (40%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVHISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQIAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGAD+    G     ++    G L GG+      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGADISVENGY----IKATSNGRLKGGRYVFD-MV 168 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1870



 

 

 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRITVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPDTLDA---VLDKLTEAGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  SVT+    + P      +A+++     P    D+      +   A+G   I +   
Sbjct: 281 TTTAESVTLDMHGKRP------RAVNLTTAPYPAFPTDMQAQFMALNCVAEGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|YP_003853064.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacterium thermosaccharolyticum DSM 571] 
 gb|ADL69980.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacterium thermosaccharolyticum DSM 571] 
          Length = 417 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 78/326 (23%), Positives = 135/326 (41%), Gaps = 30/326 (9%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +I+++    + GTVK+ G+K+    I+  + LS G   +D++   +DV+ M+  ++ LG  
Sbjct: 5   KIIVENSPALRGTVKISGAKNSVLPIIAASLLSYGEVFIDDVPELKDVNVMIELIKFLGA 64 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
                    +  V     + P E  K+    FL         +   + A  G+A   L G 
Sbjct: 65  HCTFKNGKLKINVDIKDVEAPYELVKKMRASFL---------VMGPILAKLGHAKISLPG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   + G + LGA +D  +G      R      L G KV L    S       
Sbjct: 116 GCAIGTRPIDLHLKGFQTLGAQID--IGHGYVEARAK---RLVGKKVYLDFP-SVGATEN 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA  A G   I  I+     P V      + + G   + + + D   I+G ++ K   
Sbjct: 170 IMMAAVFADG---ITTIENAAEEPEVVDLANFLNKMGANIKGAGT-DTIRIEGVKELKGT 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           ++  +     + +Y +A AA+TGG V +E              + ++ + AK+T     V 
Sbjct: 226 EHTVIPDRIEAGTYMVA-AAMTGGDVLIENV----------IVDHIKPIIAKLTECGIDV 274 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP 331 
              G      G+++ KA+DV     P 
Sbjct: 275 FEEGTGVRVKGKRNYKAVDVKTLPYP 300 
 
 
>ref|NP_829044.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydophila 
           caviae GPIC] 
 gb|AAP04922.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydophila 
           caviae GPIC] 
          Length = 444 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 91/381 (23%), Positives = 155/381 (40%), Gaps = 58/381 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+   ++ N+ +  DV   +    +LG  V  DK A+ 
Sbjct: 12  LQGSVRVSGAKNSTTKLLVASLLSDRKCILRNVPDIGDVRLTVELCESLGSIVHWDKQAE 71 
 
Query: 75  RAVVVGCGGKFPVEDAK----EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              +     +     A+      + + L  A +A       V   GG+A         +  
Sbjct: 72  VIEIHTPEIRMTEVLAQFSRVNRIPILLLGALLARCPEGVVVPCVGGDA---------IG 122 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           ER +     GL+QLGA V C    D    +     GL G  + L    S      L++A+ 
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Sbjct: 123 ERTLNFHFEGLEQLGAQVAC----DGQGYQAAAPKGLVGAYITLPYP-SVGATENLILAS 177 
 
Query: 191 PLALGD-------VEIEIIDKLISIPY--VEMTL---RLMERFGVKAEHSDSWDRFYIKG 238 
             A G        +E+EI+D ++ +    VE+T    R +E FG         D FY    
Sbjct: 178 VRARGRTIIKNAALEVEILDLILFLQKAGVEITTDNDRTIEIFGC--------DDFY--- 226 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
                   + +V  D   A+ F   A +TGG V VE      +   + F + L  +G    
Sbjct: 227 ------EVDHWVIPDKIEAASFGMAAVLTGGRVFVENAEQDLM---IPFLKTLRSIGGGF 277 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
           + TET +       EP     +   DV+   + D     +V+   A+G + I +       
Sbjct: 278 SVTETGIEFF--YNEPLKGGVVLETDVHPGFLTDWQQPFSVLLSQAEGSSVIHETV---- 331 
 
Query: 359 KETERMVAIRTELTKLGASVE 379 
               R+  +R  L ++GAS E 
Sbjct: 332 -HENRLGYLRG-LQQMGASCE 350 
 
 
>ref|YP_003845758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 ref|ZP_07630266.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 gb|ADL53994.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
          Length = 420 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 105/440 (23%), Positives = 175/440 (39%), Gaps = 50/440 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E +V+     + G V + G+K+ +  IL  A + S+   V+DN+ + ED+  M   ++++ 
Sbjct: 2   ERLVVTGGNPLRGAVDITGAKNAAVAILPAALMASKNVCVIDNVPDIEDISCMETIMKSI 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV- 122 
           G  VE             G  F V+  +      L      MR     + A  G    V  
Sbjct: 62  GAKVERK-----------GNAFHVDSTELTTTEALIEEMRKMRGSYYLIGALLGRFKKVK 110 
 
Query: 123 --LDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSIS 179 
             L G   +  RPI   + G + LGA VD   G  +    R      L G  + L   +S 
Sbjct: 111 VELPGGCHIGVRPIDQHIKGFEALGAKVDIKHGIAEVTADR------LIGANIYLD-VVS 163 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 +++AA LA G+  +E   K    P+V      +   G K + + + D   I G  
Sbjct: 164 VGATINVMLAAALAEGETTLENAAKE---PHVVDVANFLNSMGAKIKGAGT-DVIKILGV 219 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           ++      + +  D   A  F+  AA  GG VT+       L+     A+++E MG +V  
Sbjct: 220 KELSGCDYSVIP-DQIEAGTFMIAAAACGGEVTLNNVIPKHLESIT--AKLIE-MGVEVE 275 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVAS 355 
             + SVTV           +LK ++V     P    DV   +  +   A G + + + +  
Sbjct: 276 ENDDSVTVR-------TNGNLKGVNVKTLPYPGFPTDVQQPMTTLLSVAKGRSVVHE-SI 327 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           W     E       EL K+GA+++      I+   E+L    +   +D R   A  +A   
Sbjct: 328 W-----ESRFKFIDELKKMGANIKVEGRVAIVDGVERLTGATV-VANDLRAGAAMIIAGL 381 
 
Query: 416 -AEVPVTIRDPGCTRKTFPD 434 
            AE    + D G   + +P+ 
Sbjct: 382 MAEGETIVTDIGHIDRGYPN 401 
 
 
>ref|YP_002647380.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           pyrifoliae Ep1/96] 
 emb|CAX54101.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           pyrifoliae Ep1/96] 
 emb|CAY72657.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia 
           pyrifoliae DSM 12163] 
 gb|ADP11186.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Erwinia sp. 
           Ejp617] 
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          Length = 420 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 101/431 (23%), Positives = 169/431 (39%), Gaps = 61/431 (14%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG+    
Sbjct: 6   VQGPTRLSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLGQLGV--- 62 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
             KA +   V        +  A  E+          ++++ A++ A G      G      
Sbjct: 63  --KAERNGSVYLDASNVDIYCAPYEL----------VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVAGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+      
Sbjct: 166 TVTIMSAATLATGTT---VIENAAREPEIVDTAHFLNTLGAKITGAGS-DRITIEGVDRL 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL   AI+GG V        +L  D   A++ E  GA  
Sbjct: 222 GGGVYR------VLPDRIETGTFLVAGAISGGKVICRAAQPDTL--DAVLAKLRE-AGAD 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA+++     P    D+    +++ L A+G   I +  
Sbjct: 273 IEVGEDWISLDMHGKRP------KAVNLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E      I    EKL+   +    D R + +  LA 
Sbjct: 327 ----IFENRFMHV--PELVRMGAHAEIESHTLICHGVEKLSSAQV-MATDLRASASLVLA 379 
 
Query: 414 ACAEVPVTIRD 424 
            C     T+ D 
Sbjct: 380 GCIAEGTTLVD 390 
 
 
>ref|ZP_07739943.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aminomonas 
           paucivorans DSM 12260] 
 gb|EFQ23832.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Aminomonas 
           paucivorans DSM 12260] 
          Length = 434 
 
 Score = 45.1 bits (105), Expect = 0.023,   Method: Compositional matrix adjust. 
 Identities = 80/314 (25%), Positives = 131/314 (41%), Gaps = 37/314 (11%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-VDNLLNSEDVHYMLGALRTLGL 65 
           +V+Q    + G++   G+K+ +  ++  A L +G  + +D + N  D+H M   LR LG+ 
Sbjct: 12  LVIQGGTPLRGSLTAQGAKNAALPVMASALLLKGRRLTLDRVPNLHDIHTMADLLRHLGV 71 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRS---LTAAVTAAGGNATY 121 
            +E              G+    D  E++Q    +A +  MR+   +   + A  G A   
Sbjct: 72  QIE------------FKGQRMTLDVPEDLQWETPSALVRKMRASSLVLGPLIARCGRAIL 119 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG---TDCPPVRVNGIGGLPGGKVKLSGSI 178 
            L G   +  RP+   + GL ++GA  D   G    + P +R         G++ L     
Sbjct: 120 PLPGGCAIGSRPMDFHLKGLAKMGASFDLVHGAVHAETPRLR--------PGRIYLDFP- 170 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      LLMAA L  G+  IE   +   I  +  TLR M   G + E   S     ++G 
Sbjct: 171 SVGATENLLMAAVLTEGETIIENAAREPEIVNLAETLRAM---GAQVEGEGSGT-LRVEG 226 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +  +  +   +     +++Y LAG  IT G VTV+      ++        LE  G  + 
Sbjct: 227 QKDLQDAEVRIIPDRIEASTYLLAG-VITRGRVTVKDIVPDHIEA---LLSKLEEAGVGI 282 
 
Query: 299 TWTETSVTVTGPPR 312 
                SVTV  P R 
Sbjct: 283 QIQGDSVTVQAPDR 296 
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>ref|ZP_07469768.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49726] 
 gb|EFM42878.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           accolens ATCC 49726] 
          Length = 422 
 
 Score = 45.1 bits (105), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 106/438 (24%), Positives = 167/438 (38%), Gaps = 55/438 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTVK+ G+K+   +++  A L+EGTT + N     DV  M   L  LG  V  D +   
Sbjct: 13  LAGTVKVDGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMKKVLEGLGCEVTIDGSTV 72 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAG------GNATYVLDGVP 127 
           R              AK +      NA   A+R   A+V   G      G+A   L G   
Sbjct: 73  RITT----------PAKPQ-----SNADFDAVRQFRASVCVLGPLTSRCGHAKVALPGGD 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+     GL++LGA      G       V     L G  ++L    S      +L 
Sbjct: 118 AIGSRPLDMHQTGLEKLGATTRIEHG-----AVVAEASELRGSTIRLDFP-SVGATENIL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     ++      P +     +++  G   E  +      I G ++  +P   
Sbjct: 172 TAAVLAEGTT---VLHNAAREPEIVDLCEMLKSMGANIE-GEGTSEVTIHGVERL-NPTE 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD   A  +   AA+T G +TV G     L   +   E L+  GA +   E    V 
Sbjct: 227 HEVIGDRIVAGTWAYAAAMTQGDITVGGIAPRHLHLPL---EKLKSAGADIETYENGFRV 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RDVASWRVKETE 362 
               R         A+D      P     L  +A+     A+G T I  +V   R +  + 
Sbjct: 284 RMEKRP-------TAVDYQTLPFPGFPTDLQPMAIGISAIAEGTTVITENVFESRFRFVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M+       +LGA  +    + ++   + L+ T + + D    A     A CA+   T+ 
Sbjct: 337 EML-------RLGADAQVDGHHVVVRGKDHLSSTHVWSSDIRAGAGLVLSALCADEATTV 389 
 
Query: 423 RDPGCTRKTFPDYFDVLS 440 
            D     + +P + + LS 
Sbjct: 390 HDVFHIDRGYPHFVENLS 407 
 
 
>ref|ZP_05138543.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9202] 
 gb|EEE40368.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9202] 
          Length = 457 
 
 Score = 45.1 bits (105), Expect = 0.024,   Method: Compositional matrix adjust. 
 Identities = 81/370 (21%), Positives = 154/370 (41%), Gaps = 36/370 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V++ G+K+ +  ++  + L+    V+ N+    D+  M   L++  LS++  +   
Sbjct: 23  KLSGIVEISGAKNSALVLMAASLLTNERIVLQNVPRLTDIEKMGNILKS--LSIKLIQKN 80 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
            R  +       P   + +++   L N   A      A+ +  G A   L G   +  RP 
Sbjct: 81  NRLEI------DPKNISIKDLPYELVNGLRASFFCIGALLSKYGEAKVPLPGGCDIGSRP 134 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I + + GL+ LGA++    G     ++ +    L G  +KL    S      L+MAA LA 
Sbjct: 135 IDEHINGLQALGAEIIIEEGIVKAKIK-DKANKLHGTNIKLKCP-SVGATETLIMAASLA 192 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   IE   +    P ++   +++ + G K  +    ++  I G  +     +  +  D 
Sbjct: 193 EGRTTIENAARE---PEIQDLCQMLNKMGAKI-YDSGKEKIIIDGVNELCGCTHKVIP-D 247 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
              A  FL  AA T  ++T+       L+        L+  G+K+T    S+T+ G     
Sbjct: 248 RIEAGTFLIAAAATSSSITISPVIPCHLEA---VTNKLQESGSKITIKGNSITIKG---- 300 
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Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
               K +K +D+     P    D+      +   A+G + I ++         RM  +   
Sbjct: 301 ----KEIKGVDIQTAPFPGFPTDLQAPFTTLMAIANGESKITEIIFEN-----RMNHVHL 351 
 
Query: 370 ELTKLGASVE 379 
            L K+GA+++ 
Sbjct: 352 -LNKMGANIK 360 
 
 
>ref|ZP_05295200.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J1-208] 
          Length = 407 
 
 Score = 45.1 bits (105), Expect = 0.025,   Method: Compositional matrix adjust. 
 Identities = 87/368 (23%), Positives = 145/368 (39%), Gaps = 53/368 (14%) 
 
Query: 38  SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 97 
           S+GT+V+ N+ N  DV  +   L+ L   V         V V   G+   +   E V    
Sbjct: 13  SKGTSVLKNVPNLSDVFTINEVLKYLNADV---SFVNDEVTVDATGEITSDAPFEYV--- 66 
 
Query: 98  LGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 151 
                   R + A++   G      G+A   L G   +  RP+   + G + +GA V    
Sbjct: 67  --------RKMRASIVVMGPLLARTGSARVALPGGCAIGSRPVDLHLKGFEAMGAVVKIE 118 
 
Query: 152 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 211 
            G             L G KV L    S      ++MAA LA G     +I+ +   P + 
Sbjct: 119 NGYIEATAE-----KLVGAKVYLDFP-SVGATQNIMMAATLAEGTT---VIENVAREPEI 169 
 
Query: 212 EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 271 
                 + + G +   + + +   I+G ++  + +++ +  D   A  F+  AAITGG V 
Sbjct: 170 VDLANFLNQMGARVIGAGT-EVIRIEGVKELTATEHSIIP-DRIEAGTFMIAAAITGGNV 227 
 
Query: 272 TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 331 
            +E      +         LE MG ++   E  + V GP +       LKA+DV     P 
Sbjct: 228 LIEDAVPEHIS---SLIAKLEEMGVQIIEEENGIRVIGPDK-------LKAVDVKTMPHP 277 
 
Query: 332 ----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCI 386 
               D+   + V+ + ++G + + + V   R    E M  +  ++   G SV       I 
Sbjct: 278 GFPTDMQSQMMVIQMLSEGTSIMTETVFENRFMHVEEMRRMNADMKIEGHSV-------I 330 
 
Query: 387 ITPPEKLN 394 
           I+ P KL  
Sbjct: 331 ISGPAKLQ 338 
 
 
>pdb|3KR6|A Chain A, Mura Dead-End Complex With Fosfomycin 
          Length = 419 
 
 Score = 45.1 bits (105), Expect = 0.025,   Method: Compositional matrix adjust. 
 Identities = 103/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE D    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERD--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGX 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
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Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_003111989.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Catenulispora 
           acidiphila DSM 44928] 
 gb|ACU70148.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Catenulispora 
           acidiphila DSM 44928] 
          Length = 438 
 
 Score = 44.7 bits (104), Expect = 0.026,   Method: Compositional matrix adjust. 
 Identities = 105/408 (25%), Positives = 157/408 (38%), Gaps = 53/408 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD--K 71 
            ++G + + G+K+ + +++ +A L+EG T +  +    DV  M   LR LG  V  D    
Sbjct: 11  RLAGEIAVCGAKNSALKLMAVALLAEGRTELRGVPRILDVELMAELLRRLGCGVRLDWEP 70 
 
Query: 72  AAKRAVVVGCGGKFPVE---DAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
             +R      G    ++   D   E    L      +R L A++   G      G A    
Sbjct: 71  GPEREDGPQKGSAIVIDVPADPGTEADYDL------VRRLRASICVLGPLLARQGEAKVS 124 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVD---CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
             G   +  R +   + GL++LGAD+     FL    P        GL G  + L    S 
Sbjct: 125 YPGGDAIGSRGLDMHIDGLQRLGADISQEHGFLVASAPK-------GLTGASILLDFP-S 176 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 +LMAA LA G     +ID     P +     L+   G K + S +     I+G  
Sbjct: 177 VGATENILMAAVLARGTT---VIDNAAREPEIVDICALLASMGAKIDGSGT-STLVIEGV 232 
 
Query: 240 QKYK-SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
                +P    V  D   A  F   A +T G V V G     L+  +   + L   GA V 
Sbjct: 233 DTLSPAPSPHLVVADRIVAGMFAVAATMTRGDVRVAGGNAAHLEIAL---DKLTQAGATV 289 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
              ET   V+   R P      +A+D+     P  A  L    LFA    A+  +A     
Sbjct: 290 VPDETGFRVS-MDRRP------RAVDIVTLPYPGFATDLQ--PLFA----AMNSIAEGTS 336 
 
Query: 359 KETERMVAIR----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
             TE +   R     EL +LGASV     + I+   E+L+   +   D 
Sbjct: 337 MVTENLFDARFVFLQELARLGASVRTEGHHAIVRGVERLSGAPVRATD 384 
 
 
>ref|NP_897726.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Synechococcus 
           sp. WH 8102] 
 sp|Q7U5R6.1|MURA_SYNPX RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAE08148.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Synechococcus sp. WH 
           8102] 
          Length = 433 
 
 Score = 44.7 bits (104), Expect = 0.026,   Method: Compositional matrix adjust. 
 Identities = 103/420 (24%), Positives = 161/420 (38%), Gaps = 60/420 (14%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G +K+ G+K+ +  ++  + L+E    + N+ N  D+  M   L  LG+ VE     
Sbjct: 22  RRLQGVLKVSGAKNSALVLMTASLLTEELVELINVPNLTDIAGMGRILSALGVQVEH--- 78 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
           +   V +  G     E   E V            SL A+    G      G+A   L G  
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Sbjct: 79  SGNGVALNAGNLTSHEPPYELVN-----------SLRASFFCIGSLLGRLGHARVPLPGG 127 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------ISS 180 
            R+  RP+ + + GLK LGA V    G     V+        G K +L+G+       S  
Sbjct: 128 CRIGARPVVEHIRGLKALGAHVSVEHGIVSACVK--------GSKKRLTGAPIVLDCPSV 179 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G   IE        P V+    L+ + G     +       I G + 
Sbjct: 180 GATETLLMAAVLATGTTTIE---NAAHEPEVQDLANLLIQMGADISGA-GGPVITIHGVE 235 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     N  V  D   A  FL  AAIT   + VE      L       + L   G ++   
Sbjct: 236 RLAGVSNYPVIPDRIEAGTFLIAAAITRSPLRVEPVIPEHLSA---VLQKLRDCGCQLEI 292 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            +T +++T  P +      ++A+D+     P    D+      +   A G + I +     
Sbjct: 293 DQTGISIT--PGD------IQAVDITTQPFPGFPTDLQAPFMALMATAQGTSVISE---- 340 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             K  E  +    EL ++GAS+       I+    +L+   + T  D R A A  LA  A 
Sbjct: 341 --KIYENRLQHVAELQRMGASIRVDGSTAIVEGVAQLSAAPV-TGSDLRAAAAMVLAGLA 397 
 
 
>ref|YP_003908400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1003] 
 gb|ADN59109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           CCGE1003] 
          Length = 420 
 
 Score = 44.7 bits (104), Expect = 0.026,   Method: Compositional matrix adjust. 
 Identities = 68/273 (24%), Positives = 121/273 (44%), Gaps = 27/273 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG V + G+K+ +  IL  + LS     +DN+ + +DV  ML  L  +G 
Sbjct: 2   DKLVIEGGYPLSGEVVVSGAKNAALPILCASLLSAEPVQLDNVPDLQDVRTMLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           + +E+ +           G+  ++ +K +  +        MR+   +   + A  G+A   
Sbjct: 62  VRIESGE-----------GRVSLDASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGARI-ITDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +I+     P V     L+ + G K E   + DR  I+G   
Sbjct: 164 TGTENLLMAAVLAEGET---VIENAAREPEVGDLAHLLVQMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           K     +  +  D   A  FL   A  GG VT+ 
Sbjct: 220 KLHGATHTVIP-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>ref|YP_003336158.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Streptosporangium 
           roseum DSM 43021] 
 gb|ACZ83415.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Streptosporangium 
           roseum DSM 43021] 
          Length = 422 
 
 Score = 44.7 bits (104), Expect = 0.026,   Method: Compositional matrix adjust. 
 Identities = 112/424 (26%), Positives = 172/424 (40%), Gaps = 53/424 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL------LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + GT  + G+K   N +L      LLAA  +G TV+ N+   EDV   +     +G  VE 
Sbjct: 12  LRGTAFIQGAK---NAVLPMIGAALLAA--KGRTVLRNVPIIEDVRRAVELAEAIGAKVE 66 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP- 127 
             +A +  V+     K PV  A E  + F G+          A+    G A  +++GV   
Sbjct: 67  LHEAERTLVIDASRLKSPVLPA-EIARRFRGSV-----LFVPALLHRLGEA--IIEGVGG 118 
 
Query: 128 -RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
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             +  R +    +G K+LGA VD   G     V+     G  G  + L  + S      L 
Sbjct: 119 CNLGSRNLDFHYLGYKRLGAIVDE--GDSVIHVKT---AGFTGATLYLD-TPSHTGTENL 172 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +MAA L  G     +I+     P V   + ++ R G +   S     F    G +      
Sbjct: 173 IMAAALGRGTT---VIENAALEPEVLDVIEMLTRMGARI--SGGGTGFITVEGVEELQAV 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              V  D   A  F   AAITGG V + G     L G V++   LE MG  V +++     
Sbjct: 228 EHTVMPDRLDAGVFAMAAAITGGEVNLVGADLDHL-GVVRYK--LEQMG--VEFSDHGAV 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +      P     L+ I+V  +  P    D+   +  VA  ADG + I +      +  + 
Sbjct: 283 LHVRRDRP-----LRPINVITDTYPGFATDLQSPIMTVACLADGASYIHE------RIFD 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
              A+ +EL K+GA +E   +  ++     L  T + T  D R  +A  LA  A    T+ 
Sbjct: 332 GRFALASELNKMGADIEVKENSAVVRGATPLTGTEV-TAHDLRSGIALVLAGLAAEGETV 390 
 
Query: 423 RDPG 426 
            + G 
Sbjct: 391 IESG 394 
 
 
>ref|YP_004006518.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase mura [Rhodococcus 
           equi 103S] 
 ref|ZP_08153204.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodococcus equi 
           ATCC 33707] 
 emb|CBH47833.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA [Rhodococcus 
           equi 103S] 
 gb|EGD25205.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodococcus equi 
           ATCC 33707] 
          Length = 423 
 
 Score = 44.7 bits (104), Expect = 0.027,   Method: Compositional matrix adjust. 
 Identities = 104/415 (25%), Positives = 164/415 (39%), Gaps = 63/415 (15%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  ++     + G V + G+K+   +++  A L+EGTTV++N  +  DV  M   LR L 
Sbjct: 2   SERFLVAGGNRLVGEVSVGGAKNSVLKLMAAALLAEGTTVIENCPDILDVPLMADVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +    R +      K+  + A             A+R   A+V   G        
Sbjct: 62  GCDVSLEGDVAR-ITTPAQPKYHADFA-------------AVRQFRASVCVLGPLVARCH 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+ LGA  +   G  C     +    L G  ++L+   
Sbjct: 108 KAVVALPGGDAIGSRPLDMHQSGLRLLGAHSEIEHG--CVVAEAD---DLYGANIRLAFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA LA G+    IID     P +     ++ R G K   + S     I+ 
Sbjct: 163 -SVGATENILMAAVLARGET---IIDNAAREPEIVDLCNMLNRMGAKVSGAGSTT-LTIR 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  + + P +  V GD   A+ +   AA+T G V V G     L       + L   G++ 
Sbjct: 218 GVDRLQ-PTSHRVIGDRIVAATWGIAAAMTRGDVLVRGVNPKHLS---LVLDKLRAAGSQ 273 
 
Query: 298 VTWTETS---VTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPT 348 
           +T TE     V  TG P+            VN   +P      D+      +A  ADG + 
Sbjct: 274 IT-TEADGFRVVQTGRPQA-----------VNFATLPYPGFPTDLQPMAIGLAAIADGTS 321 
 
Query: 349 AI-RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            I  +V   R +  E M+       +LGA       + +I   E+L+   + + D 
Sbjct: 322 MITENVFEARFRFVEEMI-------RLGADARTDGHHAVIRGVEELSSAPVWSSD 369 
 
 
>ref|ZP_06015902.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae subsp. rhinoscleromatis ATCC 13884] 
 gb|EEW41090.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae subsp. rhinoscleromatis ATCC 13884] 
          Length = 419 
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 Score = 44.7 bits (104), Expect = 0.027,   Method: Compositional matrix adjust. 
 Identities = 102/421 (24%), Positives = 168/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFSALLAEEPVEIQNVPKLKDIDTTMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             V +  G   PV+       +F     + ++++ A++ A G      G     L G    
Sbjct: 70  --VWIDAG---PVD-------VFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHISGLEQLGAEIKLEEGY----VKASVSGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     S DR  I+G Q+        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLNALGAKITGQGS-DRITIEGVQRLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKILCRNAQPDTL--DAVLAK-LRDAGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                 P      KA++V     P    D+     ++ L A+G   I +          R 
Sbjct: 283 DMHGHRP------KAVNVRTAPHPGFPTDMQAQFTLLNLVAEGTGVITETIF-----ENR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    ++L+   +    D R + +  LA C     TI  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTAICHGVKQLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|YP_001480576.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           proteamaculans 568] 
 sp|A8GK08.1|MURA_SERP5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABV43448.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           proteamaculans 568] 
          Length = 419 
 
 Score = 44.7 bits (104), Expect = 0.027,   Method: Compositional matrix adjust. 
 Identities = 100/427 (23%), Positives = 172/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVAISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLNQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +     +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 66  RNG----SVFVDASG----------VNEFCAPYDL-VKTMRASIWALGPLVARFGRGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     +I+     P +  T   +   G K   + S DR  I+G ++  
Sbjct: 166 TVTIMSAATLATGTT---VIENAAREPEIVDTANFLNTLGAKITGAGS-DRITIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AA++GG V        +L  D   A++ E  GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLIAAAVSGGKVMCRDTRPDTL--DAVLAKLRE-AGADIEVG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
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           E  +++    + P      KA+ +     P    D+    +++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVTIRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  +A C   
Sbjct: 327 IFENRFMHV--PELIRMGAHAEIESNTVICHGVEQLSGAQV-MATDLRASASLVIAGCIA 383 
 
Query: 418 VPVTIRD 424 
             VT+ D 
Sbjct: 384 DGVTVVD 390 
 
 
>pdb|3ISS|A Chain A, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|B Chain B, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|C Chain C, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|D Chain D, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|E Chain E, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|F Chain F, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|G Chain G, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|H Chain H, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|I Chain I, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|J Chain J, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|K Chain K, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
 pdb|3ISS|L Chain L, Crystal Structure Of Enolpyruvyl-Udp-Glcnac Synthase 
           (Mura) :udp-N-Acetylmuramic Acid:phosphite From 
           Escherichia Coli 
          Length = 418 
 
 Score = 44.7 bits (104), Expect = 0.028,   Method: Compositional matrix adjust. 
 Identities = 103/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE D    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERD--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
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Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_07389387.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           curdlanolyticus YK9] 
 gb|EFM09062.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           curdlanolyticus YK9] 
          Length = 464 
 
 Score = 44.7 bits (104), Expect = 0.028,   Method: Compositional matrix adjust. 
 Identities = 92/389 (23%), Positives = 161/389 (41%), Gaps = 41/389 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +I+++  + +SGTV++ G+K+    IL  + L SEG +V+ ++   +DV  +   + +LG 
Sbjct: 3   KIIVRGGRRLSGTVRIHGAKNAVLPILAASVLASEGESVIADVPLLDDVLTIREVIASLG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
               AD       ++    +    +   E+   +  + + M  L A      G     L  
Sbjct: 63  ----ADVQQGPETMIIRANRLTANEPPSELVRKMRASILVMGPLLART----GQVRISLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  R I   + G + +GA++   LG      +VNG   L G K+ L  + S      
Sbjct: 115 GGCAIGMRAIDQHLKGFEAMGAEIT--LGQGFIESKVNG--RLKGAKIYLDVA-SVGATE 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G   IE   K    P +      +   G     + + D   I+G ++ +  
Sbjct: 170 NIMMAASLAEGTTTIENAAKE---PEIVDLANYLNAMGAHVRGAGT-DVIRIEGVERLQG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            ++  +     + +Y +A  AITGG V +EG     L         L+ MG  +  T+   
Sbjct: 226 VRHTVIPDRVEAGTYMIA-TAITGGDVFIEGVIADHL---APVISKLQEMGVSIVATDNG 281 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           V VT         K LK++DV     P    D+   +  + L +DG + + + +   R   
Sbjct: 282 VRVTAD-------KPLKSVDVKTLPYPGFPTDMQSQMMSLLLVSDGTSVVTETIFENRFM 334 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIIT 388 
             E       E  K+ A ++      IIT 
Sbjct: 335 HVE-------EFAKMNAQIKVDGRAAIIT 356 
 
 
>ref|ZP_02330017.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           larvae subsp. larvae BRL-230010] 
          Length = 370 
 
 Score = 44.7 bits (104), Expect = 0.028,   Method: Compositional matrix adjust. 
 Identities = 92/381 (24%), Positives = 153/381 (40%), Gaps = 44/381 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + GTV++ G+K+ +  ++  A L+E T  +DNL    DV      L  LG  V+ D   
Sbjct: 10  RPLKGTVQISGAKNSAVALIPAAILAETTVTLDNLPLLSDVAIYAEILSDLGADVKWD-- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNATYVLDGVPR 128 
                     G   + D      + + N  +    A   L  A+    G A   L G    
Sbjct: 68  ----------GDQMMIDPSHMKAMPMPNGNVKKLRASYYLMGAMLGRFGEAVIGLPGGCN 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
              RPI   + G + LGA++    G     +R      L G K+ L   +S      +++ 
Sbjct: 118 FEPRPIDQHIKGFEALGAEISNENGALF--IRAK---QLRGAKIYLD-MVSVGATINIML 171 
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Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G     +I+     P +     L+   G K + + + +   I+G       +++ 
Sbjct: 172 AASRAKG---FTLIENAAKEPEIIDVATLLNSMGAKIKGAGT-ETIRIEGVDALHGCRHS 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +     + +Y +A AA T G VTV+      ++        L+ MG ++   + S+ V  
Sbjct: 228 IIPDRIQAGTYMIAAAA-THGDVTVDNIIPKHMEA---LTAKLQEMGVQIEEMDESIRV- 282 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLA--VVALF--ADGPTAIRD-VASWRVKETER 363 
                 FG  H + IDV     P  A  L   + +L   A G + I D V S R K+    
Sbjct: 283 ------FGTPHYEPIDVKALVYPGFATDLQSPMTSLLTQASGVSIITDHVYSNRFKQIPE 336 
 
Query: 364 MVAIRTELTKLGAS--VEEGP 382 
           ++ +  ++   G S  VE GP 
Sbjct: 337 LIRMGAKIKVEGRSAVVEGGP 357 
 
 
>ref|YP_393070.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sulfurimonas 
           denitrificans DSM 1251] 
 sp|Q30T46.1|MURA_SULDN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB43835.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sulfurimonas 
           denitrificans DSM 1251] 
          Length = 422 
 
 Score = 44.7 bits (104), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 91/409 (22%), Positives = 166/409 (40%), Gaps = 45/409 (11%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD--- 70 
           ++ G +K+ G+K+ +  ++ ++ L++    + NL +  D+  +L  L  LG    +     
Sbjct: 11  KLHGEIKISGAKNAALPLIAMSILAKNIVTIKNLPHVADIKTLLKLLSNLGAECSSSWEN 70 
 
Query: 71  --KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
                  + +      + +        L LG            + A  G+    L G    
Sbjct: 71  YSTTINTSTLNQTKATYDIVKTMRASILVLG-----------PILARFGHCEVSLPGGCA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG--GLPGGKVKLSGSISSQYLSAL 186 
           + +RPI   +  L+Q+GA ++   G       ++ I   GL G  + +   I+    + + 
Sbjct: 120 IGQRPIDLHLKALEQMGAVINIEAG------YIHAIAPDGLKGCNI-IFDKITVTGTANI 172 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSP 245 
           +MAA LA G   +  I      P V     ++   GVK E  ++     +  GG+  +   
Sbjct: 173 VMAAALAKG---VTTITNAAREPEVVQLCEILNASGVKIEGIETAVLTIHGTGGELLEIA 229 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
             + +     + +Y  AGA IT   +T++G     L         LE MG+K T T+ S+ 
Sbjct: 230 PFSVIPDRIEAGTYLCAGA-ITKSELTLKGANAKHLGA---VLSKLEEMGSKFTITDDSI 285 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
           T+   P +    KH+K +       P D+      +A  ADG + I +    R+ E   M 
Sbjct: 286 TI--HPSKII--KHVKIVTQEYPAFPTDMQAQFLALATQADGTSIIEE----RLFENRFM 337 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               +EL ++GA +    +   +    KL+ T +    D R + A  LA 
Sbjct: 338 HV--SELQRMGADISLNGNVATVNGHSKLSGTDV-MATDLRASSALVLA 383 
 
 
>pdb|3KQJ|A Chain A, Mura Binary Complex With Udp-N-Acetylglucosamine 
          Length = 419 
 
 Score = 44.7 bits (104), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 103/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE D    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERD--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
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                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_571399.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB5] 
 sp|Q130J1.1|MURA_RHOPS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABE41498.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB5] 
          Length = 429 
 
 Score = 44.7 bits (104), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 73/310 (23%), Positives = 128/310 (41%), Gaps = 41/310 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            ++ GT+ + G+K+ +  +++ A LS+ T ++DN+    DV  +   L   G+ + A    
Sbjct: 10  NKLHGTIPISGAKNAALPLMIAAMLSDETLILDNVPRLADVALLQRILGNHGVDIMAV-- 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-----------AMRS---LTAAVTAAGGN 118 
                     GK P +   +   L +    I            MR+   + A + A     
Sbjct: 68  ----------GKRPGDHEYQGQTLHISAKNIIDTTAPYDLVSKMRASFWVIAPLLARMHE 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-S 177 
           A   L G   +  RP+  L++ L++LGA+    L  D   V     GGL G  ++    + 
Sbjct: 118 AKVSLPGGCAIGTRPVDLLIMALEKLGAE----LSIDAGYVVAKAPGGLKGATIEFPKVT 173 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S  +++  LMAA LA G     II      P +      + + G K   + +  R  I+ 
Sbjct: 174 VSGTHVA--LMAAALAKGTT---IIANAACEPEITDVADCLNKMGAKITGAGT-PRIMIE 227 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K    ++  +     + +Y +A  A+TGG V + G     LQ  +   +VL   G   
Sbjct: 228 GVSKLHGARHTVLPDRIETGTYAMA-VAMTGGEVQLSGARPELLQSAL---DVLTQAGVT 283 
 
Query: 298 VTWTETSVTV 307 
           +T     + V 
Sbjct: 284 ITVNNDGIKV 293 
 
 
>ref|YP_002575316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           lari RM2100] 
 sp|B9KG80.1|MURA_CAMLR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
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           Short=EPT 
 gb|ACM64065.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           lari RM2100] 
          Length = 418 
 
 Score = 44.7 bits (104), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 82/379 (21%), Positives = 161/379 (42%), Gaps = 54/379 (14%) 
 
Query: 12  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           ++++SG V + G+K+ +  ++  + L++    + NL N  D+  +L  L+ LG S   +  
Sbjct: 9   VEKLSGEVIISGAKNAALPLIASSILAKNEAQISNLPNVADICTLLSLLKNLGASYTFEN 68 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDG 125 
                       K   +D  + +  +       +R + A++   G      GN    L G 
Sbjct: 69  NF---------AKINTKDLNKTIAKY-----DIVRKMRASILTLGPLLARFGNCEVSLPG 114 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              + +RPI   ++ L+++GA+++   G      ++ G   L   K+ ++GS         
Sbjct: 115 GCAIGQRPIDLHLLALEKMGANIEIKQGYVVASGKLKG-ADLMFDKITVTGS------EN 167 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG--VKAEHSDSWDRFYIKGGQKYK 243 
           ++MAA LA G   +  + K    P V     ++   G  +K   SD  +  Y   G+  + 
Sbjct: 168 IIMAAALAHGKTRLLNVAKE---PEVVQLCEVLAEAGLDIKGVGSDELE-IYGTSGELLE 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 +     + +Y  AG AIT   +T++      L   +     LE MG     +E  
Sbjct: 224 FKPFKIIPDRIEAGTYLCAG-AITNSKITLKNVNANHLGAVLA---KLEQMGFSFDISED 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           S+++  P +E      +K +++  ++ P    D+      +AL A+G + I +    R+  
Sbjct: 280 SISIN-PAKE------IKPVEILTSEYPGFPTDMQAQFMALALRANGVSIIDE----RLF 328 
 
Query: 360 ETERMVAIRTELTKLGASV 378 
           E   M    +EL ++GA + 
Sbjct: 329 ENRFMHV--SELLRMGADI 345 
 
 
>ref|YP_002252270.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase (enoylpyruvate 
           transferase) (udp-n-acetylglucosamine enolpyruvyl 
           transferase) (ept) protein [Ralstonia solanacearum 
           MolK2] 
 emb|CAQ17583.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase (enoylpyruvate 
           transferase) (udp-n-acetylglucosamine enolpyruvyl 
           transferase) (ept) protein [Ralstonia solanacearum 
           MolK2] 
          Length = 451 
 
 Score = 44.7 bits (104), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 63/267 (23%), Positives = 117/267 (43%), Gaps = 27/267 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  I+  A L+    ++ N+ N +DV  ML  LR +G  VE  +    
Sbjct: 42  LSGEIRVSGAKNAALPIMCAALLTPEPLMLRNVPNLQDVRTMLKLLRQMG--VEGTQNGH 99 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              +       P  +A  ++          ++++ A++   G      G+A   L G    
Sbjct: 100 DVTLDAADIHAP--EAPYDL----------VKTMRASILVLGPLLARFGHARVSLPGGCG 147 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+Q+GA++    G        +G   L G ++ ++  ++      LLM 
Sbjct: 148 IGARPVDQHIKGLQQMGAEIVIEHGY-IEAKLADGAKRLRGARI-VTDMVTVTGTENLLM 205 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    +++     P V     L+ + G + E   + DR  ++G       ++  
Sbjct: 206 AAVLADGET---VLENAAREPEVTDLANLLVKMGARIEGIGT-DRLVVQGVDALNGAEHT 261 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEG 275 
            +  D   A  FL   A  GG VT+ G 
Sbjct: 262 VI-ADRIEAGTFLCAVAAAGGDVTLRG 287 
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>ref|ZP_01156460.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanicola 
           granulosus HTCC2516] 
 gb|EAR51513.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanicola 
           granulosus HTCC2516] 
          Length = 422 
 
 Score = 44.7 bits (104), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 91/379 (24%), Positives = 153/379 (40%), Gaps = 35/379 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++  K +SG +++ G+K+ +  ++    LS+    + N     D+  M   L +LG 
Sbjct: 2   DSIIVRGGKPLSGQIRIAGAKNAALALMPATLLSDEPLTLTNAPRLSDIKTMSQLLESLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V + +  K  V+           A  E+   +  + + +  L A        AT  L  
Sbjct: 62  CEVTSLQDGK--VIALSSHNLTSTRADYEIVRKMRASNLVLGPLLAREH----QATVSLP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+   V  L+ LGA+++   G      R    GGL G +V L  + S      
Sbjct: 116 GGCAIGARPMDIHVTALEALGAEIELRDGYLHAVAR----GGLNGARVPLRFA-SVGATE 170 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            +LMAA LA G   IE   +   I  +   LR M   G + E  +      ++G  +  + 
Sbjct: 171 NVLMAATLAKGTTSIENAAREPEIVDLARCLRAM---GAQIE-GEGTATITVEGVDRLSA 226 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  V       +Y LA   I GG V   G     ++    F E L+  G  VT T+   
Sbjct: 227 ATHRVVSDRIELGTYMLA-PVIAGGEVECLGGSVDLVRA---FCERLDAAGVSVTETDAG 282 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           + V      P G      +DV     P    D+   +  +   A+G + + +    R+ E 
Sbjct: 283 LKVARRNGRPRG------VDVATEPFPGFPTDLQAQMMAMLCTAEGDSVLEE----RIFE 332 
 
Query: 361 TERMVAIRTELTKLGASVE 379 
              M A   EL ++GAS++ 
Sbjct: 333 NRFMHA--PELVRMGASID 349 
 
 
>gb|EGD20404.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           gardneri ATCC 19865] 
          Length = 424 
 
 Score = 44.7 bits (104), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 93/402 (23%), Positives = 162/402 (40%), Gaps = 49/402 (12%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
            V  D+   A  R+++V      P     +     L      ++++ A++   G       
Sbjct: 63  EVTIDEGTLAKGRSILVD-----PRSVTHQVAPYEL------VKTMRASILVLGPLLARY 111 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           GNA   L G   +  RP+   + GL+ LGAD++   G     ++    G L G +      
Sbjct: 112 GNAEVSLPGGCAIGSRPVDQHIKGLQALGADINVENGY----IKATSNGRLKGARYVFD- 166 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            +S      +LMAA LA G     +++     P V      +   G + E + +  R  + 
Sbjct: 167 MVSVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRIVV 222 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA 
Sbjct: 223 QGVERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETLDA---VLDKLTEAGA 278 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
            +T T  S+T+    + P      +A+ +     P    D+      +   ADG   I + 
Sbjct: 279 TITTTADSITLDMHGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINE 332 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                + E   M     EL +LGA ++      I+   E+L+ 
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Sbjct: 333 T----IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>pdb|2Z2C|A Chain A, Mura Inhibited By Unag-Cnicin Adduct 
 pdb|2Z2C|B Chain B, Mura Inhibited By Unag-Cnicin Adduct 
 pdb|2Z2C|C Chain C, Mura Inhibited By Unag-Cnicin Adduct 
 pdb|2Z2C|D Chain D, Mura Inhibited By Unag-Cnicin Adduct 
          Length = 423 
 
 Score = 44.7 bits (104), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 103/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE D    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERD--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|NP_297114.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           muridarum Nigg] 
 ref|ZP_06194921.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           muridarum Nigg] 
 ref|ZP_06195840.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           muridarum Weiss] 
 ref|ZP_07225126.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           muridarum MopnTet14] 
 sp|Q9PJT7.1|MURA_CHLMU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAF39549.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           muridarum Nigg] 
          Length = 442 
 
 Score = 44.7 bits (104), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 97/436 (22%), Positives = 174/436 (39%), Gaps = 83/436 (19%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  V+ DK A+ 
Sbjct: 12  LQGSVRVSGAKNATTKLLVASLLSDKRTILKNVPNIEDVQQTVDLCRALGAIVDWDKQAQ 71 
 
Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F   +    + + L  A +        V   GG+A         
Sbjct: 72  VIDIHTPRILLSKVPPQFSCVN---RIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
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Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLS-----GSIS 179 
            +  R +   + GLK+LGA++   D       P   +     LP   V  +      S+  
Sbjct: 121 -IGPRTLHFHLEGLKKLGAEIIVSDEGYWAAAPDGLIGAHITLPYPSVGATENLILASVG 179 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
           +Q  + +  AA      +E+EIID ++           +++ GV+   +D+     I G  
Sbjct: 180 AQGRTIIKNAA------LEVEIIDLIV----------FLQKAGVEIT-TDNDKTIEIFGC 222 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           Q + S +++ +     +AS+ +A A ++ G V VE      +   + F + L  +G   + 
Sbjct: 223 QDFYSVEHSIIPDKIEAASFGMA-AVVSQGRVFVEHARHEHM---IPFLKALRSIGGGFS 278 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
             E  +       E F  K LK       DV+   + D     AV+   A+G + I +   
Sbjct: 279 VQENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQAEGCSVIHETV 331 
 
Query: 355 SWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVTAI 398 
                  E  +   + L K+GA                S    P   +I  P  L  T + 
Sbjct: 332 H------ENRLGYLSGLAKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQATHL 385 
 
Query: 399 DTYDDHRMAMAFSLAA 414 
               D R   A+ +AA 
Sbjct: 386 -VIPDLRAGFAYVMAA 400 
 
 
>gb|ADH18157.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis G/9768] 
 gb|ADH20005.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis G/11074] 
 gb|ADH97102.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis G/9301] 
          Length = 444 
 
 Score = 44.7 bits (104), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 98/435 (22%), Positives = 173/435 (39%), Gaps = 81/435 (18%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
 
Query: 75  RAVVVG---CGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              ++       K P +      + + L  A +        V   GG+A         +  
Sbjct: 72  VIEILTPRILLSKVPPQFSCVNRIPILLLGALLRRCPYGIFVPILGGDA---------IG 122 
 
Query: 131 ERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            R +   + GLK+LGA++   D       P        GL G  + L    S      L+ 
Sbjct: 123 PRTLHFHLEGLKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATENLI 174 
 
Query: 188 MAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           +A+  A G        +E+EIID ++           +++ GV+   +D+     I G Q 
Sbjct: 175 LASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGVEIT-TDNDKTIEIFGCQ 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
            + S +++ +     +AS+ +A A ++ G + VE      +   + F +VL  +G   +  
Sbjct: 224 DFYSVEHSIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGGFSV 279 
 
Query: 301 TETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 355 
            E  +       E F  K LK       DV+   + D     AV+   ++G + I +    
Sbjct: 280 HENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHETVH 332 
 
Query: 356 WRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVTAID 399 
                 E  +     L K+GA                S    P   +I  P  L  T +  
Sbjct: 333 ------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQATDL- 385 
 
Query: 400 TYDDHRMAMAFSLAA 414 
              D R   A+ +AA 
Sbjct: 386 VIPDLRAGFAYVMAA 400 
 
 
>ref|NP_521074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
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           solanacearum GMI1000] 
 sp|Q8XV78.1|MURA_RALSO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAD16660.1| probable udp-n-acetylglucosamine 1-carboxyvinyltransferase 
           (enoylpyruvate transferase) (udp-n-acetylglucosamine 
           enolpyruvyl transferase) (ept) protein [Ralstonia 
           solanacearum GMI1000] 
          Length = 421 
 
 Score = 44.7 bits (104), Expect = 0.030,   Method: Compositional matrix adjust. 
 Identities = 62/267 (23%), Positives = 118/267 (44%), Gaps = 27/267 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  I+  A L+     + N+ N +DV  ML  LR +G  VE  +    
Sbjct: 12  LSGEIRVSGAKNAALPIMCAALLTPEPFTLHNVPNLQDVRTMLKLLRQMG--VEGTQDGH 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              +       P  +A  ++          ++++ A++   G      G+A   L G    
Sbjct: 70  DVTLDAAAIDAP--EAPYDL----------VKTMRASILVLGPLLARFGHARVSLPGGCG 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+Q+GA++    G        +G   L G ++ ++  ++      LLM 
Sbjct: 118 IGARPVDQHIKGLQQMGAEIVIEHGY-IEAKLADGAKRLHGARI-VTDMVTVTGTENLLM 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    +++     P V     L+ + G + +   + DR  ++G +  +  ++  
Sbjct: 176 AAVLADGET---VLENAAREPEVTDLANLLVKMGARIDGIGT-DRLVVQGVEALRGAEHT 231 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEG 275 
            +  D   A  FL   A  GG VT+ G 
Sbjct: 232 VI-ADRIEAGTFLCAVAAAGGDVTLRG 257 
 
 
>ref|ZP_08038603.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           symbiotica str. Tucson] 
 gb|EFW13090.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Serratia 
           symbiotica str. Tucson] 
          Length = 419 
 
 Score = 44.7 bits (104), Expect = 0.031,   Method: Compositional matrix adjust. 
 Identities = 102/425 (24%), Positives = 170/425 (40%), Gaps = 61/425 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E +     
Sbjct: 12  LSGEVSISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLSQLGTKIERNG--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
            +V V   G          V  F     + ++++ A++ A G      G     L G    
Sbjct: 69  -SVYVDASG----------VNEFCAPYDL-VKTMRASIWALGPLVARFGRGQASLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + L   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVAGRLKGAHI-LMDKVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYK 243 
           AA LA G     II+     P +  T   +   G K   + S D+  I+     GG  Y+ 
Sbjct: 172 AATLATGTT---IIENAAREPEIVDTANFLNTLGAKISGAGS-DKITIEGVDRLGGGVYR 227 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 V  D      FL  AA++GG V        +L  D   A++ E  GA +   E  
Sbjct: 228 ------VLPDRIETGTFLIAAAVSGGKVLCRDTRPDTL--DAVLAKLRE-AGADIEVGED 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            +++    + P      KA+ V     P    D+    +++ L A+G   I +     +  
Sbjct: 279 WISLDMHGKRP------KAVTVRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET----IF 328 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E   M     EL ++GA  E   +  I    E+L+   +    D R + +  +A C     
Sbjct: 329 ENRFMHV--PELIRMGAQAEVESNTVICHGVEQLSGAQV-MATDLRASASLVVAGCIADG 385 
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Query: 420 VTIRD 424 
           +TI D 
Sbjct: 386 ITIVD 390 
 
 
>ref|YP_001337259.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae subsp. pneumoniae MGH 78578] 
 sp|A6TEK8.1|MURA_KLEP7 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABR78992.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae subsp. pneumoniae MGH 78578] 
          Length = 419 
 
 Score = 44.7 bits (104), Expect = 0.031,   Method: Compositional matrix adjust. 
 Identities = 102/421 (24%), Positives = 168/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFSALLAEEPVEIQNVPKLKDIDTTMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             V +  G   PV+       +F     + ++++ A++ A G      G     L G    
Sbjct: 70  --VWIDAG---PVD-------VFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHISGLEQLGAEIKLEEGY----VKASVSGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     S DR  I+G Q+        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLNALGAKITGQGS-DRITIEGVQRLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKILCRNAQPDTL--DAVLAK-LRDAGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                 P      KA++V     P    D+     ++ L A+G   I +          R 
Sbjct: 283 DMHGNRP------KAVNVRTAPHPGFPTDMQAQFTLLNLVAEGTGVITETIF-----ENR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    ++L+   +    D R + +  LA C     TI  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTAICHGVKQLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>dbj|BAA78108.1| UDP-N-acetylglucosamine enolpyruvoyl transferase [Escherichia coli] 
          Length = 419 
 
 Score = 44.7 bits (104), Expect = 0.031,   Method: Compositional matrix adjust. 
 Identities = 103/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           E+ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  ELQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
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            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_367767.2| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           383] 
          Length = 420 
 
 Score = 44.7 bits (104), Expect = 0.032,   Method: Compositional matrix adjust. 
 Identities = 65/278 (23%), Positives = 117/278 (42%), Gaps = 33/278 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG + + G+K+ +  IL    L+     +DN+ N +DV   L  L  +G 
Sbjct: 2   DKLVIEGGHRLSGEIVVSGAKNAALPILCAGLLTGDPVDLDNVPNLKDVRTTLKVLNQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +  E D         GC  +         V  +       ++++ A++   G      G  
Sbjct: 62  VKSETD---------GCRVQLDASRVDNLVAPYE-----LVKTMRASILVLGPLLARFGE 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGS 177 
           A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++   
Sbjct: 108 AKVSLPGGCAIGARPVDQHIKGLQAMGAEISIEHGFIEARAKR------LKGARI-VTDM 160 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           I+      LLMAA LA G+    +I+     P V     L+   G K +   + DR  I+ 
Sbjct: 161 ITVTGTENLLMAATLADGET---VIENAAREPEVSDLAHLLVAMGAKIDGIGT-DRLVIQ 216 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           G ++    +++ +  D   A  FL   A  GG V + G 
Sbjct: 217 GVERLHGARHSVIP-DRIEAGTFLCAVAAAGGDVRLTG 253 
 
 
>ref|ZP_01756491.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseobacter sp. 
           SK209-2-6] 
 gb|EBA14819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseobacter sp. 
           SK209-2-6] 
          Length = 422 
 
 Score = 44.7 bits (104), Expect = 0.032,   Method: Compositional matrix adjust. 
 Identities = 97/415 (23%), Positives = 171/415 (41%), Gaps = 54/415 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + + G+K+    ++    LSE    + N     D+  M   L++LG  V + +  + 
Sbjct: 12  LNGQIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIKTMTQLLQSLGAEVSSLQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
               V       +++   E  +        +R + A+    G      G A   L G    
Sbjct: 72  ----VQAMSSHNIDNHVAEYDI--------VRKMRASNLVLGPMLARLGQAVVSLPGGCA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ LGA+++    +L    P        GL G +++LS + S       
Sbjct: 120 IGARPMDLHIHGLEALGAEIELKEGYLHAKAPR-------GLKGAEIELSFA-SVGATEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     +I      P +      +++ G   + + S     I+G  +     
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Sbjct: 172 IMMAATLAKGTT---VIRNAAREPEIVDLADCLKKMGAHIDGAGSSS-IIIEGVDRLHGA 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V       +Y LA  AI GG V + G G   L G   FAE L+  G  V+ T+  + 
Sbjct: 228 THPVVTDRIELGTYMLA-PAICGGEVELLG-GRMDLVG--AFAEKLDQAGINVSETDKGL 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            V+       GR  +KA+DV     P    D+   +  +   A+G + + +    ++ E  
Sbjct: 284 LVS----RNNGR--VKAVDVTTEPFPGFPTDLQAQMMALMCTAEGTSVLEE----KIFEN 333 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             M A   ELT++GA++E       +T  E+L    +    D R +++  LA  A 
Sbjct: 334 RFMHA--PELTRMGANIEVHGGTATVTGVERLKGAPV-MATDLRASVSLILAGLA 385 
 
 
>ref|YP_003042495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Photorhabdus 
           asymbiotica subsp. asymbiotica ATCC 43949] 
 emb|CAQ85753.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Photorhabdus 
           asymbiotica] 
          Length = 417 
 
 Score = 44.7 bits (104), Expect = 0.032,   Method: Compositional matrix adjust. 
 Identities = 101/421 (23%), Positives = 172/421 (40%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LSGEVSISGAKNAALPILFAALLAEEPVELQNVPELKDIDTTIKLLNRLGTKVERN---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                  G  F   DA+ EV  +     + ++++ A++ A G      G     L G    
Sbjct: 68  -------GSVFV--DAR-EVNQYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHISGLEQLGAEIVLEEGY----VKASVNGRLKGACIVMD-KVSVGATVTIMT 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +E T   +   G K   + + D   I+G ++        
Sbjct: 172 AATLAEGTT---VIENAAREPEIEDTANFLNTLGAKITGAGT-DHIIIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AA++GG V        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLIAAAVSGGKVVCRHAKPDTL--DAVLAKLRE-AGADIEVGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ +     P    D+    +++ L A+G   I +          R 
Sbjct: 283 DMHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGAGMITETIF-----ENR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  +    +KL+   +    D R + +  LA C    VTI  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTVLCHGVKKLSSAQV-MATDLRASASLVLAGCIAEGVTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_01264356.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1002] 
 gb|EAS84843.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1002] 
          Length = 417 
 
 Score = 44.7 bits (104), Expect = 0.032,   Method: Compositional matrix adjust. 
 Identities = 89/413 (21%), Positives = 163/413 (39%), Gaps = 51/413 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +++ GSK+ S  IL    LS     + NL   +D+  M+  L++LG  +E +K   
Sbjct: 11  KLKGQIRISGSKNASLPILAATLLSNKKISLANLPRVKDIETMILLLKSLGSIIEDNKK- 69 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
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                     K  +++ K+       +    MR+   +   + A  G A   L G   +  
Sbjct: 70  ----------KLIIKNTKQTKTFAAYSLVKTMRAGILVLGPLLAKFGKAKVSLPGGCAIG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   +  L +LG       G     V  N   GL G  +K    +S      L++AA 
Sbjct: 120 TRPVDIHLQALSKLGVKYKIIQGY----VHANAPKGLIGANIKFP-KVSVGATENLIIAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFYIKGGQKYKSPKN 247 
            LA G          +S   +E  ++ +  F +    +  W       I+G    K   + 
Sbjct: 175 CLAKGKTT-------LSNCAIEPEIKDLVNFLINMGCNIKWTAKRTVRIEGVNNLKEL-D 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V  D   A  +L  AA+T G + + G     +  ++    +L+ +G+K+T  +  + + 
Sbjct: 227 YSVMPDRIEAGTYLIAAALTEGNLKITGIDPKIISTEI---NILKKVGSKITLKKNEILI 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
            G        K +K I++  +  P    D+   + V+   A+  + I++     + E    
Sbjct: 284 QGS-------KKIKNINIKTSPYPGFPTDLQAQMMVLLCKANKRSHIKE----EIFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           M     EL ++GA +    +   I    K     +    D R +++  LAA A 
Sbjct: 333 MHV--AELNRMGAKISINGNQASIEGNIKFEAAEL-MATDLRASVSLILAALA 382 
 
 
>gb|EGB61803.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           M863] 
 gb|EGB74172.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           TW10509] 
          Length = 419 
 
 Score = 44.7 bits (104), Expect = 0.033,   Method: Compositional matrix adjust. 
 Identities = 103/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ EV +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-EVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIIIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_595156.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lawsonia 
           intracellularis PHE/MN1-00] 
 emb|CAJ54835.1| 5-enolpyruvylshikimate-3-phosphate synthase [Lawsonia 
           intracellularis PHE/MN1-00] 
          Length = 574 
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 Score = 44.7 bits (104), Expect = 0.033,   Method: Compositional matrix adjust. 
 Identities = 91/425 (21%), Positives = 174/425 (40%), Gaps = 63/425 (14%) 
 
Query: 38  SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL- 96 
           SEGT  + ++L ++ +   + A   LG S+  +++     ++     F  +  K+ +Q+  
Sbjct: 151 SEGT--LQHVLLNDPIIECIKAFNQLGASLHWEESG---CIICSNPNFTRKHYKKSIQID 205 
 
Query: 97  ---FLGNAGIAMRSLT-------AAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLG 145 
               +GN  +++  L        A V   G N+  + D  P  +  P IG  ++ +     
Sbjct: 206 TVIHIGNDTLSLYLLIFFIATCPARVKFIGKNSLKLADFSPLRKFLPMIGSRLINI---- 261 
 
Query: 146 ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 205 
                  G D  P+R+     LP  ++ +   +    + AL +AA     ++ I+I +   
Sbjct: 262 -----IPGQDGLPIRIESSAILPS-EIIIPTDLPVDAVIALFIAATRWDKELLIDIKEHP 315 
 
Query: 206 ISIPYVEMTLRLMERFGV---KAEHSDSWDRFYIKGGQKYKSPKN----AYVEGDASSAS 258 
                ++  + L E++ +   K   +       I    K   P+N     YV G A+    
Sbjct: 316 NVTYILDKIIPLFEQWQIPFQKIIFNKQVTAISITPN-KITFPENPMIGTYVPGTAT--- 371 
 
Query: 259 YFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 317 
             LA  A  GGTVT++         D+    EVL   G  +T T  ++  TG       + 
Sbjct: 372 -LLALPAFVGGTVTLKR--QYQQHTDICLLIEVLTQFGLNITETADTICCTG------RQ 422 
 
Query: 318 KHLKAIDVNMNKMPD----VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 373 
             L +  +N+  +P     + +TL  + L       + ++  + V E+     + + L + 
Sbjct: 423 IGLTSSSLNIKTLPKELFPLILTLLCIPLLKSETNLLPELPDY-VDES----ILDSYLAQ 477 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 433 
           LG  V  G    +I+P +    +  DT+      +A SLAA     + + +PGC    +P 
Sbjct: 478 LGL-VRMGSKVKLISPTQTPWTSPSDTW-----GLAISLAAFLRPQIKLSNPGCVEAIYP 531 
 
Query: 434 DYFDV 438 
           +Y+ + 
Sbjct: 532 NYWKI 536 
 
 
>ref|YP_004028772.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           rhizoxinica HKI 454] 
 emb|CBW74628.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (EC 2.5.1.7) 
           [Burkholderia rhizoxinica HKI 454] 
          Length = 472 
 
 Score = 44.3 bits (103), Expect = 0.033,   Method: Compositional matrix adjust. 
 Identities = 90/389 (23%), Positives = 161/389 (41%), Gaps = 47/389 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            +SG + + G+K+ +  IL  + LS     ++N+ N +DV  ML  L  +G+  E +    
Sbjct: 45  RLSGEITVSGAKNATLPILCASLLSAEPVQLENVPNLQDVRTMLKLLGQMGVRSEVN--- 101 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
                   G    ++ ++ +  +        MR+   +   + A  G+A   L G   +  
Sbjct: 102 --------GNTVTLDASQVDKPVAPYELVKTMRASILVLGPLVARFGHAQVSLPGGCAIG 153 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
            RP+   + GL  +GA +    G  D    R      L G  V ++  I+      LLMA 
Sbjct: 154 ARPVDQHIKGLTAMGAQISIEHGFIDARASR------LKGAHV-ITDMITVTGTENLLMA 206 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G+    +++     P V     L+   G + +     DR  + G  +    ++A  
Sbjct: 207 AVLADGET---VLENAAREPEVTDLANLLVAMGARID-GIGTDRLVVHGVPRLHGARHAV 262 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +  D   A  FL  AA TGG VT+ G     L+  +   + L   GA+V+  +  + +   
Sbjct: 263 IP-DRIEAGTFLCAAAATGGDVTLRGVTPLILEAVI---DKLREAGAQVSAGDDWIRLRM 318 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR- 368 
           P R        +A+    ++ P  A    + A F     A+  +A+   +  E +   R  
Sbjct: 319 PGRA-------RAVSFRTSEYP--AFPTDMQAQF----MALNAIATGTSQVVETIFENRF 365 
 
Query: 369 ---TELTKLGASVEEGPDYCIITPPEKLN 394 
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               EL +LGA++    +  ++T  +KL+ 
Sbjct: 366 MHVQELNRLGANITIDGNTALVTGVDKLS 394 
 
 
>ref|NP_949867.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris CGA009] 
 ref|YP_001993988.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris TIE-1] 
 sp|Q6N176.1|MURA_RHOPA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B3QA35.1|MURA_RHOPT RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAE29973.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris CGA009] 
 gb|ACF03513.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris TIE-1] 
          Length = 429 
 
 Score = 44.3 bits (103), Expect = 0.033,   Method: Compositional matrix adjust. 
 Identities = 72/310 (23%), Positives = 128/310 (41%), Gaps = 41/310 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            E+ GT+ + G+K+ +  +++ A L++ T ++DN+    DV  +   L   G+ + A    
Sbjct: 10  NELRGTIPISGAKNAALPLMIAALLTDETLILDNVPRLADVALLQRILGNHGVDIMA--- 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA-----------MRS---LTAAVTAAGGN 118 
                     GK P +   +   L +    I            MR+   + A + A     
Sbjct: 67  ---------AGKRPGDHEYQGQTLHISAKTIVDTTAPYDLVSKMRASFWVIAPLVARMHE 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-S 177 
           A   L G   +  RP+  L++ L++LGA++      D   V     GGL G  +     + 
Sbjct: 118 AKVSLPGGCAIGTRPVDLLIMALEKLGAEITI----DGGYVIAKAPGGLKGATIAFPKVT 173 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S  +++  +MAA LA G     IID     P +      + + G K   + +  R  I+ 
Sbjct: 174 VSGTHVA--VMAAALAKGTT---IIDNAACEPEIVDVADCLNKMGAKITGAGT-PRITIE 227 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K    ++  +     + +Y +A  A+ GG V + G     LQ  +   +VL   GA  
Sbjct: 228 GVAKLHGARHTVLPDRIETGTYAMA-VAMAGGEVQLSGARPELLQAAL---DVLTQAGAT 283 
 
Query: 298 VTWTETSVTV 307 
           +T     + V 
Sbjct: 284 ITVNNDGIKV 293 
 
 
>ref|ZP_02144758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Phaeobacter 
           gallaeciensis BS107] 
 gb|EDQ14295.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Phaeobacter 
           gallaeciensis BS107] 
          Length = 423 
 
 Score = 44.3 bits (103), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 91/415 (21%), Positives = 164/415 (39%), Gaps = 53/415 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + G+K+    ++    LSE    + N     D+  M   L++LG  V   +  + 
Sbjct: 12  LKGQIPIAGAKNACLTLMPATMLSEEPLTLTNAPRLSDIRTMTTLLQSLGAEVSTLQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              +           +  ++     +  I +R + A++   G      G+A   L G    
Sbjct: 72  VLAM-----------SSHDINNHTADYDI-VRKMRASILVLGPMLARDGHAVVSLPGGCA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   +  L+ LGA +D    ++    P      +GGL GG +     +S       
Sbjct: 120 IGARPVDLHLKALEALGAQLDLKDGYVHAKAP------LGGLKGGVIDFP-LVSVGATEN 172 
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Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
            LMAA LA G     +I+     P +    + + + G + E  +      I+G  +     
Sbjct: 173 ALMAATLAKGTT---LINNAAREPEIVDLAQCLRKMGAQIE-GEGTSTITIQGVDRLHGA 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            +  V       +Y LA  AI GG V + G   + ++    F   LE  G ++T  E S+ 
Sbjct: 229 THPVVTDRIELGTYMLA-PAICGGEVELLGGKRSLIEA---FCNKLEAAGVEITENENSL 284 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           TV        G   +KA+DV     P    D+   +  +   A+G + + +    ++ E  
Sbjct: 285 TVR------RGDNRVKAVDVVTEPFPGFPTDLQAQMMALMCTAEGTSVLEE----KIFEN 334 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             M A   EL ++GA ++    +  +T  E L    +    D R +++  LA  A 
Sbjct: 335 RFMHA--PELIRMGAQIDVQGGHATVTGVEGLKGAPV-MATDLRASVSLILAGLA 386 
 
 
>ref|ZP_08056149.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
 gb|EFX46185.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
          Length = 436 
 
 Score = 44.3 bits (103), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 92/381 (24%), Positives = 153/381 (40%), Gaps = 44/381 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + GTV++ G+K+ +  ++  A L+E T  +DNL    DV      L  LG  V+ D   
Sbjct: 27  RPLKGTVQISGAKNSAVALIPAAILAETTVTLDNLPLLSDVAIYAEILSDLGADVKWD-- 84 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNATYVLDGVPR 128 
                     G   + D      + + N  +    A   L  A+    G A   L G    
Sbjct: 85  ----------GDQMMIDPSHMKAMPMPNGNVKKLRASYYLMGAMLGRFGEAVIGLPGGCN 134 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
              RPI   + G + LGA++    G     +R      L G K+ L   +S      +++ 
Sbjct: 135 FEPRPIDQHIKGFEALGAEISNENGALF--IRAK---QLRGAKIYLD-MVSVGATINIML 188 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G     +I+     P +     L+   G K + + + +   I+G       +++ 
Sbjct: 189 AASRAKG---FTLIENAAKEPEIIDVATLLNSMGAKIKGAGT-ETIRIEGVDALHGCRHS 244 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +     + +Y +A AA T G VTV+      ++        L+ MG ++   + S+ V  
Sbjct: 245 IIPDRIQAGTYMIAAAA-THGDVTVDNIIPKHMEA---LTAKLQEMGVQIEEMDESIRV- 299 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVAMTLA--VVALF--ADGPTAIRD-VASWRVKETER 363 
                 FG  H + IDV     P  A  L   + +L   A G + I D V S R K+    
Sbjct: 300 ------FGTPHYEPIDVKALVYPGFATDLQSPMTSLLTQASGVSIITDHVYSNRFKQIPE 353 
 
Query: 364 MVAIRTELTKLGAS--VEEGP 382 
           ++ +  ++   G S  VE GP 
Sbjct: 354 LIRMGAKIKVEGRSAVVEGGP 374 
 
 
>ref|YP_002835673.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Corynebacterium 
           aurimucosum ATCC 700975] 
 ref|ZP_06042966.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           aurimucosum ATCC 700975] 
 gb|ACP33735.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Corynebacterium 
           aurimucosum ATCC 700975] 
          Length = 424 
 
 Score = 44.3 bits (103), Expect = 0.034,   Method: Compositional matrix adjust. 
 Identities = 107/452 (23%), Positives = 172/452 (38%), Gaps = 51/452 (11%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   ++ ++     + GTVK+ G+K+   +++  A L+EGTT + N     DV  M   L 
Sbjct: 1   MGVKDQFIVSGGARLQGTVKVDGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMRKVL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAV------T 113 
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             LG +VE D    R          P E           NA   A+R   A+V      T 
Sbjct: 61  EGLGCTVEIDGHTVRITT-------PAE--------LHSNADFDAVRQFRASVCVLGPLT 105 
 
Query: 114 AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 173 
           A  G+A   L G   +  RP+     GL+++GA      G       V     L G  ++ 
Sbjct: 106 ARCGHAKVALPGGDAIGSRPLDMHQSGLEKMGARTRIEHG-----AVVAEADRLHGANIR 160 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           L    S      +L AA LA G+ ++         P +     +++  G +    +     
Sbjct: 161 LDFP-SVGATENILTAAVLADGETQLH---NAAREPEIVDLCTMLKEMGAEIS-GEGTST 215 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             I+G  K + P    V GD   A  +   A +T G +TV G     L   +   E L+  
Sbjct: 216 ITIQGVDKLQ-PTEHEVIGDRIVAGTWAYAAVMTRGDITVGGIAPKHLHLPL---EKLKS 271 
 
Query: 294 MGAKVT--WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 351 
            GA V        V + G P          A+D      P     L  +A+   G +A+  
Sbjct: 272 AGADVEDYVNGFRVRMNGRP---------SAVDYQTLPYPGFPTDLQPIAI---GLSAVA 319 
 
Query: 352 DVASWRVKET-ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           +  S   +   E       E+ +LGA  +    + +I   E+L+ T + + D    A    
Sbjct: 320 EGTSIITENVFESRFRFVDEMLRLGADAQVDGHHVVIRGQERLSSTHVWSSDIRAGAGLV 379 
 
Query: 411 SLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
             A CA+   T+ D     + +P++ + L    
Sbjct: 380 LSALCADETTTVHDVFHIDRGYPNFVENLQAL 411 
 
 
>ref|NP_219968.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis D/UW-3/CX] 
 ref|ZP_05353837.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis 6276] 
 ref|ZP_05358815.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis 6276s] 
 sp|O84461.1|MURA_CHLTR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAC68055.1| UDP-N-Acetylglucosamine Transferase [Chlamydia trachomatis 
           D/UW-3/CX] 
 gb|ADH19080.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis G/11222] 
 gb|ADI51132.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis D-EC] 
 gb|ADI52144.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis D-LC] 
          Length = 444 
 
 Score = 44.3 bits (103), Expect = 0.035,   Method: Compositional matrix adjust. 
 Identities = 98/438 (22%), Positives = 173/438 (39%), Gaps = 87/438 (19%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
 
Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F        + + L  A +        V   GG+A         
Sbjct: 72  VIEIHTPRILLSKVPPQF---SCVNRIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  R +   + GLK+LGA++   D       P        GL G  + L    S      
Sbjct: 121 -IGPRTLHFHLEGLKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATE 171 
 
Query: 185 ALLMAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            L++A+  A G        +E+EIID ++           +++ GV+   +D+     I  
Sbjct: 172 NLILASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGVEIT-TDNDKTIEIF 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q + S +++ +     +AS+ +A A ++ G + VE      +   + F +VL  +G   
Sbjct: 221 GCQDFYSVEHSIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGG 276 
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Query: 298 VTWTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +  E  +       E F  K LK       DV+   + D     AV+   ++G + I + 
Sbjct: 277 FSVHENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHE 329 
 
Query: 353 VASWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVT 396 
                    E  +     L K+GA                S    P   +I  P  L  T 
Sbjct: 330 TVH------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQAT 383 
 
Query: 397 AIDTYDDHRMAMAFSLAA 414 
            +    D R   A+ +AA 
Sbjct: 384 DL-VIPDLRAGFAYVMAA 400 
 
 
>gb|ADX44916.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           avenae subsp. avenae ATCC 19860] 
          Length = 434 
 
 Score = 44.3 bits (103), Expect = 0.035,   Method: Compositional matrix adjust. 
 Identities = 95/405 (23%), Positives = 161/405 (39%), Gaps = 62/405 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ ++  + +SG V + G+K+ +   L  A L+     + N+   +DV  ML  +R +G 
Sbjct: 2   DQLQIRGGRALSGDVPISGAKNAALPELCAALLTAEPVTLLNVPRLQDVATMLQLIRNMG 61 
 
Query: 65  LSVEADKAAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG----- 116 
           ++ E  +   RA    V    G     +A  E+          ++++ A+V A G      
Sbjct: 62  VAAEHSQGDDRASSGTVRIDAGALSTPEAPYEL----------VKTMRASVLALGPLLAR 111 
 
Query: 117 -GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G AT  L G   +  RP+   + GL  +GA++    G          I  LP G+ +L  
Sbjct: 112 FGEATVSLPGGCAIGSRPVDQHIKGLSAMGAEIVVEHGYM--------IARLPEGRSRLQ 163 
 
Query: 176 GS-ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HS 228 
           G+ I++  ++      LLMAA LA G+    +++     P V     ++   G + E H  
Sbjct: 164 GARITTDMVTVTGTENLLMAATLADGET---VLENAAQEPEVVDLAEMLIAMGAQIEGHG 220 
 
Query: 229 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 288 
            S  R  ++G ++     +  V  D   A  FL   A TGG   +       L   +    
Sbjct: 221 TS--RIRVQGVERLHGCTHRVV-ADRIEAGTFLCAVAATGGEALLRHGRADHLDAVI--- 274 
 
Query: 289 EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFA 344 
           + L   G  V   E  + V  P     G   L+A      + P    D+      + + A 
Sbjct: 275 DKLRDAGVTVESVEGGIRVRSP-----GAGQLRAQSFRTTEYPGFPTDMQAQFMALNVVA 329 
 
Query: 345 DGPTAIRDVASWRVKET--ERMVAIRTELTKLGASVEEGPDYCII 387 
            G +        RV ET  E       EL +LGA ++      +I 
Sbjct: 330 QGAS--------RVTETIFENRFMHVDELLRLGARIQADGKVAVI 366 
 
 
>ref|YP_004025746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor kristjanssonii 177R1B] 
 gb|ADQ40133.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor kristjanssonii 177R1B] 
          Length = 419 
 
 Score = 44.3 bits (103), Expect = 0.035,   Method: Compositional matrix adjust. 
 Identities = 93/402 (23%), Positives = 164/402 (40%), Gaps = 42/402 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++    + G V + G+K+ +  ++  A +++G +V++NL   EDV  M   L  LG 
Sbjct: 6   EKLVIEGGYPLEGEVVINGAKNAAVAVIPAALMADGESVIENLPLIEDVFAMDDILLRLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E D  + +             ++ ++++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDARNLHSYIAPYESVKKIR--------ASYYLIGALLTRFGRAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G      RPI   + G + LGA+V    G     ++      L G K+ L   +S      
Sbjct: 118 GGCNFGSRPIDQHIKGFRALGAEVKIENGM----IKAYA-DRLVGTKIYLD-VVSVGATI 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
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            L++AA  A G     II+     P+V  T   +   G K + + + D   I+G  K    
Sbjct: 172 NLMLAAVKAKGTT---IIENAAKEPHVVDTANFLNSMGAKIKGAGT-DVIRIEGVDKLYP 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K A +     + +Y +A  A T G V V+      L+     A+++E MGA+V   E S 
Sbjct: 228 TKYAIIPDQIEAGTYMIAACA-TKGHVIVKNVIPKHLESLT--AKLVE-MGAEVITYEDS 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +       E   R  L++  +     P    D+   + V+     G + + +   W     
Sbjct: 284 I-------EVICRGRLRSASIKTMPYPGFPTDLQPQMTVLLSLCSGTSVVTE-GVW---- 331 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAID 399 
            E       EL K+GA+++      ++   E L    V A+D 
Sbjct: 332 -ENRYQYVDELKKMGANIKVEGRVAVVEGVESLQGAEVVAVD 372 
 
 
>ref|YP_909046.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           adolescentis ATCC 15703] 
 dbj|BAF38964.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           adolescentis ATCC 15703] 
          Length = 441 
 
 Score = 44.3 bits (103), Expect = 0.035,   Method: Compositional matrix adjust. 
 Identities = 87/376 (23%), Positives = 155/376 (41%), Gaps = 42/376 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ GT+V+ N+    DVH +   LR  G+ V  D A 
Sbjct: 15  KPLNGTIKVRGAKNFVSKAMVAALLAPGTSVLKNVPEIRDVHVVSDLLRLHGVDVTVDGA 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV        + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 75  --NGVVTIDATNVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 131 PIDFHLETLRKLGANVDK---EHKDGIHITAPNGLHGAKIHLPYPSVGATEQTLLAAVLA 187 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKN 247 
                L    IE        P +   + ++++ G  A  S   DR F I+G ++ K   + 
Sbjct: 188 EGKTELSGAAIE--------PEIMDLVSVLQKMG--AIISVDVDRTFRIEGVKELKGYTH 237 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A+ + + A  T G + V+G     +   + F  V   +G +   T+  +   
Sbjct: 238 TSLT-DRIEAASWASAALATHGDIFVKGATQPEM---MTFLNVFRKIGGEFDITDKGIRF 293 
 
Query: 308 TGPPREPFGRKHLKAI----DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +      LK +    DV+   M D    L V    A+G + + +         E  
Sbjct: 294 WHPGGD------LKPVAIETDVHPGFMTDWQQPLVVALTQANGLSIVHETVY------EN 341 
 
Query: 364 MVAIRTELTKLGASVE 379 
                  L ++GA+++ 
Sbjct: 342 RFGFTKPLVQMGATIQ 357 
 
 
>ref|YP_002888077.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis B/Jali20/OT] 
 ref|YP_002888959.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis B/TZ1A828/OT] 
 emb|CAX10018.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis B/TZ1A828/OT] 
 emb|CAX10911.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis B/Jali20/OT] 
          Length = 444 
 
 Score = 44.3 bits (103), Expect = 0.036,   Method: Compositional matrix adjust. 
 Identities = 98/438 (22%), Positives = 173/438 (39%), Gaps = 87/438 (19%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
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Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F        + + L  A +        V   GG+A         
Sbjct: 72  VIEIHTPRILLSKVPPQF---SCVNRIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  R +   + GLK+LGA++   D       P        GL G  + L    S      
Sbjct: 121 -IGPRTLHFHLEGLKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATE 171 
 
Query: 185 ALLMAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            L++A+  A G        +E+EIID ++           +++ GV+   +D+     I  
Sbjct: 172 NLILASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGVEIT-TDNDKTIEIF 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q + S +++ +     +AS+ +A A ++ G + VE      +   + F +VL  +G   
Sbjct: 221 GCQDFYSVEHSIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGG 276 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +  E  +       E F  K LK       DV+   + D     AV+   ++G + I + 
Sbjct: 277 FSVHENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHE 329 
 
Query: 353 VASWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVT 396 
                    E  +     L K+GA                S    P   +I  P  L  T 
Sbjct: 330 TVH------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQAT 383 
 
Query: 397 AIDTYDDHRMAMAFSLAA 414 
            +    D R   A+ +AA 
Sbjct: 384 DL-VIPDLRAGFAYVMAA 400 
 
 
>ref|NP_954143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           sulfurreducens PCA] 
 sp|Q748B3.1|MURA_GEOSL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAR36493.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           sulfurreducens PCA] 
 gb|ADI85853.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           sulfurreducens KN400] 
          Length = 417 
 
 Score = 44.3 bits (103), Expect = 0.036,   Method: Compositional matrix adjust. 
 Identities = 92/381 (24%), Positives = 153/381 (40%), Gaps = 45/381 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K++ G V + GSK+ +  I +   L+ G   + N+    D++  +  L +LG 
Sbjct: 2   DKLIIKGGKKLIGEVSVSGSKNAALPIFVSTILAPGLNEIRNVPFLRDINTTIKVLESLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
             VE +    R           VE   + V+         MR+   +   + A  G A   
Sbjct: 62  AVVEGNGNIVRIDTTHVNN---VEATYDLVK--------TMRASVLVLGPLLARHGRARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RPI   + GL  LGAD+    G      +      L G ++    S     
Sbjct: 111 SLPGGCAIGARPINLHLKGLAALGADIRLEHGYVEAKAK-----KLKGARINFDISTVGG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               L+MAA LA G+    +++     P +     ++ + G K + + + D   I  G K 
Sbjct: 166 T-EQLMMAAALAKGET---VLENAAREPEIIDLAEILIKMGAKIDGAGT-DTIRIT-GVK 219 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             +P    V  D   A  F+  AAITGG + +       L   V F   L+  G ++T   
Sbjct: 220 ELAPVAHDVMPDRIEAGTFMVAAAITGGDIKIRNMKLEHLDALV-FK--LQDAGVEITNR 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  V V G PR P      KA+++     P    D+      +   ADG + I    S   
Sbjct: 277 DNVVRVKG-PRRP------KAVNIKTRPYPGFPTDMQAQFMALMCVADGASVI----SEN 325 
 
Query: 358 VKETERMVAIRTELTKLGASV 378 
           + E   M    +EL + GA + 
Sbjct: 326 IFENRFMHV--SELLRFGADI 344 
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>ref|YP_928947.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           amazonensis SB2B] 
 sp|A1SA71.1|MURA_SHEAM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABM01278.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           amazonensis SB2B] 
          Length = 418 
 
 Score = 44.3 bits (103), Expect = 0.036,   Method: Compositional matrix adjust. 
 Identities = 89/400 (22%), Positives = 164/400 (41%), Gaps = 49/400 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +Q    ++GTV + G+K+ +  IL+   L+E   V+ N+ +  DV      LR LG 
Sbjct: 2   DKLSIQSGGPLAGTVVISGAKNAALPILMAGVLAESPFVLTNVPSLRDVDTSCKLLRCLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V  D           G +  ++ ++  +  F+    + ++++ A++   G      G  
Sbjct: 62  AEVTQD-----------GDRITIDSSR--IDHFVAPYEL-VKTMRASILILGPLLARFGT 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + GL+Q+GA ++   G     ++    G L G  + +   + 
Sbjct: 108 ADVSLPGGCAIGARPVNLHLHGLEQMGAKIEVKEGY----IKARVDGRLKGAHIFMD-MV 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      LLMAA LA G   + +I+     P V      +   G +     +     I G 
Sbjct: 163 SVGATENLLMAAALADG---VTVIENAAREPEVIDLANCLVAMGAQISGIGTAT-LKITG 218 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +  V  D      FL  AA+T G +  E    +SL+        LE  GA++ 
Sbjct: 219 VERLNGC-DYRVMPDRIETGTFLVAAAVTRGRIRCENADPSSLE---SVLAKLEDAGAEI 274 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
              +  + +    + P      KA+++     P    D+     V+   A+G   I +   
Sbjct: 275 NTGDDWIELDMHGKRP------KAVNIKTAPYPAFPTDMQAQFCVLNCLAEGTGTITET- 327 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL ++GA++E     CI+   E+L+ 
Sbjct: 328 ---IFENRFMHV--PELMRMGANMELEGHTCIVHGVERLS 362 
 
 
>ref|YP_001858979.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           phymatum STM815] 
 sp|B2JHY7.1|MURA_BURP8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACC71933.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           phymatum STM815] 
          Length = 420 
 
 Score = 44.3 bits (103), Expect = 0.036,   Method: Compositional matrix adjust. 
 Identities = 69/273 (25%), Positives = 119/273 (43%), Gaps = 27/273 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++  ++++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L  +G 
Sbjct: 2   DKLVIEGGQKLAGEIVVSGAKNAALPILCAGLLSAEPVHLDNVPDLQDVRTTLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           +  E+             GK  ++ +K +  +        MR+   +   + A  G A   
Sbjct: 62  VRTES-----------ADGKVSLDASKVDNLVAPYELVKTMRASILVLGPLVARFGEAKV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA+++   G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEINIEHGFIEARAKR------LKGARI-ITDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    II+     P V     L+   G K E   + DR  I+G   
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Sbjct: 164 TGTENLLMAAVLADGET---IIENAAREPEVGDLASLLVSMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           K    K+  V  D   A  FL   A  GG VT+ 
Sbjct: 220 KLHGAKHTVVP-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>ref|ZP_07398801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           duerdenii ATCC BAA-1640] 
 gb|EFM26127.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Peptoniphilus 
           duerdenii ATCC BAA-1640] 
          Length = 416 
 
 Score = 44.3 bits (103), Expect = 0.037,   Method: Compositional matrix adjust. 
 Identities = 77/328 (23%), Positives = 138/328 (42%), Gaps = 44/328 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I ++    ++GTVK+ G+K+ +  IL    L    T+++ + + +D+  M+  +++LG 
Sbjct: 2   ERIYVKKSGPLNGTVKVSGAKNAALPILAATILGTTETILEGVPDLKDISIMIEVIKSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE +   K  + +        E + E +          MR+ +  +         V++ 
Sbjct: 62  --VEVEHLGKHTLKINAKNLNAYETSYELMS--------KMRASSVVMGPLLARMRKVIN 111 
 
Query: 125 GVP---RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            +P    +  RPI   + G + LG D+            V   G +     KL G  S+  
Sbjct: 112 PLPGGCNIGARPIDLHLKGFRALGVDI------------VEEPGKITASAEKLIG--STI 157 
 
Query: 182 YL--------SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           YL          ++MAA +A G+    II+     P +      + + G +   + +    
Sbjct: 158 YLDFPSVGATQNIMMAATMAEGET---IIENAAMEPEIVDLASFLNKMGARIMGAGT-SS 213 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             IKG +      +  +  D   A  F+  AA+TGG V VE C  + ++  +  A+++E  
Sbjct: 214 IRIKGVKSLSGATHQIIP-DRIEAGTFMVAAAMTGGDVLVENCIPSHMKPII--AKLIE- 269 
 
Query: 294 MGAKVTWTETSVTVTGPP-REPFGRKHL 320 
            GA+V   + SV V G     PF  K L 
Sbjct: 270 AGAEVEVDDDSVRVKGNKIVNPFDIKTL 297 
 
 
>ref|ZP_04633531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           frederiksenii ATCC 33641] 
 gb|EEQ13766.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           frederiksenii ATCC 33641] 
          Length = 421 
 
 Score = 44.3 bits (103), Expect = 0.037,   Method: Compositional matrix adjust. 
 Identities = 104/431 (24%), Positives = 171/431 (39%), Gaps = 59/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLSQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D  A  +V V   G          V  F     + ++++ A++ A G      G      
Sbjct: 66  RD--ASGSVFVDASG----------VDEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 112 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L    + +   +S    
Sbjct: 113 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKAAHIVMD-KVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 168 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGAGT-DRITIEGVARL 223 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 224 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
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           +   E  +++    + P      KA+       P    D+    +++ L A+G   I +  
Sbjct: 275 IEIGEDWISLDMHGQRP------KAVTFRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 328 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 382 GCIADGVTIVD 392 
 
 
>ref|ZP_05815359.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 3_1_33] 
 gb|EEW94807.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 3_1_33] 
          Length = 423 
 
 Score = 44.3 bits (103), Expect = 0.038,   Method: Compositional matrix adjust. 
 Identities = 71/287 (24%), Positives = 123/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+ISG +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKISGELKVDGSKNSTLPIMIATLVEKGTYILKNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     I++     P +E     + + G K   + +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---ILENAAKEPEIEDLCNFLIKMGAKISGAGTG-RIEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|YP_969394.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           avenae subsp. citrulli AAC00-1] 
 sp|A1TKY2.1|MURA_ACIAC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABM31620.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           citrulli AAC00-1] 
          Length = 434 
 
 Score = 44.3 bits (103), Expect = 0.038,   Method: Compositional matrix adjust. 
 Identities = 70/281 (24%), Positives = 122/281 (43%), Gaps = 40/281 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ ++  + +SG V + G+K+ +   L  A L+     + N+   +DV  ML  +R +G 
Sbjct: 2   DQLQIRGGRALSGDVPISGAKNAALPELCAALLTAEPVTLLNVPRLQDVATMLQLIRNMG 61 
 
Query: 65  LSVEADKAAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG----- 116 
           ++ E  +   RA    V    G     +A  E+          ++++ A+V A G      
Sbjct: 62  VAAEHSQGDDRASSGTVRIDAGALSTPEAPYEL----------VKTMRASVLALGPLLAR 111 
 
Query: 117 -GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G AT  L G   +  RP+   + GL  +GA++    G          I  LP G+ +L  
Sbjct: 112 FGEATVSLPGGCAIGSRPVDQHIKGLSAMGAEIVVEHG--------YMIARLPEGRSRLQ 163 
 
Query: 176 GS-ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HS 228 
           G+ I++  ++      LLMAA LA G+    +++     P V     ++   G + E H  
Sbjct: 164 GARITTDMVTVTGTENLLMAATLADGET---VLENAAQEPEVVDLAEMLIAMGAQIEGHG 220 
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Query: 229 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 269 
            S  R  ++G ++     +  V  D   A  FL   A TGG 
Sbjct: 221 TS--RIRVQGVERLHGCTHRVV-ADRIEAGTFLCAVAATGG 258 
 
 
>ref|YP_585391.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cupriavidus 
           metallidurans CH34] 
 sp|Q1LIA4.1|MURA_RALME RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABF10122.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cupriavidus 
           metallidurans CH34] 
          Length = 416 
 
 Score = 44.3 bits (103), Expect = 0.038,   Method: Compositional matrix adjust. 
 Identities = 67/264 (25%), Positives = 113/264 (42%), Gaps = 25/264 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L+  T  + N+ + +D   ML  LR +G+  E       
Sbjct: 12  LKGEIRISGAKNAALPILCAGLLTADTVTIGNVPDLQDTRTMLKLLRQMGMKAEMVDGV- 70 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMRE 131 
            A + G     P E + + V+         MR+   +   + A  G A   L G   +   
Sbjct: 71  -ATLQGADINSP-EASYDLVK--------TMRASILVLGPLVARFGEARVSLPGGCGIGA 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+ +GA++    G      R N    L G +V ++  I+      LLMAA  
Sbjct: 121 RPVDQHIKGLQAMGAEITIEHG--FIHARAN---RLKGARV-VTDMITVTGTENLLMAAT 174 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G+    +++     P V     L+ + G K E   + DR  ++G  +    ++  V  
Sbjct: 175 LAEGET---VLENAAREPEVTDLAELLVKMGAKIEGIGT-DRLVVQGVDRLHGAEHKVV- 229 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEG 275 
            D   A  FL  AA T G + + G 
Sbjct: 230 ADRIEAGTFLCAAAATLGDIVLRG 253 
 
 
>ref|YP_003145844.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Kangiella 
           koreensis DSM 16069] 
 gb|ACV26076.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Kangiella 
           koreensis DSM 16069] 
          Length = 419 
 
 Score = 44.3 bits (103), Expect = 0.038,   Method: Compositional matrix adjust. 
 Identities = 95/425 (22%), Positives = 171/425 (40%), Gaps = 52/425 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++    + G +K+ G+K+ +  IL+ A L +G T + NL +  DV   L  +  LG 
Sbjct: 2   DKLLIKDAGPLDGAIKISGAKNAALPILMGALLVDGVTTIGNLPHLNDVTTTLELMGRLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             +  D             KF VE    ++        + ++++ A++   G      G  
Sbjct: 62  AKLTIDD------------KFNVEIDSRKIHSHEAPYEL-VKTMRASILVLGPLLARFGE 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RP+   + G++++GAD++   G     V+    G L G K+ +   + 
Sbjct: 109 AVVSLPGGCAIGSRPVNLHIEGMREMGADIEVEAGY----VKAKSNGRLKGAKIVME-MV 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      L+MAA LA G     +I+     P V      +   G K   + +     I+G 
Sbjct: 164 SVGATENLIMAAALADG---TSVIENAAREPEVVDLANFLNSMGAKISGAGT-SVITIEG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAK 297 
            ++     +  +     + +Y +A AA+T G +         L    VK  E     GA+ 
Sbjct: 220 VERMHGGHHDVLPDRIETGTYLVA-AAMTRGRIRCRNTDPDILDAVLVKLREA----GAE 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           VT  E  + +      P      KA+++     P    D+      +   ADG   I +  
Sbjct: 275 VTTGEGWIELDMKGNRP------KAVNIKTAPYPGFPTDMQAQFCAMNAVADGTGTITET 328 
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Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M  +  E+ ++GA +    +  I    EKL+   +    D R + +  LA 
Sbjct: 329 ----IFENRFMHVL--EMQRMGADIAIEGNTAICRGVEKLSGAQV-MATDLRASASLVLA 381 
 
Query: 414 A-CAE 417 
             CAE 
Sbjct: 382 GLCAE 386 
 
 
>ref|YP_003465691.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           seeligeri serovar 1/2b str. SLCC3954] 
 emb|CBH28609.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           seeligeri serovar 1/2b str. SLCC3954] 
          Length = 423 
 
 Score = 44.3 bits (103), Expect = 0.040,   Method: Compositional matrix adjust. 
 Identities = 99/418 (23%), Positives = 175/418 (41%), Gaps = 50/418 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V+Q  K+++GT+++ G+K+ +  ++  A L+E   V++ L +  DV+ +   L  LG 
Sbjct: 3   EKLVIQGGKKLAGTLQVDGAKNSAVALIPAAILAESEVVLEGLPDISDVYTLYDILEELG 62 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAGGNATYVL 123 
            +V +D   K AV+          D    + + L N  +  +R+    + A  G     + 
Sbjct: 63  GNVRSDN--KTAVI----------DPTNMISMPLPNGNVKKLRASYYLMGAMLGRFKKAV 110 
 
Query: 124 DGVP---RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G+P    +  RPI   + G + LGA V    G     +R +    L G ++ L   +S  
Sbjct: 111 IGLPGGCYLGPRPIDQHIKGFEALGAKVTNEQGAIY--LRAD---ELIGARIYLD-VVSV 164 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                +++AA  A G     II+     P +     L+   G   + + + D   I G + 
Sbjct: 165 GATINIMLAAVRAKGKT---IIENAAKEPEIIDVATLLSNMGAIIKGAGT-DTIRITGVE 220 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
                 +  +  D   A  F+  AA +G  V +E    T L+G +  A++ E MG  +   
Sbjct: 221 HLHGCHHTIIP-DRIEAGTFMVLAAASGKGVRIENVIPTHLEGII--AKLTE-MGVPMDI 276 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VAS 355 
            E ++ V    +       +K ID+     P    D+   L  +   ADG + + D +   
Sbjct: 277 EEDAIFVGEVEK-------VKKIDIKTYAYPGFPTDLQQPLTALLTRADGSSVVTDTIYP 329 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
            R K          EL ++G   +      +IT P KL  + + T  D R   A  +A 
Sbjct: 330 SRFKHI-------AELERMGGKFKLEGRSAVITGPAKLQGSKV-TATDLRAGAALVIA 379 
 
 
>ref|NP_893417.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus subsp. pastoris str. CCMP1986] 
 sp|Q7V0G1.1|MURA_PROMP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAE19759.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus subsp. pastoris str. CCMP1986] 
          Length = 457 
 
 Score = 44.3 bits (103), Expect = 0.040,   Method: Compositional matrix adjust. 
 Identities = 88/390 (22%), Positives = 160/390 (41%), Gaps = 46/390 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G VK+ G+K+ +  +L  + L++   ++DN+    D+  M   L+ LG+ +  +K  
Sbjct: 22  KTLRGKVKISGAKNSALVLLAASLLTDEKIILDNVPLLTDIEKMGNILKNLGVKLH-NKD 80 
 
Query: 73  AKRAVVVGCGGKFPVEDAK----EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
            +  +           D+K    +E+   L N   A      A+    G A+  L G    
Sbjct: 81  HQLII-----------DSKNISIQELPYELVNGLRASFFCIGALLTRFGEASIPLPGGCN 129 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP-GGKVKLSGSISSQYLSALL 187 
           + ERPI + + GL+ LGA++   +  D    ++        G  ++L+   S      L+ 
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Sbjct: 130 IGERPINEHINGLRALGAEI--IIDRDVVKAKLVKKKTKLFGANIRLNCP-SVGATETLI 186 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G     +I+     P ++   +++ + G K  +    ++  I G  K     + 
Sbjct: 187 MAASLAEGRT---VIENAAREPEIQDLCQMLNKMGAKI-YDSGKEKIIIDGVHKLHGCTH 242 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A  FL  AA T  ++TV       L+        LE  G+K+     S+++ 
Sbjct: 243 KVIP-DRIEAGTFLIAAAATSSSITVSPVIPNHLEA---VLNKLEESGSKIIIKGNSISI 298 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
            G         ++KA+D+     P     L    +      A+  +A  R K TE +    
Sbjct: 299 KG--------NNIKAVDIKTAPFPGFPTDLQAPFM------ALMTIAKGRSKITETIFEN 344 
 
Query: 368 RTE----LTKLGASVEEGPDYCIITPPEKL 393 
           R      L ++G+S+    +   I   +KL 
Sbjct: 345 RMNHVDLLNQMGSSITLKNNIAHINGVKKL 374 
 
 
>ref|ZP_07661296.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseibium sp. 
           TrichSKD4] 
 gb|EFO28851.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseibium sp. 
           TrichSKD4] 
          Length = 429 
 
 Score = 44.3 bits (103), Expect = 0.040,   Method: Compositional matrix adjust. 
 Identities = 47/170 (27%), Positives = 77/170 (45%), Gaps = 13/170 (7%) 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL  LGAD++   G     V V   GGL G +V+    +S      ++MAA  
Sbjct: 131 RPVDFFIDGLAALGADIEIEGGY----VVVKAPGGLKGARVEFP-KVSVGATHTIMMAAT 185 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G+ EI    +   +  +   LR M   G + E  D      ++G ++     +A +  
Sbjct: 186 LANGETEIVNAAREPEVSDLAACLRAM---GARIE-GDGTSTIRVQGVKRLHGAHHAVLP 241 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               + +Y +A  A+TGG V ++G     L   +   + L   GA++T T 
Sbjct: 242 DRIETGTYAMA-VAMTGGNVLLKGARADLLDSAL---DTLRQTGAEITET 287 
 
 
>ref|YP_001456079.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Citrobacter 
           koseri ATCC BAA-895] 
 sp|A8AQ80.1|MURA_CITK8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABV15643.1| hypothetical protein CKO_04592 [Citrobacter koseri ATCC BAA-895] 
          Length = 419 
 
 Score = 44.3 bits (103), Expect = 0.041,   Method: Compositional matrix adjust. 
 Identities = 98/421 (23%), Positives = 168/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLSQLGTKVERN---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +  +V +F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDAS--QVNIFCAPYEL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---VIENAAREPEIVDTANFLVTLGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A+ L   GA +   E  +++ 
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Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAK-LRDAGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGQRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTLV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>emb|CAM89159.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89168.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89177.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
 emb|CAM89186.1| 3-phosphoshikimate-1-carboxyvinyltransferase [Brucella melitensis] 
          Length = 188 
 
 Score = 44.3 bits (103), Expect = 0.041,   Method: Compositional matrix adjust. 
 Identities = 33/101 (32%), Positives = 50/101 (49%), Gaps = 4/101 (3%) 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII---TPPEKL 393 
           LA+ A FA+G T +  +   RVKE++R+ A+   L   G    EG     +      + L 
Sbjct: 88  LAIAASFAEGETVMDGLDELRVKESDRLAAVARGLEANGVDCTEGEMSLTVRGRPGGKGL 147 
 
Query: 394 NVTAIDTYDDHRMAMAFSLAACA-EVPVTIRDPGCTRKTFP 433 
               + T+ DHR+AM+F +   A E PVT+ D      +FP 
Sbjct: 148 GGGTVGTHLDHRIAMSFLVMGLASEKPVTVDDSTMIATSFP 188 
 
 
>ref|NP_995094.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Microtus str. 91001] 
 gb|AAS63971.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Microtus str. 91001] 
          Length = 423 
 
 Score = 44.3 bits (103), Expect = 0.043,   Method: Compositional matrix adjust. 
 Identities = 104/439 (23%), Positives = 173/439 (39%), Gaps = 60/439 (13%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   ++  +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L 
Sbjct: 1   MVTMDKFRVQGRTRLSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG---- 116 
             LG  +E +           G  F    A  E   F     + ++++ A++ A G     
Sbjct: 61  SQLGTKIERNN----------GSVFVDASAVNE---FCAPYDL-VKTMRASIWALGPLVA 106 
 
Query: 117 --GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
             G     L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + + 
Sbjct: 107 RFGQGQVSLPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVM 162 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
              +S      ++ AA LA G     +I+     P +  T   +   G K   + + DR  
Sbjct: 163 D-KVSVGATVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKISGAGT-DRI 217 
 
Query: 235 YIK-----GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 289 
            I+     GG  Y+      V  D      FL  AAI+GG V        +L  D   A+ 
Sbjct: 218 TIEGVTRLGGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAK 269 
 
Query: 290 VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFAD 345 
           + E  GA +   +  +++    + P      KAI       P    D+    +++ L A+ 
Sbjct: 270 LRE-AGADIEVGDDWISLDMQGKRP------KAITFRTAPHPGFPTDMQAQFSLLNLVAE 322 
 
Query: 346 GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 405 
           G   I +     + E   M     EL ++GA  E   +  I    E+L+   +    D R 
Sbjct: 323 GTGVITET----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLR 375 
 
Query: 406 MAMAFSLAACAEVPVTIRD 424 
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            + +  LA C    VTI D 
Sbjct: 376 ASASLVLAGCIAEGVTIVD 394 
 
 
>ref|ZP_02441426.1| hypothetical protein ANACOL_00699 [Anaerotruncus colihominis DSM 
           17241] 
 gb|EDS12471.1| hypothetical protein ANACOL_00699 [Anaerotruncus colihominis DSM 
           17241] 
          Length = 459 
 
 Score = 44.3 bits (103), Expect = 0.043,   Method: Compositional matrix adjust. 
 Identities = 93/386 (24%), Positives = 148/386 (38%), Gaps = 52/386 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ ++Q    ++G V + G+K+ +  I+    L++G  V++N+ N  D+  +   LR LG 
Sbjct: 34  EQFIVQGETHLNGEVTISGAKNAAVAIIPATILAQGKCVIENIPNISDIKVLFQILRALG 93 
 
Query: 65  LSVEA-DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
            SV+  D+       V       VE     V   L     A   L  A+ A    A+  + 
Sbjct: 94  ASVQMLDRTT-----VEIDTTHIVEPV---VPYELARYMRASYYLLGALLARCNRASVSM 145 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G      RPI   + G + LGADV    G       +N    L  G       +S     
Sbjct: 146 PGGCNFGVRPIDQHMKGFEALGADVSIDSGM------INARADLLLGAHIYFDVVSVGAT 199 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +++A+  A G   I I++     P++      +   G     + + D   I G      
Sbjct: 200 INVMLASVKAKG---ITILENCAKEPHIVDLANFLNSMGADIRGAGT-DVIKIHGVDILH 255 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 +     + +Y +A AA TGG V V       L+      E LE  GA V   +  
Sbjct: 256 GTTYPIIPDQIEAGTYMVAAAA-TGGDVLVRNVIPKHLEA---ITEKLEKAGATVIEYDD 311 
 
Query: 304 S--VTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVAS 355 
           S  VT TGP  +           VN+  MP      D+   +  +   A+G T+I      
Sbjct: 312 SIRVTRTGPLSK-----------VNLKTMPHPGFPTDMQPQMTALLSIANG-TSIVTEGV 359 
 
Query: 356 W--RVKETERMVAIRTELTKLGASVE 379 
           W  R +  +       EL +LGA ++ 
Sbjct: 360 WDNRFRYVD-------ELRRLGAQIQ 378 
 
 
>gb|EGD14948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           perforans 91-118] 
          Length = 424 
 
 Score = 43.9 bits (102), Expect = 0.046,   Method: Compositional matrix adjust. 
 Identities = 95/400 (23%), Positives = 158/400 (39%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQVAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGAD+    G     ++    G L G +      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGADISVENGY----IKATSHGRLKGARYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRLVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETLDA---VLDKLTEAGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
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Sbjct: 281 TTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|YP_001007900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. enterocolitica 8081] 
 sp|A1JRA1.1|MURA_YERE8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAL13772.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. enterocolitica 8081] 
 emb|CBY25544.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. palearctica Y11] 
          Length = 422 
 
 Score = 43.9 bits (102), Expect = 0.046,   Method: Compositional matrix adjust. 
 Identities = 101/431 (23%), Positives = 171/431 (39%), Gaps = 58/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG+ +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEDPVELQNVPKLKDIDTTIKLLSQLGVKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D A+    V   G           V  F     + ++++ A++ A G      G      
Sbjct: 66  RDAASGSVFVDASG-----------VDEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QL A++    G     V+ +  G L    + +   +S    
Sbjct: 114 LPGGCAIGARPVDLHITGLEQLSAEIKLEEGY----VKASVNGRLKAAHIVMD-KVSVGA 168 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 169 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGAGT-DRITIEGVARL 224 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 225 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 275 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA+ +     P    D+    +++ L A+G   I +  
Sbjct: 276 IEVGDDWISLDMHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 329 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 330 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 382 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 383 GCIADGVTIVD 393 
 
 
>ref|YP_003008906.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. JDR-2] 
 gb|ACS98819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. JDR-2] 
          Length = 417 
 
 Score = 43.9 bits (102), Expect = 0.046,   Method: Compositional matrix adjust. 
 Identities = 88/382 (23%), Positives = 158/382 (41%), Gaps = 47/382 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+++++  + + GTV++ G+K+ +  ++  A L+E   V+DNL +  DV      L+ LG 
Sbjct: 2   EKLMIRGGRPLRGTVQISGAKNSAVALVPAAILAESEVVLDNLPHLSDVVVYSEILQDLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
                      AVV   G    ++ ++ E +         +R+   L  A+    G A   
Sbjct: 62  -----------AVVSWQGDVMKIDPSRLESKPMPNGKVKLLRASYYLMGAMLGRFGEAII 110 
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Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G      RPI   + G + LGA V    G+    +R++    L G K+ L   +S   
Sbjct: 111 GLPGGCNFEPRPIDQHIKGFEALGATVTNEHGS----MRIHA-KELRGAKIYLD-VVSVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               +++AA  A G     II+     P +     L+   G + + + + +   I+G    
Sbjct: 165 ATINIMLAASRAKGST---IIENAAKEPEIIDVATLLNAMGARIKGAGT-ETIRIEGVDS 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               +++ +     + +Y +A AA T G VT++      ++        LE MG  V    
Sbjct: 221 MHGCRHSIIPDRIQAGTYMIAAAA-TRGDVTIDNVIPKHMEA---MTAKLEEMGVTVQEM 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASW 356 
           + S+ + G P          A+DV     P    D+   +  +   A G + + D V S  
Sbjct: 277 DESIRIIGAP-------EYTAVDVKALVYPGFATDLQSPMTTLLAQAKGVSILSDYVYSN 329 
 
Query: 357 RVKETERMVAIRTELTKLGASV 378 
           R K          EL ++GA++ 
Sbjct: 330 RFKHV-------PELNRMGANI 344 
 
 
>ref|NP_667483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           KIM 10] 
 ref|YP_071996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 32953] 
 ref|YP_653641.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Antiqua] 
 ref|YP_649378.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 ref|YP_001161720.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides F] 
 ref|YP_001399447.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 31758] 
 ref|ZP_02022444.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           CA88-4125] 
 ref|YP_001605686.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Angola] 
 ref|ZP_02223945.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. F1991016] 
 ref|ZP_02226090.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. IP275] 
 ref|ZP_02232303.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. E1979001] 
 ref|ZP_02237996.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. B42003004] 
 ref|ZP_02306059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. UG05-0454] 
 ref|ZP_02312292.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. MG05-1020] 
 ref|ZP_02318723.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Mediaevalis str. K1973002] 
 ref|YP_001719274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis YPIII] 
 ref|YP_001874109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis PB1/+] 
 ref|YP_002348456.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           CO92] 
 ref|ZP_04457040.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides A] 
 ref|ZP_04459384.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. PEXU2] 
 ref|ZP_04514931.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. India 195] 
 ref|ZP_04519216.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 ref|ZP_06205614.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           KIM D27] 
 ref|YP_003569370.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Z176003] 
 sp|Q8ZB56.1|MURA_YERPE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
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           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q665K4.1|MURA_YERPS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q1CE02.1|MURA_YERPN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q1C1H6.1|MURA_YERPA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A4THI5.1|MURA_YERPP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A7FDW9.1|MURA_YERP3 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B2K403.1|MURA_YERPB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A9R1S6.1|MURA_YERPG RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B1JL60.1|MURA_YERPY RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAM83734.1|AE013614_8 UDP-N-glucosamine 1-carboxyvinyltransferase [Yersinia pestis KIM 
           10] 
 emb|CAH22751.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 32953] 
 gb|ABG19778.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 gb|ABG15696.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Antiqua] 
 emb|CAL22157.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           CO92] 
 gb|ABP38747.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides F] 
 gb|EDM39061.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           CA88-4125] 
 gb|ABS49505.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis IP 31758] 
 gb|ABX85341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Angola] 
 gb|EDR33246.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. IP275] 
 gb|EDR37188.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. F1991016] 
 gb|EDR42090.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. E1979001] 
 gb|EDR51187.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. B42003004] 
 gb|EDR57366.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. MG05-1020] 
 gb|EDR61326.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Antiqua str. UG05-0454] 
 gb|EDR63838.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Mediaevalis str. K1973002] 
 gb|ACA66821.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis YPIII] 
 gb|ACC90652.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           pseudotuberculosis PB1/+] 
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 gb|EEO74328.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Nepal516] 
 gb|EEO79357.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. India 195] 
 gb|EEO85638.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Orientalis str. PEXU2] 
 gb|EEO91827.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Pestoides A] 
 gb|ACY60092.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           D106004] 
 gb|EFA47821.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           KIM D27] 
 gb|ADE66108.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           Z176003] 
 gb|ADW00683.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           biovar Medievalis str. Harbin 35] 
          Length = 420 
 
 Score = 43.9 bits (102), Expect = 0.046,   Method: Compositional matrix adjust. 
 Identities = 103/431 (23%), Positives = 170/431 (39%), Gaps = 60/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLSQLGTKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +           G  F    A  E   F     + ++++ A++ A G      G      
Sbjct: 66  RNN----------GSVFVDASAVNE---FCAPYDL-VKTMRASIWALGPLVARFGQGQVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 112 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGA 166 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 167 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKISGAGT-DRITIEGVTRL 222 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 223 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KAI       P    D+    +++ L A+G   I +  
Sbjct: 274 IEVGDDWISLDMQGKRP------KAITFRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 327 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 328 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 380 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 381 GCIAEGVTIVD 391 
 
 
>ref|YP_003672859.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           C56-T3] 
 gb|ADI28282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           C56-T3] 
          Length = 428 
 
 Score = 43.9 bits (102), Expect = 0.047,   Method: Compositional matrix adjust. 
 Identities = 93/397 (23%), Positives = 154/397 (38%), Gaps = 49/397 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+K+ G+K+ +  ++  A L++    ++ L +  DVH +   +  +G S   D     
Sbjct: 12  LRGTIKVSGAKNSAVALIPAAILADSPVTIEGLPDISDVHILGSLIEEIGGSFSFD---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                   GK  V D    V + L N  +    A   L  A+      A   L G   +  
Sbjct: 68  --------GKEAVIDPTNMVSMPLPNGKVKKLRASYYLMGAMLGRFKKAVVGLPGGCHLG 119 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI   + G + LGA V    G     +R      L G ++ L   +S      +++AA 
Sbjct: 120 PRPIDQHIKGFETLGATVTNEQG--AIYLRAE---ELRGARIFLD-VVSVGATINIMLAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     II+     P +     L+   G K + + + D   I G +     ++A + 
Sbjct: 174 VRAKGRT---IIENAAKEPEIIDVATLLSNMGAKIKGAGT-DVIRIDGVETLSGCRHAII 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + +Y +A AA T G V V+      ++        L  MG +V   E  + V G  
Sbjct: 230 PDRIEAGTYMIAAAA-TNGEVVVDNVIPQHVE---SLTAKLREMGVRVETGEDQILVCGT 285 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMV 365 
                    LKA+DV     P    D+      +   A+G + + D + S R K  +    
Sbjct: 286 -------DVLKAVDVKTLVYPGFPTDLQQPFTALLTKANGTSVVTDTIYSARFKHVD--- 335 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
               EL ++ A+V+      I+T P KL    +   D 
Sbjct: 336 ----ELRRMNANVKVEGRSAIVTGPVKLQGAKVKASD 368 
 
 
>ref|YP_001031867.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactococcus 
           lactis subsp. cremoris MG1363] 
 emb|CAL97121.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactococcus 
           lactis subsp. cremoris MG1363] 
 gb|ADJ59532.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactococcus 
           lactis subsp. cremoris NZ9000] 
          Length = 426 
 
 Score = 43.9 bits (102), Expect = 0.047,   Method: Compositional matrix adjust. 
 Identities = 98/446 (21%), Positives = 167/446 (37%), Gaps = 62/446 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ G V++ G+K+    +L    L SEG  V+ N+    DV  M   +  LG S+  D+  
Sbjct: 12  KLQGEVEIEGAKNAVLPLLAATLLASEGEVVLTNVPILSDVFMMNNLVDHLGTSISFDQE 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           AK+ ++     +       E V          MR+   +   + A  G A   + G   + 
Sbjct: 72  AKK-IIAKANSEIKTTAPYEYVS--------KMRASIVVMGPILARNGQARVSMPGGCSI 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL------ 183 
             RPI   + G +Q+GA +                G +     KL G  +  YL       
Sbjct: 123 GSRPIDLHLRGFEQMGATI------------TQNAGYIEAKADKLKG--AHIYLDFPSVG 168 
 
Query: 184 --SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               L++AA LA G   +  ++     P +     L+ + G   + + + D   IKG +K 
Sbjct: 169 ATQNLILAATLAEG---VTTLENAAREPEIVDLANLLNKMGANVKGAGT-DTIIIKGVEK 224 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K++ V+ D   A  F+  AA+T G V ++       + +      L  MG   T   
Sbjct: 225 MHGAKHSVVQ-DRIEAGTFMVAAAMTQGDVLIKDA---IAEHNRPLISKLSEMGVNFTQE 280 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA-IRDVASW 356 
           ET + V GP +       LKA  V     P    D+   +      A G +  +  V    
Sbjct: 281 ETGLRVVGPEK-------LKATSVKTLPHPGFPTDMQSQMTAAQAIAAGESVMVETVFEN 333 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           R +  E       E+ ++G  V+   +  +I     L   A+ + D    A    L   A 
Sbjct: 334 RFQHLE-------EMRRMGLEVDITRNTALIQGNSNLQGAAVKSTDLRASAALILLGLVA 386 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +   T+R      + +  + + L    
Sbjct: 387 KGQTTVRRLSHLDRGYYKFHEKLKAL 412 
 
 
>ref|YP_001488534.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus pumilus 
           SAFR-032] 
 gb|ABV63974.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus pumilus 
           SAFR-032] 
          Length = 435 
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 Score = 43.9 bits (102), Expect = 0.047,   Method: Compositional matrix adjust. 
 Identities = 86/359 (23%), Positives = 145/359 (40%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L S   +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASTEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GAEVHFEN---NEVSVDASHALETEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RPI   + G + +GA +    G     V+    G L G K+ L    
Sbjct: 108 HARVALPGGCAIGSRPIDQHLKGFEAMGAKIQVGNGFIEAEVK----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     I++ +   P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIIMAAALAEGTT---ILENVAKEPEIVDLANYINAMGGKVRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +     K+  +  D   A  F+  AAIT G V V+G     +         +E MG + 
Sbjct: 219 GVETLHGAKHNIIP-DRIEAGTFMVAAAITEGNVLVKGAVPEHM---TSLVAKMEEMGIQ 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +   E  + V GP +       LK ID+     P    D+   +  + L A+G + I + 
Sbjct: 275 IIEEEEGLRVIGPSQ-------LKPIDLKTMPHPGFPTDMQSQMMALLLRANGTSMITE 326 
 
 
>ref|ZP_07388964.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           curdlanolyticus YK9] 
 gb|EFM09593.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           curdlanolyticus YK9] 
          Length = 414 
 
 Score = 43.9 bits (102), Expect = 0.048,   Method: Compositional matrix adjust. 
 Identities = 76/315 (24%), Positives = 128/315 (40%), Gaps = 31/315 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G +++ G+K+ +  +L  A L+E    +DNL    DV      LR LG  VE  +  
Sbjct: 6   RPLHGEIQISGAKNSAVALLPAAILAESEVTLDNLPAISDVAVYSEILRDLGAKVERHED 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS----LTAAVTAAGGNATYVLDGVPR 128 
             R             D  + V   + N  + M      L  A+    G A   L G    
Sbjct: 66  TMRI------------DPSKLVSTAMPNGKVKMLRASYYLMGALLGRFGEAVIGLPGGCN 113 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
              RPI   + G + LGA V    G     +R++    L G K+ L   +S      +++ 
Sbjct: 114 FEPRPIDQHIKGFEALGATVTNEHGA----MRISA-KELRGAKIYLD-LVSVGATINIML 167 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA  A G     II+     P +     L+   G K + + + +   I+G ++    +++ 
Sbjct: 168 AAARAKGST---IIENAAKEPEIIDVATLLNAMGAKIKGAGT-ETIRIEGVERMHGCRHS 223 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +     + +Y +  AA T G VTVEG     ++        L  MGA V   + ++ +  
Sbjct: 224 IIPDRIQAGTYMIMAAA-TRGDVTVEGVIPKHMEA---VTAKLREMGATVEELDDAIRIV 279 
 
Query: 309 GPPREPFGRKHLKAI 323 
           G  + P+    LKA+ 
Sbjct: 280 GGDK-PYEAVDLKAL 293 
 
 
>ref|YP_003023579.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter sp. 
           M21] 
 gb|ACT19821.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter sp. 
           M21] 
          Length = 421 
 
 Score = 43.9 bits (102), Expect = 0.048,   Method: Compositional matrix adjust. 
 Identities = 85/384 (22%), Positives = 155/384 (40%), Gaps = 51/384 (13%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++   ++SG V + GSK+ +  I +   L+ G   + N+    D++  +  L  LG 
Sbjct: 2   EKLVIKGGNKLSGEVTVSGSKNAALPIFISTILAPGCHTISNVPFLRDINTTIKVLEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
            +V+           G G    ++     +  F     + +R++ A+V   G      G  
Sbjct: 62  ATVD-----------GRGNVVKIDTTN--LNSFEATYDL-VRTMRASVLVLGPLLARFGQ 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RPI   + GL  LGA++    G      +      L G ++    S  
Sbjct: 108 ARVSLPGGCAIGARPINLHLKGLAALGAEITLEHGYVEAKAK-----KLKGARINFDIST 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
                  LLMAA  A G+    +++     P +     ++ + G   E + + D   IKG 
Sbjct: 163 VGGT-EQLLMAAATAQGET---VLENAAREPEIVDLAEILIKMGADIEGAGT-DTIRIKG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +   + ++A V  D   A  F+  +AITGG + ++      L      +  L+  G ++ 
Sbjct: 218 VEALTAAEHA-VMPDRIEAGTFMIASAITGGDIKIKNMRLDHLDA---LSFKLQDAGVEI 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T  +  V V GP       K ++ +++     P    D+      +   A+G + I     
Sbjct: 274 TNKDNMVRVKGP-------KKIRNVNIKTRPYPGFPTDMQAQFMALMCIAEGASVI---- 322 
 
Query: 355 SWRVKETERMVAIRTELTKLGASV 378 
           S  + E   M    +EL + GA + 
Sbjct: 323 SENIFENRFMHV--SELLRFGADI 344 
 
 
>ref|ZP_02330012.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Paenibacillus 
           larvae subsp. larvae BRL-230010] 
 ref|ZP_08057836.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
 gb|EFX44507.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase-like protein 
           [Paenibacillus larvae subsp. larvae B-3650] 
          Length = 418 
 
 Score = 43.9 bits (102), Expect = 0.048,   Method: Compositional matrix adjust. 
 Identities = 86/380 (22%), Positives = 154/380 (40%), Gaps = 42/380 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++  + +SG +++ G+K+ +  IL  + ++ G   + N+    D+  ML  +  LG 
Sbjct: 2   EKLVIEGGRPLSGAIQIHGAKNAALPILAASLMASGVHTLHNVPELLDIEVMLSIVEALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
             VE             G    ++           +    MRS   L   + A  G+    
Sbjct: 62  CRVEQR-----------GNTVTLDTTSIHSYHIPDDLMKLMRSSIFLMGPLLARFGSVQL 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVD-CFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
              G   + ER I   + GL++LG +++       C   R      L G  + L    S  
Sbjct: 111 YHPGGCAIGERKIDFHLRGLQELGVEIEESGNRIICKADR------LQGADIMLDFP-SV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                L+MAA +A G   +  I      P ++     + + G +   + + D   IKG Q 
Sbjct: 164 GATENLMMAAAMAEG---VTTIFNAAREPEIQDLQHFLNKMGAEIIGAGT-DTITIKGVQ 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           + ++     +  D   A  FL  AA T GTV++EG     L        VL+  GA++T  
Sbjct: 220 ELRACSYRIIP-DRIVAGTFLVAAAATKGTVSIEGANPVHL---TSLMHVLKRTGAQLTV 275 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRD-VASWRV 358 
            +  + V+ P R P   +  + +       P D+   + V+    DG + I++ +   R  
Sbjct: 276 RDDLIQVSAPYR-PKAVE--RIVTAPYPSFPTDLQSQIMVLLSLTDGHSIIKETIFEGRF 332 
 
Query: 359 KETERMVAIRTELTKLGASV 378 
           K  +       EL ++GA + 
Sbjct: 333 KHVD-------ELCRMGADI 345 
 
 
>gb|ACY63808.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia pestis 
           D182038] 
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          Length = 415 
 
 Score = 43.9 bits (102), Expect = 0.049,   Method: Compositional matrix adjust. 
 Identities = 103/431 (23%), Positives = 170/431 (39%), Gaps = 60/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  +E 
Sbjct: 1   MQGRTRLSGEVTISGAKNAALPILFAALLAEEPVELQNVPKLKDIDTTIKLLSQLGTKIE 60 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +           G  F    A  E   F     + ++++ A++ A G      G      
Sbjct: 61  RNN----------GSVFVDASAVNE---FCAPYDL-VKTMRASIWALGPLVARFGQGQVS 106 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 107 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGA 161 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 162 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKISGAGT-DRITIEGVTRL 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 218 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 268 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KAI       P    D+    +++ L A+G   I +  
Sbjct: 269 IEVGDDWISLDMQGKRP------KAITFRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 322 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E+L+   +    D R + +  LA 
Sbjct: 323 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVEQLSGAQV-MATDLRASASLVLA 375 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 376 GCIAEGVTIVD 386 
 
 
>ref|ZP_01769920.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 305] 
 ref|ZP_02491742.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei NCTC 13177] 
 gb|EBA45507.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 305] 
          Length = 449 
 
 Score = 43.9 bits (102), Expect = 0.049,   Method: Compositional matrix adjust. 
 Identities = 69/280 (24%), Positives = 120/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D    R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGV--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|YP_001057773.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
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           pseudomallei 668] 
 ref|YP_001065017.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106a] 
 ref|ZP_02401431.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei DM98] 
 ref|ZP_02454305.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 9] 
 ref|ZP_02469916.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei B7210] 
 ref|ZP_02480324.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 7894] 
 ref|ZP_02496729.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 112] 
 ref|ZP_02504743.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei BCC215] 
 ref|ZP_03792301.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pakistan 9] 
 ref|YP_002895376.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei MSHR346] 
 ref|ZP_04815556.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106b] 
 ref|ZP_04894173.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pasteur 52237] 
 ref|ZP_04903083.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
 ref|ZP_04963685.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 406e] 
 gb|ABN83941.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 668] 
 gb|ABN90529.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106a] 
 gb|EDO83060.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 406e] 
 gb|EDO91011.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pasteur 52237] 
 gb|EDS86095.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
 gb|EEH27259.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei Pakistan 9] 
 gb|ACQ97851.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei MSHR346] 
 gb|EES26181.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1106b] 
          Length = 435 
 
 Score = 43.9 bits (102), Expect = 0.049,   Method: Compositional matrix adjust. 
 Identities = 55/220 (25%), Positives = 87/220 (39%), Gaps = 32/220 (14%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   + GTV LP SK    R LL+A L+  TT ++N+    +      ALR  GL+V  
Sbjct: 6   VHPSGALKGTVTLPASKPHVQRALLVALLNGATTRIENVSWCAETELQFAALRQFGLTV- 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD-GVP 127 
                             VE     + L    AG+     T  + AAG    + +   +  
Sbjct: 65  ------------------VERGDASLTLRGAGAGV---EATGTIDAAGSGMLFRMSAALA 103 
 
Query: 128 RMRERPI----GDLVVGLKQLGAD-VDCFLGTDCPPVRVN--GIGGLPG-GKVKLSGSIS 179 
            + ERP+     D +     +  D     LG D      N   I   P   ++ L+   S 
Sbjct: 104 SLSERPVTIRCNDSLFSRDSVFDDGFFSHLGIDARRRAGNLVTISRKPHPERIALTTRKS 163 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 219 
           +Q++S  L  AP +  D  + + D      Y++MT++ M  
Sbjct: 164 TQFISFALFVAPFS-ADRTLRVADDGSQAGYIDMTIKAMS 202 
 
 
>ref|YP_252850.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           haemolyticus JCSC1435] 
 sp|Q4L7Y1.1|MURA2_STAHJ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1916



 

 

 dbj|BAE04244.1| UDP-N-acetylglucosamine 1-carboxyvinyl transferase 1 
           [Staphylococcus haemolyticus JCSC1435] 
          Length = 421 
 
 Score = 43.9 bits (102), Expect = 0.049,   Method: Compositional matrix adjust. 
 Identities = 95/371 (25%), Positives = 149/371 (40%), Gaps = 35/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV++    ++G VK+ G+K+    +L  + L SEG + + N+ +  DV  +   L TL 
Sbjct: 2   DKIVIKGGNRLTGEVKVEGAKNAVLPVLTASLLASEGQSKLVNVPDLSDVVTINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +VE +K  + AV+V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NANVEYNKE-EGAVLVDASTTLKEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA++    G      +     GL G  + L    S     
Sbjct: 116 PGGCAIGARPIEQHIKGFEALGAEIHLENGNIYASTK----DGLKGTDIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G   IE + K    P +      +   G K   + + D   I G +K + 
Sbjct: 171 QNIIMAASLAKGKTVIENVAKE---PEIVDLANYINEMGGKVTGAGT-DTITIHGVEKLR 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +++ +  D   A   +  AAIT G V V       +         LE MG  + + E  
Sbjct: 227 GVEHSIIP-DRIEAGTLIIAAAITRGDVFVRDAVKEHM---TSLIYKLEEMGVNLDFQED 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            V VT           LK +DV     P    D+   +  + L A+G   I +        
Sbjct: 283 GVRVT-------AEDELKPVDVKTLPHPGFPTDMQSQMIALLLTAEGHKVITETVFENRF 335 
 
Query: 356 WRVKETERMVA 366 
             V E  RM A 
Sbjct: 336 MHVAEFRRMNA 346 
 
 
>ref|YP_002236399.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae 342] 
 ref|YP_003437442.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           variicola At-22] 
 ref|ZP_06550935.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella sp. 
           1_1_55] 
 sp|B5XSV2.1|MURA_KLEP3 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACI10433.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae 342] 
 gb|ADC56430.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           variicola At-22] 
 gb|EFD84558.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella sp. 
           1_1_55] 
          Length = 419 
 
 Score = 43.9 bits (102), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 101/421 (23%), Positives = 169/421 (40%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFSALLAEEPVEIQNVPKLKDIDTTMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             V +  G   PV+       +F     + ++++ A++ A G      G     L G    
Sbjct: 70  --VWIDAG---PVD-------VFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHISGLEQLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K +   + DR  I+G Q+        
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Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLNALGAKIKGQGT-DRITIEGVQRLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKILCRNAQPDTL--DAVLAK-LRDAGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                 P      KA++V     P    D+     ++ L A+G   I +          R 
Sbjct: 283 DMHGNRP------KAVNVRTAPHPGFPTDMQAQFTLLNLVAEGTGVITETIF-----ENR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    ++L+   +    D R + +  LA C     TI  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTAICHGVKQLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_02413233.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 14] 
          Length = 449 
 
 Score = 43.9 bits (102), Expect = 0.050,   Method: Compositional matrix adjust. 
 Identities = 69/280 (24%), Positives = 120/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D    R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGV--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|ZP_07736075.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor lactoaceticus 6A] 
 gb|EFR13414.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Caldicellulosiruptor lactoaceticus 6A] 
          Length = 419 
 
 Score = 43.9 bits (102), Expect = 0.051,   Method: Compositional matrix adjust. 
 Identities = 93/402 (23%), Positives = 164/402 (40%), Gaps = 42/402 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++    + G V + G+K+ +  ++  A +++G +V++NL   EDV  M   L  LG 
Sbjct: 6   EKLVIEGGYPLEGEVVINGAKNAAVAVIPAALMADGESVIENLPLIEDVFAMDDILLRLG 65 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             +E D  + +             ++ ++++        A   L  A+    G A   +  
Sbjct: 66  AKIEYDNHSLKIDARNLHSYVAPYESVKKIR--------ASYYLIGALLTRFGRAEVAMP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G      RPI   + G + LGA+V    G     ++      L G K+ L   +S      
Sbjct: 118 GGCNFGSRPIDQHIKGFRALGAEVKIENGM----IKAYA-DRLVGTKIYLD-VVSVGATI 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L++AA  A G     II+     P+V  T   +   G K + + + D   I+G  K    
Sbjct: 172 NLMLAAVKAKGTT---IIENAAKEPHVVDTANFLNSMGAKIKGAGT-DVIRIEGVDKLYP 227 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            K A +     + +Y +A  A T G V V+      L+     A+++E MGA+V   E S 
Sbjct: 228 TKYAIIPDQIEAGTYMIAACA-TKGHVIVKNVIPKHLESLT--AKLVE-MGAEVITYEDS 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +       E   R  L++  +     P    D+   + V+     G + + +   W     
Sbjct: 284 I-------EVICRGRLRSASIKTMPYPGFPTDLQPQMTVLLSLCSGTSVVTE-GVW---- 331 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAID 399 
            E       EL K+GA+++      ++   E L    V A+D 
Sbjct: 332 -ENRYQYVDELKKMGANIKVEGRVAVVEGVESLQGAEVVAVD 372 
 
 
>ref|YP_001060672.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 668] 
 gb|ABN82382.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 668] 
          Length = 449 
 
 Score = 43.9 bits (102), Expect = 0.052,   Method: Compositional matrix adjust. 
 Identities = 69/280 (24%), Positives = 120/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +DN+ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDNVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D    R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGV--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|ZP_07519150.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           TA143] 
          Length = 419 
 
 Score = 43.9 bits (102), Expect = 0.052,   Method: Compositional matrix adjust. 
 Identities = 103/427 (24%), Positives = 171/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   + DA+ +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCTIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLADRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVG 276 
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Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTVVD 390 
 
 
>ref|YP_003134756.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Saccharomonospora viridis DSM 43017] 
 gb|ACU97929.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Saccharomonospora viridis DSM 43017] 
          Length = 427 
 
 Score = 43.9 bits (102), Expect = 0.053,   Method: Compositional matrix adjust. 
 Identities = 112/437 (25%), Positives = 170/437 (38%), Gaps = 56/437 (12%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V++ G+K+   +++  A L+EGTT + N     DV  M   LR++G  VE D    R  
Sbjct: 15  GEVEVVGAKNSVLKLMAAALLAEGTTTIRNCPRILDVPLMADVLRSVGCEVELDGDVTRI 74 
 
Query: 77  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPRMR 130 
                    P E       L       AM  L A+V   G        A   L G   +  
Sbjct: 75  TT-------PAE-------LSHRADSPAMGKLRASVCVLGPLVGRLKKAVVALPGGDAIG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+     GL++LGA      G  C     +   GL G ++ L    S      +LMAA 
Sbjct: 121 SRPLDMHQNGLRKLGATSTIEHG--CVVAEAD---GLHGAQIWLDFP-SVGATENILMAA 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     +ID     P +     ++   G + E + +     ++G    + P + +V 
Sbjct: 175 VLAEGTT---VIDNAAREPEIVDLCTMLTEMGARIEGAGT-STLTVEGVDSLR-PTDHHV 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV-TWTETSVTVTG 309 
            GD    + +   AA+T G VTV G     L       E L + GA V T+ +    V   
Sbjct: 230 IGDRIVGATWAFAAAMTRGDVTVTGVNPHHLD---LVLEKLRLAGADVTTFDDKGFRVVQ 286 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLA--VVALFA--DGPTAI-RDVASWRVKETERM 364 
             R        +A+D      P  A  L    VAL A  +G + I  +V   R +  E M 
Sbjct: 287 NDRP-------RAVDFVTLPYPGFATDLQPFAVALSAVSEGTSMITENVYEARFRFIEEM 339 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIR 423 
           V       +LGA       + ++   E+L+   +    D R      LA  CAE    +  
Sbjct: 340 V-------RLGADARTDGHHAVVRGVERLSSAPV-WASDIRAGAGLVLAGLCAEGVTQVW 391 
 
Query: 424 DPGCTRKTFPDYFDVLS 440 
           D     + +P++ + L+ 
Sbjct: 392 DVFHIDRGYPEFVENLN 408 
 
 
>ref|YP_002721901.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brachyspira 
           hyodysenteriae WA1] 
 gb|ACN84197.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Brachyspira 
           hyodysenteriae WA1] 
          Length = 421 
 
 Score = 43.9 bits (102), Expect = 0.053,   Method: Compositional matrix adjust. 
 Identities = 79/312 (25%), Positives = 125/312 (40%), Gaps = 34/312 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             I G +K+ GSK+ S  +L+ + L++   ++ N+ +  DVH ++  L  LG  V  D   
Sbjct: 6   NNIGGILKVSGSKNASLPLLVASILTDEPVILHNVPDLVDVHVLIDILEPLGKKV--DFK 63 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA-----VTAAGGNATYVLDGVP 127 
               V++   GK   E+A  ++   +  + I +  L A      V+  GG A         
Sbjct: 64  NNTTVIISHNGK--SEEAPYKLVKKMRGSIIVLGPLLAKRKHCRVSYPGGCA-------- 113 
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Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA-- 185 
               RPI   + G++ LGA +D   G     V     G L G  + LSG      L     
Sbjct: 114 -FGPRPIDLHLKGMEALGAKIDITAGYIDAKVE----GNLVGADMDLSGKFGPTVLGTDN 168 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     II      P     + L+   G K     S D   I+G +      
Sbjct: 169 VMMAAALAKGTT---IIRNAAKEPECTNLVDLLNAMGAKIT-GGSTDILTIEGVEALHGA 224 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +   +  D      FLA AA   G + +E      L       ++L  +G  +  TE ++ 
Sbjct: 225 EFTVIP-DRIETGTFLAIAAAGRGKLKLENAEPKHL---TYVLDLLSDIGCDIKTTENTI 280 
 
Query: 306 TVTGPPRE--PF 315 
            +    +E  PF 
Sbjct: 281 EIDARNKELKPF 292 
 
 
>ref|ZP_03711484.1| hypothetical protein CORMATOL_02331 [Corynebacterium matruchotii 
           ATCC 33806] 
 gb|EEG26162.1| hypothetical protein CORMATOL_02331 [Corynebacterium matruchotii 
           ATCC 33806] 
          Length = 396 
 
 Score = 43.9 bits (102), Expect = 0.053,   Method: Compositional matrix adjust. 
 Identities = 97/412 (23%), Positives = 149/412 (36%), Gaps = 39/412 (9%) 
 
Query: 35  AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 94 
           A L+EGTT + N     DV  M   LR LG  V  D    R             DA  +  
Sbjct: 4   ALLAEGTTTLTNCPEILDVPLMAEVLRGLGCEVSVDHETVRITTPATVSSDADFDAVRQF 63 
 
Query: 95  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 154 
           +        A   +   +T+  G A   L G   +  RP+     GL++LGA      G  
Sbjct: 64  R--------ASVCVLGPLTSRTGRAVVALPGGDAIGSRPLDMHQSGLEKLGATTYIRHGA 115 
 
Query: 155 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 214 
                 V     L G +++L    S      +L AA LA G   +E   +   I  + +  
Sbjct: 116 -----VVAEATKLVGAEIELDFP-SVGATENILTAAVLAEGRTVLENAAREPEIVDLCVM 169 
 
Query: 215 LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
           LR M      A+ +       +  G     P    V GD   A  +   AA+T G +TV  
Sbjct: 170 LRQM-----GAQLTGEGSPTIVIDGVDKLYPTQHEVIGDRIVAGTWAYAAAMTRGDITVS 224 
 
Query: 275 GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 334 
           G     L   +   E+L+  GA+++  E    V  P R        KA+D      P    
Sbjct: 225 GIAPRHLHLPL---EMLKFAGAQISSYENGFRVNMPHRP-------KAVDYQTLPFPGFP 274 
 
Query: 335 MTLAVVALFADGPTAIRDVASWRVKETERMVAIR----TELTKLGASVEEGPDYCIITPP 390 
             L  +A+       I  +A      TE +   R     E+ +LGA       + ++    
Sbjct: 275 TDLQPMAI------GISAIAEGTSVITENIFEARFRFVDEMMRLGADATVDGHHVVLRGV 328 
 
Query: 391 EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           E+L+ T + + D    A       CA+    + D     + +P++ + L    
Sbjct: 329 EQLSSTPVWSSDIRAGAGLVLAGLCADGETEVHDVYHIDRGYPNFVENLQQL 380 
 
 
>ref|ZP_02917249.1| hypothetical protein BIFDEN_00525 [Bifidobacterium dentium ATCC 
           27678] 
 ref|YP_003359779.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           dentium Bd1] 
 ref|ZP_07457096.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           dentium ATCC 27679] 
 ref|ZP_07695964.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           dentium JCVIHMP022] 
 gb|EDT44717.1| hypothetical protein BIFDEN_00525 [Bifidobacterium dentium ATCC 
           27678] 
 gb|ADB08955.1| murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Bifidobacterium dentium Bd1] 
 gb|EFM40633.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           dentium ATCC 27679] 
 gb|EFO77794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
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           dentium JCVIHMP022] 
          Length = 441 
 
 Score = 43.9 bits (102), Expect = 0.053,   Method: Compositional matrix adjust. 
 Identities = 51/187 (27%), Positives = 87/187 (46%), Gaps = 8/187 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ V+ D A 
Sbjct: 15  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVDVDGA 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + +V     K  + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 75  --KGIVTIDATKVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI   +  L++LGA+VD         + +    GL G K+ L    S       L+AA L 
Sbjct: 131 PIDFHLETLRKLGANVD---KEHKDGIHITAPDGLHGAKIHLPYP-SVGATEQTLLAAVL 186 
 
Query: 193 ALGDVEI 199 
           A G  E+ 
Sbjct: 187 AEGKTEL 193 
 
 
>ref|YP_003254471.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC61] 
 ref|YP_004133960.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC52] 
 gb|ACX79989.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC61] 
 gb|ADU95817.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           Y412MC52] 
          Length = 428 
 
 Score = 43.9 bits (102), Expect = 0.054,   Method: Compositional matrix adjust. 
 Identities = 92/397 (23%), Positives = 157/397 (39%), Gaps = 49/397 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GT+K+ G+K+ +  ++  A L++    ++ L +  DVH +   +  +G S   D     
Sbjct: 12  LRGTIKVSGAKNSAVALIPAAILADSPVTIEGLPDISDVHILGSLIEEIGGSFSFD---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAGGNATYVLDGVP---RMR 130 
                   GK  V D    V + L N  +  +R+    + A  G     + G+P    +  
Sbjct: 68  --------GKEAVIDPTNMVSMPLPNGKVKKLRASYYLMGAMLGRFKKAVVGLPGGCHLG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI   + G + LGA V    G     +R      L G ++ L   +S      +++AA 
Sbjct: 120 PRPIDQHIKGFEALGATVTNEQG--AIYLRAE---ELRGARIFLD-VVSVGATINIMLAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     II+     P +     L+   G K + + + D   I G +     ++A + 
Sbjct: 174 VRAKGRT---IIENAAKEPEIIDVATLLSNMGAKIKGAGT-DVIRIDGVETLSGCRHAII 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + +Y +A AA T G V V+      ++        L  MG +V   E  + V G  
Sbjct: 230 PDRIEAGTYMIAAAA-TNGEVVVDNVIPQHVE---SLTAKLREMGVRVETGEDQILVCGT 285 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMV 365 
                    LKA+DV     P    D+      +   A+G + + D + S R K  +    
Sbjct: 286 -------DVLKAVDVKTLVYPGFPTDLQQPFTALLTKANGTSVVTDTIYSARFKHVD--- 335 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
               EL ++ A+V+      I+T P KL    +   D 
Sbjct: 336 ----ELRRMNANVKVEGRSAIVTGPVKLQGAKVKASD 368 
 
 
>ref|NP_875930.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Prochlorococcus 
           marinus subsp. marinus str. CCMP1375] 
 sp|Q7VAC5.1|MURA2_PROMA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
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 gb|AAQ00583.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Prochlorococcus 
           marinus subsp. marinus str. CCMP1375] 
          Length = 427 
 
 Score = 43.9 bits (102), Expect = 0.056,   Method: Compositional matrix adjust. 
 Identities = 92/414 (22%), Positives = 172/414 (41%), Gaps = 46/414 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +++SG +++ G+K+ S  ++  A L++ +  + N+    DV  M   L ++G+ +  +K  
Sbjct: 7   QKLSGHIRVSGAKNSSLVLMAAALLADRSVFLSNVPLLTDVEVMSKLLVSMGVELRRNK- 65 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
             +  ++  G     +D   E          A  SL A+    G      G A   L G  
Sbjct: 66  -NQLEIMTSGLSLFSKDLSCE----------AFHSLRASFFCIGPLLARFGEAKIPLPGG 114 
 
Query: 127 PRMRERPIGDLVVGLKQLGADV----DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
            R+  RPI + +  LK LGA V    D  +     P +      L G +++ +   S    
Sbjct: 115 CRIGARPIDEHIQALKALGARVEIQNDYVVAKAISPQK-----RLIGARIRFNCK-SVGA 168 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              +LMAA L+ G     I++     P ++    ++   G K + + +  +  I+G  +  
Sbjct: 169 TETILMAATLSQGTT---ILENTAEEPEIQDLATMLNEMGAKIQGAGT-SQITIEGVDRL 224 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K   +  V  D   A  FL  AAIT   +T+       L+  +     L+  G  + ++  
Sbjct: 225 KGC-SYTVMPDRIEAGTFLVAAAITRSPLTISPVVPEHLEAVIL---KLQECGCLIEYSG 280 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
            +++V         RK+L+A+D+     P     L   A F    T ++ ++  +    E 
Sbjct: 281 NTLSV-------IPRKNLQAVDITTRPFPGFPTDLQ--APFMALMTTVKGISKIQETVFE 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             +    EL ++GA++    +  ++     L  T++ T  D R   A  LA+ A 
Sbjct: 332 NRMQHVGELQRMGATIVLEGNTAVVIGGNNLKATSV-TGGDLRSCAAMVLASLA 384 
 
 
>ref|ZP_03613993.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           capitis SK14] 
 gb|EEE48771.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           capitis SK14] 
          Length = 421 
 
 Score = 43.5 bits (101), Expect = 0.057,   Method: Compositional matrix adjust. 
 Identities = 92/371 (24%), Positives = 146/371 (39%), Gaps = 35/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+     ++G VK+ G+K+    +L  + L SEG + + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNRLTGEVKVEGAKNAVLPVLTASLLASEGQSKLVNVPALSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V  +K  + AV V    K   E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NADVSYNKE-ENAVKVDATQKLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA++    G     +  N   GL G ++ L    S     
Sbjct: 116 PGGCAIGSRPIEQHIKGFEALGAEIHLENGN----IYANAKNGLKGTQIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+     P +      +   G K   + + D   I G  K   
Sbjct: 171 QNIIMAASLASGK---SIIENAAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVDKLH 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +++ +     + +  +AG AIT G + V G     +         LE MG  + + E  
Sbjct: 227 GVEHSIIPDRIEAGTLLIAG-AITRGDIFVRGAIKEHM---ASLVYKLEEMGVNLDFKED 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            + V+           LK +DV     P    D+   +  + L A+G   I +        
Sbjct: 283 GIQVS-------AEGDLKPVDVKTLPHPGFPTDMQSQMMALLLTANGHKVITETVFENRF 335 
 
Query: 356 WRVKETERMVA 366 
             V E  RM A 
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Sbjct: 336 MHVAEFRRMNA 346 
 
 
>gb|EGD09072.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           vesicatoria ATCC 35937] 
          Length = 424 
 
 Score = 43.5 bits (101), Expect = 0.058,   Method: Compositional matrix adjust. 
 Identities = 95/400 (23%), Positives = 160/400 (40%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEMSNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQVAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGA++    G     ++    G L GG+      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGAEISVENGY----IKATSNGRLKGGRYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLADGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRIVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPDTLDA---VLDKLTEAGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+++     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMHGKRP------RAVNLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|ZP_04171573.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           mycoides DSM 2048] 
 ref|ZP_04264856.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-ST196] 
 ref|ZP_04297687.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH621] 
 gb|EEK70644.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus AH621] 
 gb|EEL03428.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-ST196] 
 gb|EEL96690.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           mycoides DSM 2048] 
          Length = 419 
 
 Score = 43.5 bits (101), Expect = 0.058,   Method: Compositional matrix adjust. 
 Identities = 69/276 (25%), Positives = 106/276 (38%), Gaps = 34/276 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVKVGNGF---- 129 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V  +  G L G K+ L    S      ++ AA LA G     +++     P +      + 
Sbjct: 130 VEAHVEGELKGAKIYLDFP-SVGATENIMSAATLAKGTT---VLENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G +K     +  +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVEKLYGANHPIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
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Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L ADG + I +         V+E  RM A 
Sbjct: 294 SQMMALLLHADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|YP_004195902.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Desulfobulbus 
           propionicus DSM 2032] 
 gb|ADW18611.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Desulfobulbus 
           propionicus DSM 2032] 
          Length = 427 
 
 Score = 43.5 bits (101), Expect = 0.059,   Method: Compositional matrix adjust. 
 Identities = 89/383 (23%), Positives = 156/383 (40%), Gaps = 41/383 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    + GTV + G+K+ +  +L    L+ G   + N+ +  D   ML  L  LG 
Sbjct: 2   DKLVIEGGFPLYGTVGISGAKNAALPLLAATLLAPGVHTLHNVPDLRDTRTMLKLLEILG 61 
 
Query: 65  LSVEADKAAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
              E      R     + G    + +        L LG   +  RS  A V+  GG A   
Sbjct: 62  ARWERAGHTVRINSDHLTGVEAPYDLVKTMRASVLVLGP--LLARSGFARVSLPGGCA-- 117 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
                  +  RPI   + G ++LG       G     V   G G + G  +      S   
Sbjct: 118 -------IGARPINYHLQGFEKLGVTTHLEQGY----VEARGEGRMRGNTIYFDIP-SVT 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               +LMA+ +A G+    +I      P V   + ++   G + E  D+ DR  ++G  + 
Sbjct: 166 GTENVLMASVVARGET---VIKNAAKEPEVGNLIDMLVAMGAEIEGKDT-DRLVVQGVDR 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
             + ++A +     + +Y +A AA TGG +T+  C    +       E L + G ++    
Sbjct: 222 LHATESAIIPDRIETGTYMIAVAA-TGGCMTITDCIPAHVSA---LTEKLLLCGVEIEAG 277 
 
Query: 302 ETSVTVTGPPREPFGRK--HLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVAS 355 
            TS+TV+ P  E  GR    L+++D+     P    D+      + +  DG + I +    
Sbjct: 278 ATSLTVSCP--EIGGRSLCRLRSVDITTLPYPGFPTDLQAQFMALMVQGDGTSIIHET-- 333 
 
Query: 356 WRVKETERMVAIRTELTKLGASV 378 
             + E   M     EL ++GA + 
Sbjct: 334 --IFENRFMHV--AELKRMGADI 352 
 
 
>ref|YP_001514306.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alkaliphilus 
           oremlandii OhILAs] 
 gb|ABW20310.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alkaliphilus 
           oremlandii OhILAs] 
          Length = 420 
 
 Score = 43.5 bits (101), Expect = 0.059,   Method: Compositional matrix adjust. 
 Identities = 69/273 (25%), Positives = 119/273 (43%), Gaps = 24/273 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+++++  K+++GTVK+ G K+ +  IL    L+  T V+DNL    DV  +   L +LG 
Sbjct: 2   EKLIIEGGKKLNGTVKISGFKNAAVAILPATVLAGDTCVIDNLPQISDVKILADMLSSLG 61 
 
Query: 65  LSVEADKAAKRAV-VVGCGGKFPVEDAKEEVQ--LFLGNAGIAMRSLTAAVTAAGGNATY 121 
            +V+  +     +      G F   D  +E++   +L  AG+  R   A V   GG +   
Sbjct: 62  ANVKELRPNTLQINTTAMEGCFADHDLAKELRASYYLLGAGLG-RFKKAKVAYPGGCS-- 118 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
                  +  RPI   + G + +GA V    G     + V     L G ++ L   +S   
Sbjct: 119 -------IGSRPIDQHIKGFEAMGASVSIEHGI----ITVEA-DKLVGAEIYLD-VVSVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               +++AA +A G     IID     P+V      +   G   + + + D   IKG +K 
Sbjct: 166 ATINIMLAAVMAEGTT---IIDNAAKEPHVVDMANFLNCMGADVKGAGT-DVIKIKGVEK 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
                +  +     + +Y +A AA  GG V ++ 
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Sbjct: 222 LGGCIHTVIPDQIEAGTYMIAAAA-AGGDVLID 253 
 
 
>ref|ZP_05052591.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Octadecabacter 
           antarcticus 307] 
 gb|EDY78857.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Octadecabacter 
           antarcticus 307] 
          Length = 423 
 
 Score = 43.5 bits (101), Expect = 0.060,   Method: Compositional matrix adjust. 
 Identities = 95/422 (22%), Positives = 167/422 (39%), Gaps = 47/422 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + IV++  K +SG +++ G+K+ +  ++    LS+    + N     D+  M   L +LG 
Sbjct: 2   DSIVVRGGKALSGQIEIAGAKNAALALMPATLLSDEPLTLTNTPRLSDIKTMTVLLESLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             + + +  K    + C G        + V+        A   +   + A  G+A   L  
Sbjct: 62  AEISSLQDGK-VQTMSCHGSINTTADYDIVRKMR-----ASNLVLGPLLAREGHAIVSLP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------ 178 
           G   +  RP+     GL ++GA +D   G     +     GG      KL G++       
Sbjct: 116 GGCAIGARPMDIHTDGLTKMGAQIDLRNGY----LHAKAEGG------KLKGAVIDFPFA 165 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++MAA LA G     +I+     P +      + + G + +  D      I+G 
Sbjct: 166 SVGATENIMMAATLAKGTT---VINNAAREPEIVDLASCLRKMGAQID-GDGTSTITIQG 221 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             +     +  V       +Y LA   I GG V   G G   L G   FAE L+ +G  V 
Sbjct: 222 VDRLHGATHPVVTDRIELGTYMLA-PVIAGGEVECIG-GRMELVG--AFAEKLDAVGVSV 277 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
             T+  + V      P      +A++V     P    D+   +  +  FADG + + +   
Sbjct: 278 EETKVGLKVKLNGDRP------RAVNVKTEPFPGFPTDLQAQMMAMLCFADGTSVLEE-- 329 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
             ++ E   M A   EL ++GA++E       +T  +K+    +    D R +++  LA  
Sbjct: 330 --KIFENRFMHA--PELVRMGANIEVHGGTATVTGVDKMKGAPV-MATDLRASVSLILAG 384 
 
Query: 415 CA 416 
            A 
Sbjct: 385 LA 386 
 
 
>ref|ZP_01223692.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [marine gamma 
           proteobacterium HTCC2207] 
 gb|EAS48251.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [marine gamma 
           proteobacterium HTCC2207] 
          Length = 420 
 
 Score = 43.5 bits (101), Expect = 0.060,   Method: Compositional matrix adjust. 
 Identities = 93/417 (22%), Positives = 168/417 (40%), Gaps = 66/417 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ +Q    + G V + GSK+ +  IL    LSEG   V NL + +DV   +  L +LG 
Sbjct: 2   EKLKIQGGGPLKGEVWISGSKNAALPILSATLLSEGLATVSNLPHLQDVTTTIELLGSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA--------MRSLTAAVTAAG 116 
           ++V  D                     +++QL + N+ +         ++++ A++   G 
Sbjct: 62  VTVSID---------------------DKLQLEVDNSTLHSVTAPYELVKTMRASILVLG 100 
 
Query: 117 ------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 170 
                 G A     G   +  RP+   + GL+ +GA ++     D   ++    G L G  
Sbjct: 101 PLLSRYGEANVSFPGGCAIGSRPVDLHLRGLEAMGATIEI----DEGYIKARSSGRLVGC 156 
 
Query: 171 KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
            + L   +S      L+MAA LA G     +I+     P +      +  +G   +   S 
Sbjct: 157 HI-LMDVVSVGATENLMMAAVLAEGQT---VIENAAREPEIVDLANCLNAWGADIQGIGS 212 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1926



 

 

             R  I G +K  +  +  V  D      +LA A  T G V V     +SL+  +      
Sbjct: 213 -ARLVINGVEKI-TGGHFKVMPDRIETGTYLAAAVATRGKVKVTQTDPSSLEAVLLK--- 267 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG 346 
           LE  GA++T  E  + +    + P      KA+++     P    D+   +  +   A+G 
Sbjct: 268 LEEAGAQITQGEDWIELDMQGKRP------KAVNIKTAPYPAFPTDMQAQVTAINAVAEG 321 
 
Query: 347 P-TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
               I  +   R+ + +       EL ++GA++    +  ++T  E+LN   +   D 
Sbjct: 322 TGVVIETIFENRLMQVQ-------ELNRMGATITVEGNTALVTGVERLNAAPVMASD 371 
 
 
>gb|ABC00789.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 25 
 
 Score = 43.5 bits (101), Expect = 0.060,   Method: Compositional matrix adjust. 
 Identities = 21/24 (87%), Positives = 22/24 (91%) 
 
Query: 89  DAKEEVQLFLGNAGIAMRSLTAAV 112 
           DAKEEV+LFLGNAG AMR LTAAV 
Sbjct: 1   DAKEEVKLFLGNAGTAMRPLTAAV 24 
 
 
>ref|ZP_03756298.1| hypothetical protein CLOSTASPAR_00281 [Clostridium asparagiforme 
           DSM 15981] 
 gb|EEG57478.1| hypothetical protein CLOSTASPAR_00281 [Clostridium asparagiforme 
           DSM 15981] 
          Length = 447 
 
 Score = 43.5 bits (101), Expect = 0.061,   Method: Compositional matrix adjust. 
 Identities = 71/309 (22%), Positives = 130/309 (42%), Gaps = 21/309 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V + G+K+ +  IL  + +++   ++DNL +  D++ +L A+  +G 
Sbjct: 19  EQYVIKGGNPLVGDVTISGAKNAALGILAASIMTDDDVLIDNLPDVRDINVLLEAIEEIG 78 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  +  +  V +       V    E ++        A      A+     +A   L  
Sbjct: 79  ARVE--RIDRHTVRINGSNIKEVAVDDEYIRRIR-----ASYYFIGALLGKYKSAQVPLP 131 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA+V+   G     V  + I  L    + L   +S      
Sbjct: 132 GGCNIGSRPIDQHLKGFRALGAEVNIERGA----VIAHAI-DLVAAHIYLD-VVSVGATI 185 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     I++     P+V      +   G   + + + D   I+G  +    
Sbjct: 186 NIMMAAALAEGQT---ILENAAKEPHVVDVANFLNSMGANIKGAGT-DTIRIRGVNRLHG 241 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA+T G V V+      L+     A+++E MG +V   +   
Sbjct: 242 TEYSIIP-DQIEAGTFMCAAAVTRGDVMVKNVIPKHLEAIT--AKLME-MGCEVIEFDDE 297 
 
Query: 305 VTVTGPPRE 313 
           V V G P + 
Sbjct: 298 VRVVGKPAQ 306 
 
 
>ref|ZP_05347124.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bryantella 
           formatexigens DSM 14469] 
 gb|EET60067.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bryantella 
           formatexigens DSM 14469] 
          Length = 437 
 
 Score = 43.5 bits (101), Expect = 0.062,   Method: Compositional matrix adjust. 
 Identities = 91/384 (23%), Positives = 147/384 (38%), Gaps = 49/384 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  ++  A L  GTTV+       DV YM G LR LG +V  +     
Sbjct: 12  LCGEVTIQGAKNAALPLMAAAVLHRGTTVLHRCPQILDVEYMSGILRGLGCTVRRE---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFL-GNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
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                   G+  + DA+E     +       +R+   L  ++    G A     G   +  
Sbjct: 68  --------GQTLIIDAREISDFCVAAQPATCLRASVLLMGSLLGRCGCARLPYPGGCTIG 119 
 
Query: 131 ERPIGDLVVGLKQLGAD-------VDCFLGTDCP--PVRVNGIGGLPGGKVKLSG-SISS 180 
           ERPI   +   +++GA        +  + G  C   P      G  P  + +L G S+   
Sbjct: 120 ERPIDLHLQVFERMGAQILPEEEGIGVYAGKGCAKEPGCARADGAAPPDRARLQGCSLRL 179 
 
Query: 181 QYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
            + S       ++ A LA G  E   +D   + P +    R + + G K E      R   
Sbjct: 180 SFPSVGATENAILGAVLAEGTTE---LDGCATEPEIAELCRFLNQKGAKIE-GVGRQRLV 235 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I G    +  +   +     + +Y LA AA T G ++V G     L       EVL+  G 
Sbjct: 236 ITGVTCLQDSQYTLMPDRIVAGTYLLA-AAGTRGRISVRGVCPEHLGA---LTEVLQKSG 291 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVA 354 
           AK+      + +    RE +    L    V     P     L + + +F  G    R V+ 
Sbjct: 292 AKLKTGRDVICMDA--REAY----LPVSSVRTEPYPGFPTDLQSQLMVFLTGA---RGVS 342 
 
Query: 355 SWRVKETERMVAIRTELTKLGASV 378 
           +   +  E    I  EL K+GA + 
Sbjct: 343 TLEERLFESRFLIAGELQKMGAEL 366 
 
 
>ref|YP_383350.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           metallireducens GS-15] 
 gb|ABB30625.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           metallireducens GS-15] 
          Length = 428 
 
 Score = 43.5 bits (101), Expect = 0.063,   Method: Compositional matrix adjust. 
 Identities = 91/389 (23%), Positives = 156/389 (40%), Gaps = 61/389 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K+++G V + GSK+ +  + +   L+ G   + N+    D++  +  L +LG 
Sbjct: 13  DKLIIKGGKKLTGDVSVSGSKNAALPVFISTILAPGLNEIRNVPFLRDINTTIKVLESLG 72 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-----DAKEEVQLFLGNAGIAMRSLTAAVTAAG--- 116 
                      AVV G G    ++     D +    L        ++++ A+V   G    
Sbjct: 73  -----------AVVEGNGNIVKIDTTHVNDVEATYDL--------VKTMRASVLVLGPLL 113 
 
Query: 117 ---GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 173 
              G A   L G   +  RPI   + GL  LGAD+    G      +      L G ++  
Sbjct: 114 ARHGRARVSLPGGCAIGARPINLHLKGLAALGADIRLEHGYVEAKAK-----KLKGARIN 168 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
              +        L+MAA LA G+    I++     P +     ++ R G + + + + D  
Sbjct: 169 FDIATVGGT-EQLMMAAALAKGET---ILENAAREPEIIDLADILNRMGARIDGAGT-DT 223 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             I  G K  +P    V  D   A  F+  AAITGG + +       L   V F   L+  
Sbjct: 224 IRII-GVKELAPVVHDVMPDRIEAGTFMVAAAITGGDIKIHNMKLEHLDALV-FK--LQD 279 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
            G ++   +  V V G PR P      +AI++     P    D+      +   ADG +  
Sbjct: 280 AGVEIINRDNVVRVKG-PRRP------RAINIKTRPYPGFPTDMQAQFMALMCVADGASV 332 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASV 378 
           I    S  + E   M    +EL + GA + 
Sbjct: 333 I----SENIFENRFMHV--SELLRFGADI 355 
 
 
>ref|YP_001717572.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Desulforudis audaxviator MP104C] 
 gb|ACA59940.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Desulforudis audaxviator MP104C] 
          Length = 417 
 
 Score = 43.5 bits (101), Expect = 0.064,   Method: Compositional matrix adjust. 
 Identities = 101/429 (23%), Positives = 164/429 (38%), Gaps = 54/429 (12%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E I+++    + GT+ + G+K+    IL  + L  G + + N+ N +DV  M+  L  LG 
Sbjct: 2   ERIIIKGGNRLKGTITVSGAKNAVLPILGASLLYGGESFIKNVPNLQDVEVMVELLEYLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ---LFLGNAGIAMRSLTAAVTAAGGNATY 121 
             +  +    R        +   ED   +++   L LG   +  R  T  ++  GG     
Sbjct: 62  ARINREDHCLRIDNRNVASREIGEDLMRKMRASNLVLGP--LLGRFRTVLISQPGG---- 115 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVD---CFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
                  +  RP+   + G++ LGA ++    F+  D           L G  + L     
Sbjct: 116 -----CNIGSRPMDLHLRGMRALGARIEERAGFIKADAAR--------LVGADIYLDVP- 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++MAA LA G   +         P V      + + G K   + + D   I+G 
Sbjct: 162 SVGATENIMMAASLARGRTTLR---NAAREPEVVDLQSYLNQMGAKISGAGT-DVIRIEG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +   +P    V  D   A  +L  AAITGG VTVE              E +E + AK+ 
Sbjct: 218 VESL-NPCRHTVIPDRIEAGTYLVAAAITGGEVTVESI----------IPEHVEPVLAKL 266 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-V 353 
                   VTG        + L+AIDV     P    D+      +   ADG + + + + 
Sbjct: 267 REAGAEFEVTGDAVHIRCPERLRAIDVRTLPYPGFPTDMQPQFVALLSLADGTSTVTETI 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
              R K         +EL +LGA +    +  II   + L+   ++   D R   A  LA 
Sbjct: 327 FENRFKHV-------SELRRLGADIRLEGNTAIIKGKKSLSGALVEA-SDLRAGAALVLA 378 
 
Query: 414 ACAEVPVTI 422 
                  T+ 
Sbjct: 379 GLGAENTTV 387 
 
 
>ref|ZP_08069594.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           vestibularis ATCC 49124] 
 gb|EFX96231.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           vestibularis ATCC 49124] 
          Length = 423 
 
 Score = 43.5 bits (101), Expect = 0.065,   Method: Compositional matrix adjust. 
 Identities = 77/267 (28%), Positives = 120/267 (44%), Gaps = 30/267 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +SG V + G+K   N +L LLAA    SEG T + N+    DV+ M   +R L ++V+ D 
Sbjct: 13  LSGEVVIEGAK---NAVLPLLAATILASEGQTTLTNVPILSDVYTMNNVVRGLDIAVDFD 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
           +  K  VVV   G+   +   E V          MR+   +   + A  G+A   + G   
Sbjct: 70  E-EKNTVVVDASGEILDQAPYEYVS--------KMRASIVVLGPILARNGHAKVSMPGGC 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   + GL+ +GA +   +G D      N    L G  + +    S      L+ 
Sbjct: 121 TIGSRPIDLHLKGLEAMGAKI-TQVGGDITATAEN----LKGATIYMDFP-SVGATQNLM 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G   IE   +   I  V++ L L+   G   + + + +   IKG +     K+ 
Sbjct: 175 MAATLADGVTTIENAAREPEI--VDLAL-LLNEMGADVKGAGT-ETLVIKGVKALHGTKH 230 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVE 274 
           A V+ D   A  F+  AA+T G V ++ 
Sbjct: 231 AVVQ-DRIEAGTFMVAAAMTSGDVLIK 256 
 
 
>emb|CBI81343.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bartonella sp. 
           1-1C] 
          Length = 430 
 
 Score = 43.5 bits (101), Expect = 0.065,   Method: Compositional matrix adjust. 
 Identities = 95/420 (22%), Positives = 166/420 (39%), Gaps = 55/420 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT--LGLSVEADKA 72 
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           ++G + + G+K+ +  +++ A L+EGT  +  + +  DV  +L  L    +G +VE   + 
Sbjct: 12  LNGVIPISGAKNAALPLMVAALLTEGTLTLKYIPHLVDVELLLRILNHHGIGYAVEGRTS 71 
 
Query: 73  -------------AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
                        AK+   V      P E   +    F     +  R   A V+  GG A 
Sbjct: 72  HQESGYSRTIHFTAKKITTVHA----PYELVTKMRASFWVIGPLLARCREAYVSLPGGCA 127 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
                    +  RP+  ++ GLK LGA +    G     VR     GL GG+ +    ++ 
Sbjct: 128 ---------IGTRPVDFILEGLKSLGAQIVIEQGY----VRAKAPNGLQGGRYRFP-KVT 173 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 LLMAA +A G     I+D     P V   ++ ++  G +    +      I G  
Sbjct: 174 VGGTHVLLMAAVMAKGTT---ILDNAACEPEVTNLIQALKAMGARIS-GEGTQTLTIHGV 229 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           +K  S K   +     + +Y +A  A+TGG V ++      L    +  E L+  G ++  
Sbjct: 230 EKLHSAKVQVIPDRIEAGTYAMA-VAMTGGDVFLKNANPHHL---TEVLECLKKTGLEIE 285 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
                + V   P +       K + V++   P  A    + A F    T  R   +  +  
Sbjct: 286 IKPEGINVRRNPAQ-------KIMPVDIKTGPFPAFPTDLQAQFMALMT--RAQGNAHIT 336 
 
Query: 360 ET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           ET    R + ++ EL +LGA +       ++   E L    +    D R +++  +AA A 
Sbjct: 337 ETVFENRFMHVQ-ELIRLGAQITLNGQTALVCGTENLQGAQV-MATDLRASVSLVIAALA 394 
 
 
>ref|ZP_07723059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           vestibularis F0396] 
 gb|EFQ59882.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           vestibularis F0396] 
          Length = 423 
 
 Score = 43.5 bits (101), Expect = 0.065,   Method: Compositional matrix adjust. 
 Identities = 77/267 (28%), Positives = 120/267 (44%), Gaps = 30/267 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +SG V + G+K   N +L LLAA    SEG T + N+    DV+ M   +R L ++V+ D 
Sbjct: 13  LSGEVVIEGAK---NAVLPLLAATILASEGQTTLTNVPILSDVYTMNNVVRGLDIAVDFD 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
           +  K  VVV   G+   +   E V          MR+   +   + A  G+A   + G   
Sbjct: 70  E-EKNTVVVDASGEILDQAPYEYVS--------KMRASIVVLGPILARNGHAKVSMPGGC 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   + GL+ +GA +   +G D      N    L G  + +    S      L+ 
Sbjct: 121 TIGSRPIDLHLKGLEAMGAKI-TQVGGDITATAEN----LKGAAIYMDFP-SVGATQNLM 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G   IE   +   I  V++ L L+   G   + + + +   IKG +     K+ 
Sbjct: 175 MAATLADGVTTIENAAREPEI--VDLAL-LLNEMGADVKGAGT-ETLVIKGVKALHGTKH 230 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVE 274 
           A V+ D   A  F+  AA+T G V ++ 
Sbjct: 231 AVVQ-DRIEAGTFMVAAAMTSGDVLIK 256 
 
 
>ref|ZP_02900958.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia 
           albertii TW07627] 
 gb|EDS94224.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia 
           albertii TW07627] 
          Length = 419 
 
 Score = 43.5 bits (101), Expect = 0.066,   Method: Compositional matrix adjust. 
 Identities = 105/422 (24%), Positives = 164/422 (38%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +  
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGSV 70 
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Query: 74  K---RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVP 127 
               R V V C    P E  K             MR+   A   + A  G     L G   
Sbjct: 71  HIDARDVNVFCA---PYELVK------------TMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_06748712.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 1_1_41FAA] 
 gb|EFG28043.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 1_1_41FAA] 
          Length = 423 
 
 Score = 43.5 bits (101), Expect = 0.066,   Method: Compositional matrix adjust. 
 Identities = 70/286 (24%), Positives = 124/286 (43%), Gaps = 24/286 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKA 72 
           +I+G +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L++LGL VE  D   
Sbjct: 12  KIAGELKVDGSKNSTLPIMIATLVEKGTYILRNVPDLRDIRTLVALLQSLGLEVEKLDAN 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           + + +  G  G     D  ++++  FL   G+      A V   GG A         +   
Sbjct: 72  SYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKKAKVALPGGCA---------IGA 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA  
Sbjct: 123 RPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIILDFP-SVGATENIIMAAV 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     I++     P +E     + + G K  +     R  I G +K  + + + +  
Sbjct: 178 KAKGKT---ILENAAKEPEIEDLCNFLIKMGAKI-NGVGTSRLEIDGVEKLTACEYSIIA 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
               + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 234 DRIVAGTYIIA-SILFDGSIKVSGIIPDHLSS---FLLKLEEMGAK 275 
 
 
>ref|ZP_05808171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mesorhizobium 
           opportunistum WSM2075] 
 gb|EEW35387.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mesorhizobium 
           opportunistum WSM2075] 
          Length = 418 
 
 Score = 43.5 bits (101), Expect = 0.066,   Method: Compositional matrix adjust. 
 Identities = 98/409 (23%), Positives = 170/409 (41%), Gaps = 45/409 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             + G V + G+K+ +   +  A LS     + NL +  DV  MLG +R  G   E  ++ 
Sbjct: 10  HRLQGAVNISGAKNAALPQIAAALLSPYPLELTNLPDVTDVENMLGVVRLHG--AEVTRS 67 
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Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           A  A  +        E + + V+         MR+   + A + A  G+A   L G   + 
Sbjct: 68  AH-AATIDTNAAVSKETSYDTVR--------KMRATVLVLAPLLARFGHARVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   V  L  LGA +    G+    +  +   GL G ++ LS S S       +MA 
Sbjct: 119 GARPVDMHVSALAALGARIAIENGS----IVASAPNGLTGTRIVLS-SPSVGATETAMMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  A G+ EI    +   +  +   L  M   G + E + +  R  I G   +++ ++   
Sbjct: 174 ATTAKGETEILNAAREPEVADLAACLNAM---GARVEGAGT-HRILIAGDTSWQAARHDI 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +     + +Y +A AAITGG + +       L+      ++LE  G  V   +  + V+  
Sbjct: 230 IPDRIEAGTYAIA-AAITGGQLELT---HARLEHMASVVQLLEATGVSVWPGDRGLIVS- 284 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             RE    + LKA+D+     P    D+      +   ADG + +R+     + E   M  
Sbjct: 285 --RE----RPLKAVDLATEPYPGFPTDLQAQFMALMCCADGASLLRET----IFENRFMH 334 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
               EL +LGA+++      ++   E L+   +    D R +++  LAA 
Sbjct: 335 V--PELMRLGANIKLQGTMALVRGGETLHGAQV-MATDLRASVSLVLAA 380 
 
 
>ref|YP_003368037.1| UDP-N-acetylglucosamine L-carboxyvinyltransferase [Citrobacter 
           rodentium ICC168] 
 emb|CBG91326.1| UDP-N-acetylglucosamine L-carboxyvinyltransferase [Citrobacter 
           rodentium ICC168] 
          Length = 419 
 
 Score = 43.5 bits (101), Expect = 0.067,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 170/427 (39%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            + + +              DA+  V +F     + ++++ A++ A G      G      
Sbjct: 66  RNGSVRI-------------DAR-NVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCTIGARPVDLHITGLEQLGATIRLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLIALGAKISGQGT-DRITIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKIVCRNAQPDTL--DAVLAK-LRDAGADIEVG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTVVD 390 
 
 
>ref|ZP_03241130.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           HPKX_438_AG0C1] 
          Length = 230 
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 Score = 43.5 bits (101), Expect = 0.067,   Method: Compositional matrix adjust. 
 Identities = 35/137 (25%), Positives = 62/137 (45%), Gaps = 5/137 (3%) 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VT 306 
           +  D SSA +F    AIT  + + ++       +  ++  E L+ MGA + +   S  +  
Sbjct: 68  IANDPSSAFFFALACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLE 125 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G            +ID N+  + D    L++  LFA G + +R+    R KE++R+ A 
Sbjct: 126 IIGDIYIEHAPLKAISIDQNIASLIDEIPALSIAMLFAKGKSMVRNAKDLRAKESDRIKA 185 
 
Query: 367 IRTELTKLGASVEEGPD 383 
           + +    LG   EE  D 
Sbjct: 186 VISNFKALGIECEEFED 202 
 
 
>ref|ZP_07162908.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 116-1] 
 ref|ZP_07168119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 175-1] 
 gb|EFJ67107.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 175-1] 
 gb|EFK15268.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 116-1] 
          Length = 419 
 
 Score = 43.5 bits (101), Expect = 0.068,   Method: Compositional matrix adjust. 
 Identities = 104/424 (24%), Positives = 166/424 (39%), Gaps = 47/424 (11%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAK---RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            + +     R V V C     V+  +  +         A+ SL A      G     L G 
Sbjct: 66  RNGSVHIDARDVNVFCAPYDLVKTMRASIW--------ALGSLVARF----GQGQVSLPG 113 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S       
Sbjct: 114 GCTIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVT 168 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++     
Sbjct: 169 IMCAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG- 223 
 
Query: 246 KNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E   
Sbjct: 224 -GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDW 279 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +++    + P      KA++V     P    D+     ++ L A+G   I +     V E 
Sbjct: 280 ISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFE 329 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
              M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C      
Sbjct: 330 NRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGT 386 
 
Query: 421 TIRD 424 
           T+ D 
Sbjct: 387 TVVD 390 
 
 
>sp|Q39YP9.2|MURA_GEOMG RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
          Length = 417 
 
 Score = 43.5 bits (101), Expect = 0.068,   Method: Compositional matrix adjust. 
 Identities = 91/389 (23%), Positives = 156/389 (40%), Gaps = 61/389 (15%) 
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Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K+++G V + GSK+ +  + +   L+ G   + N+    D++  +  L +LG 
Sbjct: 2   DKLIIKGGKKLTGDVSVSGSKNAALPVFISTILAPGLNEIRNVPFLRDINTTIKVLESLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-----DAKEEVQLFLGNAGIAMRSLTAAVTAAG--- 116 
                      AVV G G    ++     D +    L        ++++ A+V   G    
Sbjct: 62  -----------AVVEGNGNIVKIDTTHVNDVEATYDL--------VKTMRASVLVLGPLL 102 
 
Query: 117 ---GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 173 
              G A   L G   +  RPI   + GL  LGAD+    G      +      L G ++  
Sbjct: 103 ARHGRARVSLPGGCAIGARPINLHLKGLAALGADIRLEHGYVEAKAK-----KLKGARIN 157 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
              +        L+MAA LA G+    I++     P +     ++ R G + + + + D  
Sbjct: 158 FDIATVGGT-EQLMMAAALAKGET---ILENAAREPEIIDLADILNRMGARIDGAGT-DT 212 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             I  G K  +P    V  D   A  F+  AAITGG + +       L   V F   L+  
Sbjct: 213 IRII-GVKELAPVVHDVMPDRIEAGTFMVAAAITGGDIKIHNMKLEHLDALV-FK--LQD 268 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
            G ++   +  V V G PR P      +AI++     P    D+      +   ADG +  
Sbjct: 269 AGVEIINRDNVVRVKG-PRRP------RAINIKTRPYPGFPTDMQAQFMALMCVADGASV 321 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASV 378 
           I    S  + E   M    +EL + GA + 
Sbjct: 322 I----SENIFENRFMHV--SELLRFGADI 344 
 
 
>ref|YP_001654787.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis 434/Bu] 
 ref|YP_001653799.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis L2b/UCH-1/proctitis] 
 ref|ZP_07224183.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis L2tet1] 
 gb|AAD32216.1|AF142781_1 UDP-N-acetylglucosamine enolpyruvyl transferase [Chlamydia 
           trachomatis] 
 emb|CAP04154.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis 434/Bu] 
 emb|CAP07108.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis L2b/UCH-1/proctitis] 
          Length = 444 
 
 Score = 43.5 bits (101), Expect = 0.068,   Method: Compositional matrix adjust. 
 Identities = 98/438 (22%), Positives = 172/438 (39%), Gaps = 87/438 (19%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
 
Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F        + + L  A +        V   GG+A         
Sbjct: 72  VIEIHTPRILLSKVPPQF---SCVNRIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  R +   + GLK+LGA++   D       P        GL G  + L    S      
Sbjct: 121 -IGPRTLHFHLEGLKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATE 171 
 
Query: 185 ALLMAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            L++A+  A G        +E+EIID ++           +++ GV+   +D+     I  
Sbjct: 172 NLILASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGVEIT-TDNDKTIEIF 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q + S ++  +     +AS+ +A A ++ G + VE      +   + F +VL  +G   
Sbjct: 221 GCQDFYSVEHFIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGG 276 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +  E  +       E F  K LK       DV+   + D     AV+   ++G + I + 
Sbjct: 277 FSVHENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHE 329 
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Query: 353 VASWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVT 396 
                    E  +     L K+GA                S    P   +I  P  L  T 
Sbjct: 330 TVH------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQAT 383 
 
Query: 397 AIDTYDDHRMAMAFSLAA 414 
            +    D R   A+ +AA 
Sbjct: 384 DL-VIPDLRAGFAYVMAA 400 
 
 
>gb|EFW78574.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. glycinea str. B076] 
 gb|EFW86037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. glycinea str. race 4] 
          Length = 421 
 
 Score = 43.5 bits (101), Expect = 0.069,   Method: Compositional matrix adjust. 
 Identities = 93/398 (23%), Positives = 153/398 (38%), Gaps = 63/398 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--------LS 66 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G        LS 
Sbjct: 12  LDGEIRISGAKNSALPILAATLLADGPVTVQNLPHLHDITTMIELFGRMGIEPVIDEKLS 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVL 123 
           VE D    + +V       P E  K             MR+   +   + A  G A   L 
Sbjct: 72  VEIDPRTIKTLVA------PYELVK------------TMRASILVLGPMVARFGEAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G   +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S  
Sbjct: 114 PGGCAIGSRPVDLHIRGLEAMGAIIDVEGGYIKAKAPE------GGLRGANFFFD-TVSV 166 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     ++      P V      +   G K  H    D   I G + 
Sbjct: 167 TGTENIMMAASLANGR---SVLQNAAREPEVVDLANFLIAMGAKI-HGAGTDTITIDGVK 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +   P    V  D      +L  AA+TGG V V+    T L+  +     L+  GA+VT  
Sbjct: 223 RL-GPATYNVMPDRIETGTYLVAAAVTGGRVKVKDTDPTILEAVLL---KLQEAGAEVTT 278 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + +    + P      KA++V     P    D+      +   A+G  A+ +     
Sbjct: 279 GEDWIELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET--- 329 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + E   M     E+ ++GA ++   +  I+T  E L  
Sbjct: 330 -IFENRFMHVY--EMHRMGAQIQVEGNTAIVTGTEVLK 364 
 
 
>ref|YP_237203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. syringae B728a] 
 ref|YP_276261.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. phaseolicola 1448A] 
 ref|ZP_05637521.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tabaci ATCC 11528] 
 ref|ZP_07006533.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
 ref|ZP_07261973.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. syringae 642] 
 sp|Q4ZNV7.1|MURA_PSEU2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q48EC7.1|MURA_PSE14 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAY39165.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. syringae B728a] 
 gb|AAZ33832.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. phaseolicola 1448A] 
 gb|EFH97934.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           savastanoi pv. savastanoi NCPPB 3335] 
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          Length = 421 
 
 Score = 43.5 bits (101), Expect = 0.069,   Method: Compositional matrix adjust. 
 Identities = 93/398 (23%), Positives = 153/398 (38%), Gaps = 63/398 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--------LS 66 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G        LS 
Sbjct: 12  LDGEIRISGAKNSALPILAATLLADGPVTVQNLPHLHDITTMIELFGRMGIEPVIDEKLS 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVL 123 
           VE D    + +V       P E  K             MR+   +   + A  G A   L 
Sbjct: 72  VEIDPRTIKTLVA------PYELVK------------TMRASILVLGPMVARFGEAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G   +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S  
Sbjct: 114 PGGCAIGSRPVDLHIRGLEAMGAIIDVEGGYIKAKAPE------GGLRGANFFFD-TVSV 166 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     ++      P V      +   G K  H    D   I G + 
Sbjct: 167 TGTENIMMAASLANGR---SVLQNAAREPEVVDLANFLIAMGAKI-HGAGTDTITIDGVK 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +   P    V  D      +L  AA+TGG V V+    T L+  +     L+  GA+VT  
Sbjct: 223 RL-GPATYKVMPDRIETGTYLVAAAVTGGRVKVKDTDPTILEAVLL---KLQEAGAEVTT 278 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + +    + P      KA++V     P    D+      +   A+G  A+ +     
Sbjct: 279 GEDWIELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET--- 329 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + E   M     E+ ++GA ++   +  I+T  E L  
Sbjct: 330 -IFENRFMHVY--EMHRMGAQIQVEGNTAIVTGTEVLK 364 
 
 
>ref|ZP_05441356.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. D11] 
 ref|ZP_06524860.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. D11] 
 gb|EFD81049.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. D11] 
          Length = 423 
 
 Score = 43.5 bits (101), Expect = 0.073,   Method: Compositional matrix adjust. 
 Identities = 70/287 (24%), Positives = 123/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I+G +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIAGELKVDGSKNSTLPIMIATLVEKGTYILKNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     I++     P +E     + + G K   + +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---ILENAAKEPEIEDLCNFLIKMGAKISGAGTG-RIEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|ZP_03054973.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus pumilus 
           ATCC 7061] 
 gb|EDW21400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus pumilus 
           ATCC 7061] 
          Length = 435 
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 Score = 43.5 bits (101), Expect = 0.073,   Method: Compositional matrix adjust. 
 Identities = 97/410 (23%), Positives = 160/410 (39%), Gaps = 53/410 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L S   +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGQKLNGTVKVEGAKNAVLPVIAASLLASTEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G  V  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GAEVHFEN---NEVSVDASHALETEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           +A   L G   +  RPI   + G + +GA +    G     V+    G L G K+ L    
Sbjct: 108 HARVALPGGCAIGSRPIDQHLKGFEAMGAKIQVGNGFIEAEVQ----GRLKGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++MAA LA G     I++ +   P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENIIMAAALAEGTT---ILENVAKEPEIVDLANYINAMGGKVRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +     K+  +  D   A  F+  AAIT G V V+G     +         +E MG + 
Sbjct: 219 GVETLHGAKHNIIP-DRIEAGTFMVAAAITEGNVLVKGAVPEHM---TSLVAKMEEMGIQ 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD- 352 
           +   E  + V GP         LK ID+     P    D+   +  + L A+G + I +  
Sbjct: 275 IIEEEEGLRVIGPSE-------LKPIDLKTMPHPGFPTDMQSQMMALLLRANGTSMITET 327 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           V   R    E    +  ++   G SV       II  P +L    +   D 
Sbjct: 328 VFENRFMHAEEFRRMNGDIKIEGRSV-------IINGPVQLQGAEVSATD 370 
 
 
>ref|NP_931225.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Photorhabdus 
           luminescens subsp. laumondii TTO1] 
 sp|Q7N068.1|MURA_PHOLL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAE16400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (enoylpyruvate 
           transferase) (UDP-N-acetylglucosamine 
           enolpyruvyltransferase) (EPT) [Photorhabdus luminescens 
           subsp. laumondii TTO1] 
          Length = 421 
 
 Score = 43.1 bits (100), Expect = 0.075,   Method: Compositional matrix adjust. 
 Identities = 102/421 (24%), Positives = 167/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE + +   
Sbjct: 12  LSGEVTISGAKNAALPILFAALLAEEPVELQNVPELKDIDTTIKLLNRLGTKVERNGSVF 71 
 
Query: 74  --KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVPR 128 
              R V   C    P E  K             MR+   A   + A  G     L G    
Sbjct: 72  VDARDVNQYCA---PYELVK------------TMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHISGLEQLGAEIVLEEGY----VKASVNGRLKGACIVMD-KVSVGATVTIMT 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +E T   +   G K   + + D   I+G ++        
Sbjct: 172 AATLAEGTT---VIENAAREPEIEDTANFLNTLGAKITGAGT-DHITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG V        +L  D   A++ E  GA +   +  V++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKVVCRHAQPNTL--DAVLAKLRE-AGADIAIGKDWVSL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ +     P    D+    +++ L A+G   I +          R 
Sbjct: 283 DMHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGAGMITETIF-----ENR 331 
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Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  +    +KL+   +    D R + +  LA C    VT+  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTVLCHGVKKLSCAQV-MATDLRASASLVLAGCIAEGVTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_05276290.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J2-064] 
          Length = 328 
 
 Score = 43.1 bits (100), Expect = 0.076,   Method: Compositional matrix adjust. 
 Identities = 51/214 (23%), Positives = 92/214 (42%), Gaps = 27/214 (12%) 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     +I+ +   P +      + + G +   + + +   I+G ++  +  
Sbjct: 68  IMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIEGVKELTAT 123 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +++ +  D   A  F+  AAITGG V +E      +         LE MG ++   E  + 
Sbjct: 124 EHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQIIEEENGI 179 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
            V GP +       LKA+DV     P    D+   + V+ + ++G + + + V   R    
Sbjct: 180 RVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTETVFENRFMH 232 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            E M  +  ++   G SV       II+ P KL  
Sbjct: 233 VEEMRRMNADMKIEGHSV-------IISGPAKLQ 259 
 
 
>ref|ZP_05380835.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis 70] 
 ref|ZP_05381758.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis 70s] 
 ref|ZP_05382685.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis D(s)2923] 
 emb|CBJ14977.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis Sweden2] 
 gb|ADH17234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis E/150] 
 gb|ADH20929.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis E/11023] 
          Length = 444 
 
 Score = 43.1 bits (100), Expect = 0.078,   Method: Compositional matrix adjust. 
 Identities = 97/438 (22%), Positives = 173/438 (39%), Gaps = 87/438 (19%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
 
Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F        + + L  A +        V   GG+A         
Sbjct: 72  VIEIHTPRILLSKVPPQF---SCVNRIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  R +   + GLK+LGA++   D       P        GL G  + L    S      
Sbjct: 121 -IGPRTLHFHLEGLKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATE 171 
 
Query: 185 ALLMAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            L++A+  A G        +E+EIID ++           +++ G++   +D+     I  
Sbjct: 172 NLILASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGMEIT-TDNDKTIEIF 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q + S +++ +     +AS+ +A A ++ G + VE      +   + F +VL  +G   
Sbjct: 221 GCQDFYSVEHSIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGG 276 
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Query: 298 VTWTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +  E  +       E F  K LK       DV+   + D     AV+   ++G + I + 
Sbjct: 277 FSVHENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHE 329 
 
Query: 353 VASWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVT 396 
                    E  +     L K+GA                S    P   +I  P  L  T 
Sbjct: 330 TVH------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQAT 383 
 
Query: 397 AIDTYDDHRMAMAFSLAA 414 
            +    D R   A+ +AA 
Sbjct: 384 DL-VIPDLRAGFAYVMAA 400 
 
 
>ref|ZP_06460536.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. aesculi str. NCPPB3681] 
 ref|ZP_06478351.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. aesculi str. 2250] 
          Length = 421 
 
 Score = 43.1 bits (100), Expect = 0.080,   Method: Compositional matrix adjust. 
 Identities = 93/398 (23%), Positives = 153/398 (38%), Gaps = 63/398 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--------LS 66 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G        LS 
Sbjct: 12  LDGEIRISGAKNSALPILAATLLADGPVTVQNLPHLHDITTMIELFGRMGIEPVIDEKLS 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVL 123 
           VE D    + +V       P E  K             MR+   +   + A  G A   L 
Sbjct: 72  VEIDPRTIKTLVA------PYELVK------------TMRASILVLGPMVARFGEAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G   +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S  
Sbjct: 114 PGGCAIGSRPVDLHIRGLEAMGAIIDVEGGYIKAKAPE------GGLRGANFFFD-TVSV 166 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     ++      P V      +   G K  H    D   I G + 
Sbjct: 167 TGTENIMMAASLANGR---SVLQNAAREPEVVDLANFLIAMGAKI-HGAGTDTITIDGVK 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +   P    V  D      +L  AA+TGG V V+    T L+  +     L+  GA+VT  
Sbjct: 223 RL-GPATYKVMPDRIETGTYLVAAAVTGGRVKVKDTDPTILEAVLL---KLQEAGAEVTT 278 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + +    + P      KA++V     P    D+      +   A+G  A+ +     
Sbjct: 279 GEDWIELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET--- 329 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + E   M     E+ ++GA ++   +  I+T  E L  
Sbjct: 330 -IFENRFMHVY--EMHRMGARIQVEGNTAIVTGTEVLK 364 
 
 
>ref|YP_346601.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens Pf0-1] 
 sp|Q3KHZ4.1|MURA_PSEPF RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABA72612.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens Pf0-1] 
          Length = 421 
 
 Score = 43.1 bits (100), Expect = 0.080,   Method: Compositional matrix adjust. 
 Identities = 86/393 (21%), Positives = 155/393 (39%), Gaps = 53/393 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L +G   V NL +  D+  M+     +G+    D+    
Sbjct: 12  LDGEIRISGAKNSALPILAATLLCDGPVTVGNLPHLHDITTMIELFGRMGIEPVIDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  VE     ++  +    + ++++ A++   G      G A   L G    
Sbjct: 69  ---------KLSVEIDPRTIKTLIAPYEL-VKTMRASILVLGPMVARFGEAEVALPGGCA 118 
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Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S       
Sbjct: 119 IGSRPVDLHIRGLEAMGAVIDVEGGYIKAKAPE------GGLRGAHFFFD-TVSVTGTEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     ++      P V      +   G K   + + D   I G ++  S  
Sbjct: 172 IMMAAALAKGR---SVLQNAAREPEVVDLANFLNAMGAKVSGAGT-DTITIDGVERLGSA 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               +     + +Y +A AA+TGG V V+    T L+      E L   GA++T  E  + 
Sbjct: 228 FYKVMPDRIETGTYLVA-AAVTGGRVKVKDTDPTILEA---VLEKLREAGAEITCGEDWI 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +    + P      KA++V     P    D+      +   A+G  A+ +     + E  
Sbjct: 284 ELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET----IFEN 333 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             M     EL ++GA ++   +  I+T  E L  
Sbjct: 334 RFMHVY--ELHRMGAHIQVEGNTAIVTGIETLK 364 
 
 
>pdb|1A2N|A Chain A, Structure Of The C115a Mutant Of Mura Complexed With The 
           Fluorinated Analog Of The Reaction Tetrahedral 
           Intermediate 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.080,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGA 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_07029714.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidobacterium 
           sp. MP5ACTX8] 
 gb|EFI57201.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidobacterium 
           sp. MP5ACTX8] 
          Length = 426 
 
 Score = 43.1 bits (100), Expect = 0.082,   Method: Compositional matrix adjust. 
 Identities = 91/385 (23%), Positives = 157/385 (40%), Gaps = 44/385 (11%) 
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Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAK 74 
           GT+K+ G+K+ +   +  A L+E   +++N+    D+      L ++G  VE    +A   
Sbjct: 14  GTIKISGAKNSALPCMAAAILTEDEVILENIPQVHDIETERKLLESMGAQVELGYGRAQH 73 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
           R  +       PV  AK E+   +  + + +  L A      G A   + G   +  RPI 
Sbjct: 74  RTSIQCAVLSDPV--AKYEIVKTMRASSLVLGPLIART----GMARVAMPGGCAIGGRPI 127 
 
Query: 135 GDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
              + GL+ +GA +    G  +    R+ G   +   K+ ++G+        LLMAA LA 
Sbjct: 128 DLHIKGLEAMGATITQEHGYLEARADRLKGT-HIVFDKITVTGT------EDLLMAATLA 180 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+    + +     P V     L+   G + E + +     IKG  K    ++  +  D 
Sbjct: 181 EGE---SLFENCAREPEVTDLAALLNAMGAQIEGAGT-SVIRIKGVAKLHGARH-RINPD 235 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
              A  FL   AITGG + V+ C    L         LE  G K+   + +V V    +  
Sbjct: 236 RIEAGTFLIAGAITGGDLNVDCCNPEHLGA---LLGKLEQCGVKLEIGKENVRVHSGGK- 291 
 
Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR---VKETERM- 364 
                 L+A+D++  + P    D+      +   A+G + +  ++   R   V E  RM  
Sbjct: 292 ------LQAVDISTEEYPGFPTDMQAQFMALLTQAEGTSVVTENIFENRFMHVGELNRMG 345 
 
Query: 365 ----VAIRTELTKLGASVEEGPDYC 385 
               V+ RT   + GA ++     C 
Sbjct: 346 ANISVSGRTATIRGGAQLQSAAVMC 370 
 
 
>ref|YP_911282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           phaeobacteroides DSM 266] 
 sp|A1BEN1.1|MURA_CHLPD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABL64858.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           phaeobacteroides DSM 266] 
          Length = 424 
 
 Score = 43.1 bits (100), Expect = 0.082,   Method: Compositional matrix adjust. 
 Identities = 103/414 (24%), Positives = 168/414 (40%), Gaps = 60/414 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTL 63 
           +++V+   + ISGTV   GSK+ S  I+    L+E GT  +  +    D+      L+ L 
Sbjct: 2   DKLVIHGGRRISGTVAASGSKNSSLPIIAATLLAEKGTFTLHRIPELHDIETFTQLLQHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G+    +    R              + E VQ  L    + ++ + A++   G      G 
Sbjct: 62  GVETTFNNNTLRV-------------STENVQSILAPYEL-VKKMRASIYVLGPLLARFG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG----LPGGKVK 173 
            A   L G      RPI   ++ +++LGA++    G     V+   + G     P   V  
Sbjct: 108 EAKVSLPGGCAFGPRPIDLHLMAMEKLGAEIKIETGFITASVKGKKLRGAHIDFPVSSVG 167 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
            +G+         LMAA LA G      I    + P +E     +   G   + + +  + 
Sbjct: 168 ATGNA--------LMAAVLAKGTT---TITNAAAEPEIETLCHFLSAMGACIDGTGT-TK 215 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLE 292 
             I+G    ++ +   V  D   A+  LA AAITGG++T+ G   + L+  + KF      
Sbjct: 216 LVIEGVATLQAIEFTNV-FDRIEAATLLAAAAITGGSITLNGVEPSQLKAVLKKFVHA-- 272 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALF--ADGPT 348 
             G +++    SVT+  P       + L   DV     P     M    +AL   A G + 
Sbjct: 273 --GCQISTQSDSVTLISP-------EQLLPTDVTAKPYPSFPTDMQAQWIALMTQASGKS 323 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            I D    RV   ER   I  EL +LGA +E   +  ++  P KL+ T + + D 
Sbjct: 324 LITD----RVYH-ERFNHI-PELNRLGAHIEIKNNQAVVHGPRKLSGTTVMSTD 371 
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>ref|YP_002384263.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia 
           fergusonii ATCC 35469] 
 sp|B7LR56.1|MURA_ESCF3 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAQ90659.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia 
           fergusonii ATCC 35469] 
 gb|EGC96629.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia 
           fergusonii ECD227] 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.082,   Method: Compositional matrix adjust. 
 Identities = 103/425 (24%), Positives = 166/425 (39%), Gaps = 59/425 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +  
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGSV 70 
 
Query: 74  K---RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLD 124 
               R V V C    P E                ++++ A++ A G      G     L  
Sbjct: 71  HIDARDVNVFCA---PYE---------------LVKTMRASIWALGPLVARFGQGQVSLP 112 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      
Sbjct: 113 GGCSIGARPVDLHISGLEQLGATIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGATV 167 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++    
Sbjct: 168 TIMCAATLAEGTT---IIENAAREPEIVDTANFLVTLGAKISGQGT-DRITIEGVERLGG 223 
 
Query: 245 PKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
               Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   +  
Sbjct: 224 --GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIETGDD 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            +++    + P      KA++V     P    D+     ++ L A+G   I +     V  
Sbjct: 279 WISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VF 328 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     
Sbjct: 329 ENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEG 385 
 
Query: 420 VTIRD 424 
            TI D 
Sbjct: 386 TTIVD 390 
 
 
>ref|YP_328277.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis A/HAR-13] 
 sp|Q3KLP3.1|MURA_CHLTA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAX50729.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydia 
           trachomatis A/HAR-13] 
          Length = 444 
 
 Score = 43.1 bits (100), Expect = 0.082,   Method: Compositional matrix adjust. 
 Identities = 97/438 (22%), Positives = 173/438 (39%), Gaps = 87/438 (19%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
 
Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F        + + L  A +        V   GG+A         
Sbjct: 72  VIEIHTPRILLSKVPPQF---SCVNRIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
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            +  R +   + GLK+LGA++   D       P        GL G  + L    S      
Sbjct: 121 -IGPRTLHFHLEGLKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATE 171 
 
Query: 185 ALLMAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            L++A+  A G        +E+EIID ++           +++ G++   +D+     I  
Sbjct: 172 NLILASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGMEIT-TDNDKTIEIF 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q + S +++ +     +AS+ +A A ++ G + VE      +   + F +VL  +G   
Sbjct: 221 GCQDFYSVEHSIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGG 276 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +  E  +       E F  K LK       DV+   + D     AV+   ++G + I + 
Sbjct: 277 FSVHENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHE 329 
 
Query: 353 VASWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVT 396 
                    E  +     L K+GA                S    P   +I  P  L  T 
Sbjct: 330 TVH------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQAT 383 
 
Query: 397 AIDTYDDHRMAMAFSLAA 414 
            +    D R   A+ +AA 
Sbjct: 384 DL-VIPDLRAGFAYVMAA 400 
 
 
>ref|ZP_08118552.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudonocardia 
           sp. P1] 
          Length = 421 
 
 Score = 43.1 bits (100), Expect = 0.085,   Method: Compositional matrix adjust. 
 Identities = 104/444 (23%), Positives = 172/444 (38%), Gaps = 43/444 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E   ++    +SG+V + G+K+   +++  A L+EG T ++N     DV  M   LR+LG 
Sbjct: 2   EHFAVRGGARLSGSVDVVGAKNSVLKLMAAALLAEGRTTLENCPEILDVPLMADVLRSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG-IAMRSLTAAVTAAGGNATYVL 123 
            +V  +       V    G      +  +++  +   G +  R   A V   GG+A     
Sbjct: 62  CAVAIEGGTVHIDVPANPGAEADYRSVSKLRASVCVLGPLVARCRRAVVPLPGGDA---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RP+     GL++LGA  D   G+     +      L G ++ L    S     
Sbjct: 118 -----IGSRPLDMHQNGLRKLGATTDIEHGSVTASAQ-----DLHGAQIWLDFP-SVGAT 166 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             +LMAA LA G     +ID     P +     ++++ G K E   S     + G    + 
Sbjct: 167 ENILMAAVLAEGTT---VIDNAAREPEIVDLCVMLQQMGAKLEGVGS-STLTVHGVTGLQ 222 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
            P    V GD    + +   AA+T G VTV G     +       + L   GA+++  E  
Sbjct: 223 -PTTHRVIGDRIVGATWAFAAAMTRGEVTVRGVDPHHID---LVLDKLRSAGAEISTGEE 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             +V  P R        +A+D      P  A  L  +A+      A+  VA      TE  
Sbjct: 279 EFSVAMPGRP-------EAVDFVTLPYPGFATDLQPMAI------ALSAVAEGTSMITEN 325 
 
Query: 364 MVAIR----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEV 418 
           +   R     E+ +LGA       + ++   E+L+   +    D R      LA  CA   
Sbjct: 326 VFEARFRFVDEMVRLGADARTDGHHAVVRGREELSSAPV-WASDIRAGAGLVLAGLCARG 384 
 
Query: 419 PVTIRDPGCTRKTFPDYFDVLSTF 442 
              + D     + +P + + LS   
Sbjct: 385 TTEVWDVAHIDRGYPRFVENLSAL 408 
 
 
>ref|YP_004111016.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris DX-1] 
 gb|ADU46283.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris DX-1] 
          Length = 429 
 
 Score = 43.1 bits (100), Expect = 0.085,   Method: Compositional matrix adjust. 
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 Identities = 71/311 (22%), Positives = 129/311 (41%), Gaps = 41/311 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
            E+ GT+ + G+K+ +  +++ A L++ T ++DN+    DV  +   L   G+ + A    
Sbjct: 10  NELRGTIPISGAKNAALPLMIAALLTDETLILDNVPRLADVALLQRILGNHGVDIMA--- 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA-----------MRS---LTAAVTAAGGN 118 
                     GK P +   +   L +    I            MR+   + A + A     
Sbjct: 67  ---------AGKRPGDHEYQGQTLHISAKTIVDTTAPYDLVSKMRASFWVIAPLVARMHE 117 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-S 177 
           A   L G   +  RP+  L++ L++LGA++      D   V     GGL G  +     + 
Sbjct: 118 AKVSLPGGCAIGTRPVDLLIMALEKLGAEITI----DGGYVIAKAPGGLKGATIPFPKVT 173 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S  +++  +MAA LA G     IID     P +      + + G +   + +  R  I+ 
Sbjct: 174 VSGTHVA--VMAAALANGTT---IIDNAACEPEIVDVADCLNKMGARITGAGT-PRIIIE 227 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G  K    ++  +     + +Y +A  A+ GG V + G     LQ  +   +VL   GA  
Sbjct: 228 GVAKLHGARHTVLPDRIETGTYAMA-VAMAGGEVQLSGARPELLQAAL---DVLTEAGAT 283 
 
Query: 298 VTWTETSVTVT 308 
           +T     + V+ 
Sbjct: 284 ITVNNDGIKVS 294 
 
 
>ref|ZP_03166422.1| hypothetical protein RUMLAC_00068 [Ruminococcus lactaris ATCC 
           29176] 
 gb|EDY34170.1| hypothetical protein RUMLAC_00068 [Ruminococcus lactaris ATCC 
           29176] 
          Length = 430 
 
 Score = 43.1 bits (100), Expect = 0.085,   Method: Compositional matrix adjust. 
 Identities = 96/426 (22%), Positives = 175/426 (41%), Gaps = 43/426 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++   +++NL +  D++ ML A+  +G 
Sbjct: 2   EQYIIKGGNPLVGEVEIGGAKNAALGILAAAIMADEPVLIENLPDVNDINVMLEAIEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             V+        +     G F ++ D  ++++        A   L  A+      A   L 
Sbjct: 62  AMVQRIDRHTVKINGSTIGDFSIDYDYIKKIR--------ASYYLLGALLGKYKRAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADVD   G             L    V +  +I+     
Sbjct: 114 PGGCNIGSRPIDQHLKGFRALGADVDIEYGKIVAEAEHLKGTHLYFDVVTVGATIN---- 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA +A G   I I++ +   P+V      +   G     + + D   I+G +    
Sbjct: 170 --VMMAAAMADG---ITIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVKSLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             + + +  D   A  F+  AA T G VTV       L  D   +++++ +G +V   +  
Sbjct: 224 KAEYSIIP-DQIEAGTFMFAAAATRGDVTVLNVIPKHL--DATISKLID-IGCEVEEFDD 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
           +V V    R       LK+  V     P    D+   + VV   A G + I + +   R  
Sbjct: 280 AVRVVAKGR-------LKSTQVKTLPYPGYPTDMQPQIGVVLALASGTSTITESIFENRF 332 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           K  +       EL ++GA+++   +   I   EK +   + +  D R   A  +A  A   
Sbjct: 333 KYLD-------ELARMGANIKVEGNSATIEGVEKFSAARV-SAPDLRAGAALCIAGLATD 384 
 
Query: 419 PVTIRD 424 
            +TI D 
Sbjct: 385 GITIVD 390 
 
 
>ref|YP_872416.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
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 gb|ABK52430.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidothermus 
           cellulolyticus 11B] 
          Length = 456 
 
 Score = 43.1 bits (100), Expect = 0.086,   Method: Compositional matrix adjust. 
 Identities = 106/416 (25%), Positives = 164/416 (39%), Gaps = 71/416 (17%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           I ++P + ++G V + G+K+   +++  A L+ G TV+ N+ +  DV  M   LR LG   
Sbjct: 6   IQVRPSR-LAGRVAVTGAKNSVLKLMAAALLAPGRTVLRNVPDILDVQIMAALLRRLGCD 64 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVE---DAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           VE             GG+  V+     + E    L      +R L A++   G      G 
Sbjct: 65  VEP-----------AGGELVVDVPDTVRHEADYDL------VRRLRASICVLGPLLVRCG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
                L G   +  R +   + GL +LGA+V    G     +      GL G  V L    
Sbjct: 108 ETKVALPGGDNIGSRGLDLHIAGLCRLGAEVTSEHGY----LVARAPHGLSGATVWLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      LLMAA LA G     +ID     P +     +++  G K E + +     +  
Sbjct: 164 -SVGATENLLMAAVLAQG---TTVIDNAAREPEIVDLATMLQEMGAKIEGAGTST--LVV 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA- 296 
            G    SP       D   A  F  GA +TGG VTV  C    L+       VL+ +G+  
Sbjct: 218 HGVDTLSPVTHATVPDRIVAGTFAFGAVMTGGAVTVTRCRPEHLE------IVLDRLGSC 271 
 
Query: 297 ----KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA-----MTLAVVALFADGP 347 
                V   E  V + G PR         A+DV     P  A     M +A+ A+ ADG  
Sbjct: 272 GAEIAVGDGEFHVAMYGRPR---------AVDVVTLPYPGFATDFLPMVIAMNAV-ADGV 321 
 
Query: 348 TAI-RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
             +  +V   R +  +       EL +LGA +     + ++    +L+   ++  D 
Sbjct: 322 AMVTENVFEGRFRFIQ-------ELVRLGADIRTDGHHAVVRGRPRLSGAPVEATD 370 
 
 
>ref|ZP_04574348.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 7_1] 
 gb|EEO43110.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 7_1] 
          Length = 423 
 
 Score = 43.1 bits (100), Expect = 0.087,   Method: Compositional matrix adjust. 
 Identities = 94/408 (23%), Positives = 163/408 (39%), Gaps = 41/408 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I+G +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIAGELKVDGSKNSTLPIMIATLVEKGTYILKNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     I++     P +E     + + G K   + +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---ILENAAKEPEIEDLCNFLIKMGAKISGAGTG-RIEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + +Y +A + +  G++ V G     L     F   LE MGAK       + V    
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAKFNIEGNKLEVLTK 288 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
             +      LKA  V     P    D+   +  +    +G + I++     + E   M   
Sbjct: 289 LSD------LKAAKVTTMPHPGFPTDLQSPMMTLMCLVNGTSEIKET----IFENRFMHV 338 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
              EL ++GA +E       IT  E  +   +    D R   +  LAA 
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Sbjct: 339 --PELNRMGAKIEIDSSTAKITGVENFSSAEV-MASDLRAGASLILAA 383 
 
 
>ref|NP_643274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           axonopodis pv. citri str. 306] 
 sp|Q8PID3.1|MURA_XANAC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAM37810.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           axonopodis pv. citri str. 306] 
          Length = 424 
 
 Score = 43.1 bits (100), Expect = 0.087,   Method: Compositional matrix adjust. 
 Identities = 95/400 (23%), Positives = 158/400 (39%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVHISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSMLVDPRSVTHQVAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGAD+    G     ++    G L G +      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGADISVENGY----IKATSNGRLKGARYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGARIEGAGT-PRIVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETLDA---VLDKLTEAGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|YP_004050374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Calditerrivibrio 
           nitroreducens DSM 19672] 
 gb|ADR18211.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Calditerrivibrio 
           nitroreducens DSM 19672] 
          Length = 420 
 
 Score = 43.1 bits (100), Expect = 0.088,   Method: Compositional matrix adjust. 
 Identities = 67/275 (24%), Positives = 110/275 (40%), Gaps = 48/275 (17%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G VK+ G+K+    IL    L+ G  ++DN  N  DV  ML  L+ +G++ E       
Sbjct: 12  LNGKVKVSGAKNSCLPILAATLLASGEYLIDNTPNLMDVRTMLKLLKGMGINYEF----- 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA---------MRSLTAAVTAAG------GNA 119 
                            ++ ++FL N+            ++++ A+V   G      G A 
Sbjct: 67  -----------------QDNRVFLTNSDDNDLWTAPYDLVKTMRASVVVLGPLLAKKGKA 109 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              L G   + ERP+   +  L Q+GA +D   G      +      L G ++     ++ 
Sbjct: 110 KVSLPGGCAIGERPVDQHIKALAQMGAKIDIEHGYIIAEAQ-----KLKGCEIYFD-LVT 163 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 ++MAA LA G+    I+      P V    R ++R G      +  +   IKG  
Sbjct: 164 VTGTENIMMAATLAEGET---ILYNAAQEPEVVDLARFLKRMGANIS-GEGTNVIKIKGV 219 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
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            +  +P +  V  D   A   L   A TGG V VE 
Sbjct: 220 SEL-NPADYTVMTDRIEAGTILCAVAGTGGDVVVE 253 
 
 
>pdb|3KQA|A Chain A, Mura Dead-End Complex With Terreic Acid 
 pdb|3KQA|B Chain B, Mura Dead-End Complex With Terreic Acid 
 pdb|3KQA|C Chain C, Mura Dead-End Complex With Terreic Acid 
 pdb|3KQA|D Chain D, Mura Dead-End Complex With Terreic Acid 
 pdb|3LTH|A Chain A, E. Cloacae Mura Dead-End Complex With Unag And Fosfomycin 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.088,   Method: Compositional matrix adjust. 
 Identities = 99/421 (23%), Positives = 166/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE D     
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLTQLGTKVERD---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +   V  F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDASN--VNNFSAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGXA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVTVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|YP_003744447.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum CFBP2957] 
 emb|CBJ41803.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           solanacearum CFBP2957] 
          Length = 453 
 
 Score = 43.1 bits (100), Expect = 0.090,   Method: Compositional matrix adjust. 
 Identities = 63/267 (23%), Positives = 116/267 (43%), Gaps = 27/267 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  I+  A L+    ++ N+ N +DV  M   LR +G  VE  +    
Sbjct: 44  LSGEIRVSGAKNAALPIMCAALLTPEPLMLRNVPNLQDVRTMFKLLRQMG--VEGTQNGH 101 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
              +       P  +A  ++          ++++ A++   G      G+A   L G    
Sbjct: 102 DVTLDAADIHAP--EAPYDL----------VKTMRASILVLGPLLARFGHARVSLPGGCG 149 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+Q+GA++    G        +G   L G ++ ++  ++      LLM 
Sbjct: 150 IGARPVDQHIKGLQQMGAEIVIEHGY-IEAKLADGAKRLRGARI-VTDMVTVTGTENLLM 207 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G+    +++     P V     L+ + G   E   + DR  ++G    K  ++  
Sbjct: 208 AAVLADGET---VLENAAREPEVTDLANLLVKMGACIEGIGT-DRLVVQGVDAIKGAEHT 263 
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Query: 249 YVEGDASSASYFLAGAAITGGTVTVEG 275 
            +  D   A  FL   A  GG VT+ G 
Sbjct: 264 VI-ADRIEAGTFLCAVAAAGGDVTLRG 289 
 
 
>ref|NP_417656.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           str. K-12 substr. MG1655] 
 ref|NP_708988.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           flexneri 2a str. 301] 
 ref|NP_755813.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           CFT073] 
 ref|NP_838698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           flexneri 2a str. 2457T] 
 ref|YP_312145.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella sonnei 
           Ss046] 
 ref|AP_003732.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           str. K-12 substr. W3110] 
 ref|YP_542598.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           UTI89] 
 ref|YP_671159.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           536] 
 ref|YP_690575.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           flexneri 5 str. 8401] 
 ref|YP_858805.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           APEC O1] 
 ref|YP_001464665.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E24377A] 
 ref|YP_001459991.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           HS] 
 ref|YP_001723515.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           ATCC 8739] 
 ref|YP_001745461.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           SMS-3-5] 
 ref|ZP_03003257.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           53638] 
 ref|ZP_03030407.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B7A] 
 ref|ZP_03035982.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           F11] 
 ref|ZP_03046405.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E22] 
 ref|ZP_03051280.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E110019] 
 ref|ZP_03061625.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B171] 
 ref|ZP_03066733.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           dysenteriae 1012] 
 ref|ZP_03071286.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           101-1] 
 ref|YP_002294748.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           SE11] 
 ref|YP_002330936.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O127:H6 str. E2348/69] 
 ref|YP_002388672.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           IAI1] 
 ref|YP_002393172.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           S88] 
 ref|YP_002399691.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           ED1a] 
 ref|YP_002404561.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           55989] 
 ref|YP_002409587.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           IAI39] 
 ref|YP_002414328.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           UMN026] 
 ref|ZP_04005715.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           83972] 
 ref|YP_003034808.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           BL21-Gold(DE3)pLysS AG] 
 ref|ZP_04872412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia sp. 
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           1_1_43] 
 ref|YP_003046239.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B str. REL606] 
 ref|ZP_05432757.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella sp. D9] 
 ref|ZP_05438101.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia sp. 
           4_1_40B] 
 ref|YP_003223780.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O103:H2 str. 12009] 
 ref|YP_003231207.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O26:H11 str. 11368] 
 ref|YP_003236342.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O111:H- str. 11128] 
 ref|ZP_06650724.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           FVEC1412] 
 ref|ZP_06655283.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B354] 
 ref|ZP_06659257.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B185] 
 ref|ZP_06663943.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B088] 
 ref|ZP_06992136.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           FVEC1302] 
 ref|ZP_07097773.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 107-1] 
 ref|ZP_07103970.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 119-7] 
 ref|ZP_07116332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 198-1] 
 ref|ZP_07122228.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 84-1] 
 ref|ZP_07135505.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 115-1] 
 ref|ZP_07141889.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 182-1] 
 ref|ZP_07145326.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 187-1] 
 ref|ZP_07152878.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 21-1] 
 ref|ZP_07174815.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 200-1] 
 ref|ZP_07179370.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 45-1] 
 ref|ZP_07186016.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 69-1] 
 ref|ZP_07189397.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 196-1] 
 ref|ZP_07195009.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 185-1] 
 ref|ZP_07207885.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 124-1] 
 ref|ZP_07219742.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 78-1] 
 ref|ZP_07244872.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 146-1] 
 ref|ZP_07450601.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           NC101] 
 ref|ZP_07499231.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H736] 
 ref|ZP_07504098.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           M605] 
 ref|ZP_07509581.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           M718] 
 ref|ZP_07514045.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           TA206] 
 ref|ZP_07524086.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           TA271] 
 ref|ZP_07592732.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           W] 
 ref|ZP_07615141.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H591] 
 ref|ZP_07620615.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
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           TA280] 
 ref|ZP_07625687.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H299] 
 ref|ZP_07688194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 145-7] 
 ref|ZP_07782682.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           2362-75] 
 ref|ZP_07786711.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           1827-70] 
 sp|P0A749.1|MURA_ECOLI RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|P0A750.1|MURA_ECOL6 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|P0A751.1|MURA_SHIFL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q3YX52.1|MURA_SHISS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q0T095.1|MURA_SHIF8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q0TCS1.1|MURA_ECOL5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q1R6E7.1|MURA_ECOUT RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A1AG91.1|MURA_ECOK1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A7ZS86.1|MURA_ECO24 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A8A504.1|MURA_ECOHS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B1IQT4.1|MURA_ECOLC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B6I1R2.1|MURA_ECOSE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7MBV8.1|MURA_ECO45 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7NKQ6.1|MURA_ECO7I RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7M095.1|MURA_ECO8A RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7NDH3.1|MURA_ECOLU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
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           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B1LGF5.1|MURA_ECOSM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7UJS9.1|MURA_ECO27 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7LHP8.1|MURA_ECO55 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B7N0X1.1|MURA_ECO81 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 pdb|1UAE|A Chain A, Structure Of Udp-N-Acetylglucosamine Enolpyruvyl 
           Transferase 
 gb|AAN82387.1|AE016767_147 UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           CFT073] 
 gb|AAA24187.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Escherichia coli] 
 gb|AAA57990.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Escherichia coli 
           str. K-12 substr. MG1655] 
 gb|AAC76221.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           str. K-12 substr. MG1655] 
 dbj|BAA78107.1| UDP-N-acetylglucosamine enolpyruvoyl transferase [Escherichia coli] 
 gb|AAN44695.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Shigella flexneri 2a 
           str. 301] 
 gb|AAP18509.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Shigella flexneri 2a 
           str. 2457T] 
 gb|AAZ89910.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Shigella sonnei Ss046] 
 dbj|BAE77233.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           str. K12 substr. W3110] 
 gb|ABE09067.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli 
           UTI89] 
 gb|ABG71258.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           536] 
 gb|ABF05270.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Shigella flexneri 5 
           str. 8401] 
 gb|ABJ02681.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli APEC 
           O1] 
 gb|ABV07608.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           HS] 
 gb|ABV17317.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E24377A] 
 gb|ACA76188.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           ATCC 8739] 
 gb|ACB15605.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           SMS-3-5] 
 gb|EDU66289.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           53638] 
 gb|EDV61086.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B7A] 
 gb|EDV64876.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           F11] 
 gb|EDV81598.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E22] 
 gb|EDV86856.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E110019] 
 gb|EDX29112.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B171] 
 gb|EDX33361.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           dysenteriae 1012] 
 gb|EDX37907.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           101-1] 
 dbj|BAG78997.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           SE11] 
 emb|CAS11016.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Escherichia coli 
           O127:H6 str. E2348/69] 
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 emb|CAU99831.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           55989] 
 emb|CAR00151.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           IAI1] 
 emb|CAR04799.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           S88] 
 emb|CAR19800.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           IAI39] 
 emb|CAR09989.2| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           ED1a] 
 emb|CAR14823.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           UMN026] 
 emb|CAP77649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           LF82] 
 gb|EEH71999.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia sp. 
           1_1_43] 
 gb|EEJ45772.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           83972] 
 emb|CAQ33522.1| UDP-N-acetylglucosamine enolpyruvoyl transferase [Escherichia coli 
           BL21(DE3)] 
 gb|ACT27623.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           'BL21-Gold(DE3)pLysS AG'] 
 gb|ACT40703.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B str. REL606] 
 gb|ACT44858.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           BL21(DE3)] 
 dbj|BAI27467.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O26:H11 str. 11368] 
 dbj|BAI32646.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O103:H2 str. 12009] 
 dbj|BAI37791.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O111:H- str. 11128] 
 gb|ACX38206.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           DH1] 
 dbj|BAI56561.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           SE15] 
 gb|ADA75556.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           flexneri 2002017] 
 emb|CBG36305.1| UDP-N-acetylglucosamine L-carboxyvinyltransferase [Escherichia coli 
           042] 
 gb|EFE62041.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B088] 
 gb|EFE99836.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           FVEC1412] 
 gb|EFF04957.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B185] 
 gb|EFF11822.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           B354] 
 gb|ADE88182.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           IHE3034] 
 gb|EFI19195.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           FVEC1302] 
 gb|EFI88143.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 196-1] 
 gb|EFJ56581.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 185-1] 
 gb|EFJ62418.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 200-1] 
 gb|EFJ74174.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 198-1] 
 gb|EFJ81224.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 69-1] 
 gb|EFJ87192.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 84-1] 
 gb|EFJ90532.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 45-1] 
 gb|EFJ97202.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 115-1] 
 gb|EFK01236.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 182-1] 
 gb|EFK20360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
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           MS 21-1] 
 gb|EFK25663.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 187-1] 
 gb|EFK44683.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 119-7] 
 gb|EFK50917.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 107-1] 
 gb|EFK70492.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 124-1] 
 gb|EFK74702.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 78-1] 
 gb|EFK91560.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 146-1] 
 gb|EFM50493.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           NC101] 
 gb|EFN37525.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           W] 
 gb|ADN48057.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           ABU 83972] 
 gb|ADN69516.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           UM146] 
 gb|EFO59987.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 145-7] 
 emb|CBJ02955.1| UDP-N-acetylglucosamine L-carboxyvinyltransferase [Escherichia coli 
           ETEC H10407] 
 gb|EFQ01119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           1827-70] 
 gb|EFR14602.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           2362-75] 
 gb|ADR28573.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O83:H1 str. NRG 857C] 
 gb|EFS13010.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           flexneri 2a str. 2457T] 
 gb|ADT76822.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           W] 
 dbj|BAJ44934.1| UDP-N-acetylglucosamine1- carboxyvinyltransferase [Escherichia coli 
           DH1] 
 gb|EFU37084.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 85-1] 
 gb|EFU48411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 110-3] 
 gb|EFU54187.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 153-1] 
 gb|EFU57215.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 16-3] 
 gb|EFU97881.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           3431] 
 gb|EFW69304.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           WV_060327] 
 gb|EFW76678.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           EC4100B] 
 gb|EFZ40604.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           EPECa14] 
 gb|EFZ48716.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E128010] 
 gb|EFZ50940.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella sonnei 
           53G] 
 gb|EFZ59180.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           LT-68] 
 gb|EFZ64211.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           1180] 
 gb|EFZ68541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           1357] 
 gb|ADX49185.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           KO11] 
 gb|EGB32411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E1520] 
 gb|EGB37890.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E482] 
 gb|EGB42973.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H120] 
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 gb|EGB47167.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H252] 
 gb|EGB53378.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H263] 
 gb|EGB56770.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           H489] 
 gb|EGB65519.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           TA007] 
 gb|EGB77919.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 57-2] 
 gb|EGB81387.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 60-1] 
 gb|EGB87578.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           MS 117-3] 
 gb|EGC13436.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           E1167] 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.090,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_03265448.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           H160] 
 gb|EEA03037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           H160] 
          Length = 420 
 
 Score = 43.1 bits (100), Expect = 0.093,   Method: Compositional matrix adjust. 
 Identities = 67/263 (25%), Positives = 114/263 (43%), Gaps = 27/263 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL    LS     ++N+ + +DV  ML  L  +G+ +EA +    
Sbjct: 12  LSGEVVVSGAKNAALPILCAGLLSADPVHLENVPDLQDVRTMLKLLGQMGVRIEAGE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMRE 131 
                   G+  ++ +K +  +        MR+   +   + A  G+A   L G   +   
Sbjct: 69  --------GRVALDASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARVSLPGGCAIGA 120 
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Query: 132 RPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+      LLMAA 
Sbjct: 121 RPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGARI-VTDMITVTGTENLLMAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G+    +I+     P V     L+   G K +   + DR  I+G  K    K+  + 
Sbjct: 174 VLAEGET---VIENAAREPEVVDLAHLLVAMGAKIDGIGT-DRLVIQGVDKLHGAKHTVI 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTV 273 
             D   A  FL   A  GG VT+ 
Sbjct: 230 P-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>pdb|1RYW|A Chain A, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|B Chain B, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|C Chain C, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|D Chain D, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|E Chain E, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|F Chain F, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|G Chain G, C115s Mura Liganded With Reaction Products 
 pdb|1RYW|H Chain H, C115s Mura Liganded With Reaction Products 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.093,   Method: Compositional matrix adjust. 
 Identities = 99/421 (23%), Positives = 166/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE D     
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLTQLGTKVERD---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +   V  F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDASN--VNNFSAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGSA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVTVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_04587072.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. oryzae str. 1_6] 
          Length = 421 
 
 Score = 43.1 bits (100), Expect = 0.094,   Method: Compositional matrix adjust. 
 Identities = 92/398 (23%), Positives = 155/398 (38%), Gaps = 63/398 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--------LS 66 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G        LS 
Sbjct: 12  LDGEIRISGAKNSALPILAATLLADGPVTVQNLPHLHDITTMIELFGRMGIEPVIDEKLS 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVL 123 
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           VE D    + +V       P E  K             MR+   +   + A  G A   L 
Sbjct: 72  VEIDARTIKTLVA------PYELVK------------TMRASILVLGPMVARFGEAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G   +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S  
Sbjct: 114 PGGCAIGSRPVDLHIRGLEAMGAIIDVEGGYIKAKAPE------GGLRGAHFFFD-TVSV 166 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     ++      P V      +   G K  H    D   I G + 
Sbjct: 167 TGTENIMMAASLANGR---SVLQNAAREPEVVDLANFLIAMGAKI-HGAGTDTITIDGVK 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +  S     +     + +Y +A AA+TGG V V+    T L+  +     L+  GA+VT  
Sbjct: 223 RLGSATYKVMPDRIETGTYLVA-AAVTGGRVKVKDTDPTILEAVLL---KLQEAGAEVTT 278 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  + +    + P      KA++V     P    D+      +   A+G  A+ +     
Sbjct: 279 GEDWIELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET--- 329 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + E   M     E+ ++GA ++   +  I+T  E L  
Sbjct: 330 -IFENRFMHVY--EMHRMGAQIQVEGNTAIVTGTEVLK 364 
 
 
>ref|ZP_06486109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. vasculorum NCPPB702] 
          Length = 424 
 
 Score = 43.1 bits (100), Expect = 0.096,   Method: Compositional matrix adjust. 
 Identities = 94/402 (23%), Positives = 162/402 (40%), Gaps = 49/402 (12%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
            V  D+   A  R+++V      P     +     L      +R++ A++   G       
Sbjct: 63  EVTIDEGTLAKGRSILVD-----PRSVTHQIAPYEL------VRTMRASILVLGPLLARY 111 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G A   L G   +  RP+   + GL+ LGAD+    G     ++    G L G +      
Sbjct: 112 GTAEVSLPGGCAIGSRPVDQHIKGLQALGADISVENGY----IKATSNGRLKGSRYVFD- 166 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            +S      +LMAA LA G     +++     P V      +   G + E + +  R  + 
Sbjct: 167 MVSVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLNALGAQIEGAGT-PRIVV 222 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
           +G ++     +A +  D      FL  AA+TGG+VTV      +L  D    ++ E  GA 
Sbjct: 223 QGVERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETL--DAVLDKLTE-AGA 278 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
            +T T  S+T+    + P      +A+ +     P    D+      +   ADG   I + 
Sbjct: 279 IITTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINE 332 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 333 T----IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|ZP_02825910.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC508] 
 gb|EDU95262.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC508] 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.096,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
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Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNTQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|NP_794195.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato str. DC3000] 
 ref|ZP_03394750.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato T1] 
 ref|ZP_07231527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato Max13] 
 ref|ZP_07250193.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato K40] 
 ref|ZP_07259819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato NCPPB 1108] 
 sp|Q87WV2.1|MURA_PSESM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAO57890.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato str. DC3000] 
 gb|EEB61993.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           syringae pv. tomato T1] 
          Length = 421 
 
 Score = 43.1 bits (100), Expect = 0.096,   Method: Compositional matrix adjust. 
 Identities = 86/393 (21%), Positives = 157/393 (39%), Gaps = 53/393 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G+    D+    
Sbjct: 12  LDGEIRISGAKNSALPILAATLLADGPVTVQNLPHLHDITTMIELFGRMGIEPVIDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  VE     ++  +    + ++++ A++   G      G A   L G    
Sbjct: 69  ---------KLSVEIDPRTIKTLIAPYEL-VKTMRASILVLGPMVARFGEAEVALPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S       
Sbjct: 119 IGSRPVDLHIRGLEAMGAIIDVEGGYIKAKAPE------GGLRGAHFFFD-TVSVTGTEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     +++     P V      +   G K  H    D   I G ++  S  
Sbjct: 172 IMMAASLANGR---SVLENAAREPEVVDLANFLIAMGAKI-HGAGTDTITIDGVKRLGSA 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
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               +     + +Y +A AA+TGG V V+    T L+  +     L+  GA+VT  E  + 
Sbjct: 228 TYKVMPDRIETGTYLVA-AAVTGGRVKVKDTDPTILEAVLL---KLQEAGAEVTTGEDWI 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +    + P      KA++V     P    D+      +   A+G  A+ +     + E  
Sbjct: 284 ELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET----IFEN 333 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             M     E+ ++GA ++   +  I+T  E L  
Sbjct: 334 RFMHVY--EMHRMGAQIQVEGNTAIVTGTEVLK 364 
 
 
>ref|ZP_04209462.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock4-18] 
 ref|ZP_04230646.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-29] 
 gb|EEL37642.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-29] 
 gb|EEL58897.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock4-18] 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.097,   Method: Compositional matrix adjust. 
 Identities = 70/276 (25%), Positives = 106/276 (38%), Gaps = 34/276 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G +K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVEKLYGGNHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L ADG + I +         V+E  RM A 
Sbjct: 294 SQMMALLLQADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|YP_409520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella boydii 
           Sb227] 
 ref|YP_001881896.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella boydii 
           CDC 3083-94] 
 sp|Q31W66.1|MURA_SHIBS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B2U1Y8.1|MURA_SHIB3 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB67692.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Shigella boydii Sb227] 
 gb|ACD07542.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella boydii 
           CDC 3083-94] 
 gb|EFW49690.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           dysenteriae CDC 74-1112] 
 gb|EFW61400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           flexneri CDC 796-83] 
          Length = 419 
 
 Score = 43.1 bits (100), Expect = 0.097,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
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           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_04148600.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar tochigiensis BGSC 4Y1] 
 gb|EEM19704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar tochigiensis BGSC 4Y1] 
          Length = 339 
 
 Score = 42.7 bits (99), Expect = 0.098,   Method: Compositional matrix adjust. 
 Identities = 73/285 (25%), Positives = 110/285 (38%), Gaps = 35/285 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G  K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA-IRTELTKL 374 
             +  + L ADG + I +         V+E  RM A I+ E+  L 
Sbjct: 294 SQMMALLLQADGTSMITETVFENRFMHVEEFRRMNADIKIEVVLL 338 
 
 
>ref|YP_889184.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           smegmatis str. MC2 155] 
 gb|ABK72461.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           smegmatis str. MC2 155] 
          Length = 418 
 
 Score = 42.7 bits (99), Expect = 0.098,   Method: Compositional matrix adjust. 
 Identities = 101/402 (25%), Positives = 150/402 (37%), Gaps = 67/402 (16%) 
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Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  V+     +SG V + G+K+   +++  A L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   SERFVVTGGNRLSGEVAVGGAKNSVLKLMAAALLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D A  R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELDGATVRIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C     +    L G +++L    
Sbjct: 108 KARVALPGGDAIGSRPLDMHQAGLRQLGA--TCNIEHGCVVAEAD---HLHGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW------ 231 
            S      +LMAA +A G   +  I      P V     ++   G +   + +        
Sbjct: 163 -SVGATENILMAAVVAEG---VTTIHNAAREPDVVDLCAMLNEMGAQISGAGTSTLTITG 218 
 
Query: 232 -DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
            DR Y         P    V GD   A+ +   AA+T G +TV G     LQ         
Sbjct: 219 VDRLY---------PTEHRVIGDRIVAATWGIAAAMTRGDITVTGVDPQHLQ---LVLHK 266 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADG 346 
           L   GA VT  +    V    R        KA++V     P     L  +A+     ADG 
Sbjct: 267 LHDAGATVTQNDNGFRVVQYERP-------KAVNVATLPFPGFPTDLQPMAIGLAAIADG 319 
 
Query: 347 PTAI-RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 387 
            + I  +V   R +  E M+       +LGA       + ++ 
Sbjct: 320 TSMITENVFEARFRFVEEMI-------RLGADARTDGHHAVV 354 
 
 
>emb|CAN72374.1| hypothetical protein VITISV_019596 [Vitis vinifera] 
          Length = 381 
 
 Score = 42.7 bits (99), Expect = 0.100,   Method: Compositional matrix adjust. 
 Identities = 85/341 (24%), Positives = 132/341 (38%), Gaps = 31/341 (9%) 
 
Query: 56  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 115 
           M   LR+LG  +EA       + V   G   VE   E++    G   +        + A  
Sbjct: 1   MASILRSLGAEIEA---CNGEMWVNADGVGSVEPCPEDIGKIRGGFFV-----IGPLLAR 52 
 
Query: 116 GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
            G A   L G   +  RP+   + GL+ LGA V+  LG      +     GL GG+ KL  
Sbjct: 53  FGEAVVALPGGCDIGTRPVDLYIRGLRALGAIVE--LGDGKVRAQAANGRGLVGGRFKLD 110 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      L+MAA +A G   + ++  +   P V    R +   G   E + S D  Y 
Sbjct: 111 HP-SVGATETLMMAACMADG---VTVLSNVAKEPEVIDLARFLTGSGACVEGAGS-DTLY 165 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           IKG  +        V  D   A  F+  AA+T  ++++     + +       + L   G 
Sbjct: 166 IKGKNQLHG-SECIVPPDRIEAGTFMLAAAVTRSSISMSPVIPSHV---ACLIDKLLAAG 221 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
            K+T    ++ V+  P +     +L+  DV     P    D+     V+    DG + +  
Sbjct: 222 CKITCAHDTLEVSAVPDDV--GHNLQGFDVRTCPFPGFPTDLQPQTMVLLTTCDGSSIVE 279 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 392 
           +          RM  +R EL KLGA +       +I   EK 
Sbjct: 280 ETVF-----ENRMGHVR-ELQKLGARIRVCGSTAVICGKEK 314 
 
 
>ref|ZP_04536540.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia sp. 
           3_2_53FAA] 
 gb|EEH85358.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia sp. 
           3_2_53FAA] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 103/427 (24%), Positives = 171/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE 
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Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAALLAEELVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   + DA+ +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCTIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTVVD 390 
 
 
>ref|ZP_03645634.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium bifidum NCIMB 41171] 
 ref|YP_003938018.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium bifidum S17] 
 ref|YP_003970382.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase MurA 
          [Bifidobacterium bifidum PRL2010] 
 ref|ZP_07801653.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Bifidobacterium 
          bifidum NCIMB 41171] 
 gb|ADO52444.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium bifidum S17] 
 gb|ADP35345.1| MurA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium bifidum PRL2010] 
 gb|EFR49587.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Bifidobacterium 
          bifidum NCIMB 41171] 
          Length = 441 
 
 Score = 42.7 bits (99), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 25/72 (34%), Positives = 43/72 (59%), Gaps = 2/72 (2%) 
 
Query: 1  MAGAEEIVLQPI--KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 58 
          MA +E  VL  +  K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   
Sbjct: 1  MAESENDVLHVVGGKPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSD 60 
 
Query: 59 ALRTLGLSVEAD 70 
           LR  G+ VE D 
Sbjct: 61 LLRLHGVDVEVD 72 
 
 
>ref|YP_107313.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei K96243] 
 ref|YP_332316.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710b] 
 ref|ZP_02410002.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 14] 
 ref|ZP_02446037.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 91] 
 ref|ZP_02488612.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei NCTC 13177] 
 ref|ZP_03451571.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1961



 

 

 ref|ZP_04951920.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710a] 
 emb|CAH34677.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei K96243] 
 gb|ABA49068.1| putative 3-phosphoskimimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710b] 
 gb|EEC37385.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 576] 
 gb|EET08939.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1710a] 
          Length = 435 
 
 Score = 42.7 bits (99), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 54/221 (24%), Positives = 87/221 (39%), Gaps = 34/221 (15%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   + GTV LP SK    R LL+A L+  TT ++N+    +      ALR  GL+V  
Sbjct: 6   VHPSGALKGTVTLPASKPHVQRALLVALLNGATTRIENVSWCAETELQFAALRQFGLTV- 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD-GVP 127 
                             VE     + L    AG+     T  + AAG    + +   +  
Sbjct: 65  ------------------VERGDASLTLRGAGAGV---EATGTIDAAGSGMLFRMSAALA 103 
 
Query: 128 RMRERPI----GDLVVGLKQLGAD-VDCFLGTDCPPVRVNGI----GGLPGGKVKLSGSI 178 
            + ERP+     D +     +  D     LG D      N +       P  ++ L+    
Sbjct: 104 SLSERPVTIRCNDSLFSRDSVFDDGFFSHLGIDARRRAGNLVTISRKAHP-ERIALTTRK 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 219 
           S+Q++S  L  AP +  D  + + D      Y++MT++ M  
Sbjct: 163 STQFISFALFVAPFS-ADRTLRVADDGSQAGYIDMTIKAMS 202 
 
 
>ref|ZP_04888326.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
 gb|EDU09310.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei 1655] 
          Length = 435 
 
 Score = 42.7 bits (99), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 54/221 (24%), Positives = 87/221 (39%), Gaps = 34/221 (15%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           + P   + GTV LP SK    R LL+A L+  TT ++N+    +      ALR  GL+V  
Sbjct: 6   VHPSGALKGTVTLPASKPHVQRALLVALLNGATTRIENVSWCAETELQFAALRQFGLTV- 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD-GVP 127 
                             VE     + L    AG+     T  + AAG    + +   +  
Sbjct: 65  ------------------VERGDASLTLRGAGAGV---EATGTIDAAGSGMLFRMSAALA 103 
 
Query: 128 RMRERPI----GDLVVGLKQLGAD-VDCFLGTDCPPVRVNGI----GGLPGGKVKLSGSI 178 
            + ERP+     D +     +  D     LG D      N +       P  ++ L+    
Sbjct: 104 SLSERPVTIRCNDSLFSRDSVFDDGFFSHLGIDARRRAGNLVTISRKAHP-ERIALTTRK 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 219 
           S+Q++S  L  AP +  D  + + D      Y++MT++ M  
Sbjct: 163 STQFISFALFVAPFS-ADRTLRVADDGSQAGYIDMTIKAMS 202 
 
 
>ref|YP_003501381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. CB9615] 
 gb|ADD58397.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. CB9615] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.10,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVKIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
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Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNTQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_08131360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium sp. 
           D5] 
 gb|EGB91577.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium sp. 
           D5] 
          Length = 430 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 97/411 (23%), Positives = 172/411 (41%), Gaps = 37/411 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 76 
           G V++ G+K+ +  IL  A +++ T ++DNL +  D++ ML A+  +G +V+         
Sbjct: 14  GEVEIGGAKNAALAILAAAIMTDETVLIDNLPDVNDINVMLEAIAGIGATVQRMDRHTVK 73 
 
Query: 77  VVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
           +     G F +E D  ++++        A   L  A+      A   L G   +  RPI  
Sbjct: 74  INGSTIGDFNIEYDYIKKIR--------ASYYLLGALLGKYKRAEVALPGGCNIGSRPID 125 
 
Query: 136 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 195 
             + G + LGADVD   G       V     L    V +  +I+      ++MAA +A G 
Sbjct: 126 QHLKGFRALGADVDIEHGKIVAEAEVLRGTHLYFDVVTVGATIN------VMMAAAMADG 179 
 
Query: 196 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 255 
              + I++ +   P+V      +   G   + + + D   I+G +     + + +  D   
Sbjct: 180 ---LTIMENVAKEPHVVDVANFLNSMGANIKGAGT-DVIKIRGVKSLHKTEYSIIP-DQI 234 
 
Query: 256 SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 315 
            A  F+  AA T G VTV       L  D   +++++ +G +V   + +V V    R    
Sbjct: 235 EAGTFMFAAAATLGDVTVLNVIPKHL--DATISKLVD-IGCEVEEFDDAVRVVAKSRLCS 291 
 
Query: 316 GR-KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD-VASWRVKETERMVAIRTELTK 373 
            + K L       +  P + +TLA     A G + I + +   R K  +       EL + 
Sbjct: 292 TQVKTLPYPGYPTDMQPQIGVTLA----LAKGTSTITESIFENRFKYLD-------ELAR 340 
 
Query: 374 LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           +GA ++   +   I   EK +   + +  D R   A  +A  A   +TI D 
Sbjct: 341 MGAVIKVEGNSATIEGVEKFSGARV-SAPDLRAGAALCIAGLATDGITIID 390 
 
 
>ref|YP_004200846.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter sp. 
           M18] 
 gb|ADW15570.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter sp. 
           M18] 
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          Length = 421 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 89/385 (23%), Positives = 154/385 (40%), Gaps = 53/385 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++   ++SG V + GSK+ +  I +   L+ G   + N+    D++  +  L  LG 
Sbjct: 2   EKLVIKGGNKLSGEVTVSGSKNAALPIFISTILAPGCHTISNVPFLRDINTTIKVLEKLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKE-EVQLFLGNAGIAMRSLTAAVTAAG------G 117 
             V+     K  VV     K    D    E    L      +R++ A+V   G      G 
Sbjct: 62  AKVD----GKGNVV-----KIDTTDLNSWEATYDL------VRTMRASVLVLGPLLARFG 106 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RPI   + GL  LGA++    G      +      L G ++    S 
Sbjct: 107 QARVSLPGGCAIGARPINLHLKGLAALGAEITLEHGYVEAKAK-----KLKGARINFDIS 161 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
                   LLMAA  A G+    I++     P +     ++ + G   E + + D   IK 
Sbjct: 162 TVGGT-EQLLMAAATAQGET---ILENAAREPEIVDLADILTKMGANIEGAGT-DTIRIK 216 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G ++  +P    V  D   A  F+  +AITGG + ++      L   + F   L+  G + 
Sbjct: 217 GVEQL-TPAEHAVMPDRIEAGTFMIASAITGGDIKIKNMRLEHLDA-LTFK--LQDAGVE 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  V V GP       + ++++++     P    D+      +   A+G + I    
Sbjct: 273 IINKDNVVRVKGP-------RKIRSVNIKTRPYPGFPTDMQAQFMALMCIAEGASVI--- 322 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASV 378 
            S  + E   M    +EL + GA + 
Sbjct: 323 -SENIFENRFMHV--SELLRFGADI 344 
 
 
>ref|YP_002228009.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Gallinarum str. 287/91] 
 sp|B5REQ5.1|MURA_SALG2 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAR38995.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Gallinarum str. 287/91] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 101/421 (23%), Positives = 165/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V +F     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHIDASQVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCT 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGATIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGATVTIMC 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++  S     
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVTLGAKIAGQGT-DRITIEGVERLGS--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISRGKILCRNAQPDTL--DAVLAK-LRDAGADIEVGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A+G   I +     V E    
Sbjct: 283 DMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENRF 332 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1964



 

 

Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL+++GA  E   +  I    E L+   +    D R + +  LA C     TI  
Sbjct: 333 MHV--PELSRMGARAEIESNTVICHGIETLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|NP_289763.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 EDL933] 
 ref|NP_312095.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. Sakai] 
 ref|ZP_02776617.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4113] 
 ref|ZP_02779178.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4401] 
 ref|ZP_02794052.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4486] 
 ref|ZP_02806340.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4076] 
 ref|ZP_02811082.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC869] 
 ref|ZP_03085427.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4024] 
 ref|ZP_03251103.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4206] 
 ref|ZP_03255773.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4045] 
 ref|ZP_03259572.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4042] 
 ref|YP_002272659.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4115] 
 ref|ZP_03443194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14588] 
 ref|YP_003079975.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14359] 
 ref|ZP_05942481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. FRIK2000] 
 ref|ZP_05947589.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. FRIK966] 
 sp|Q8X9J9.1|MURA_ECO57 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B5YS78.1|MURA_ECO5E RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAG58323.1|AE005547_9 first step in murein biosynthesis;UDP-N-glucosamine 
           1-carboxyvinyltransferase [Escherichia coli O157:H7 str. 
           EDL933] 
 dbj|BAB37491.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. Sakai] 
 gb|EDU52483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4113] 
 gb|EDU69955.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4076] 
 gb|EDU76813.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4401] 
 gb|EDU80226.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4486] 
 gb|EDU92199.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC869] 
 gb|EDZ78168.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4206] 
 gb|EDZ84408.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4045] 
 gb|EDZ87057.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC4042] 
 gb|ACI38630.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
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           O157:H7 str. EC4115] 
 gb|ACI77386.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli] 
 gb|ACI77387.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli] 
 gb|ACI77388.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli] 
 gb|ACI77389.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli] 
 gb|ACI77390.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Escherichia coli] 
 gb|EEC27903.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14588] 
 gb|ACT73899.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. TW14359] 
 gb|EFW64201.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. EC1212] 
 gb|EFX09832.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. G5101] 
 gb|EFX14566.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H- str. 493-89] 
 gb|EFX19324.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H- str. H 2687] 
 gb|EFX24160.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. 3256-97 TW 07815] 
 gb|EFX29346.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O55:H7 str. USDA 5905] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNTQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_001975520.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Wolbachia 
           endosymbiont of Culex quinquefasciatus Pel] 
 sp|B3CLV0.1|MURA_WOLPP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAQ54868.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Wolbachia 
           endosymbiont of Culex quinquefasciatus Pel] 
          Length = 425 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1966



 

 

 Identities = 85/382 (22%), Positives = 155/382 (40%), Gaps = 55/382 (14%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV----E 68 
           K + G +K+ GSK+    I+  +  S  +  + N+ +  DVH M   L++LG  V      
Sbjct: 11  KPLIGKIKINGSKNAVLPIMAASLFSNSSITLHNVPDLIDVHLMSELLKSLGAEVNFICN 70 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D  A   + + C            +   L +  IA R L A+    G      G  + V 
Sbjct: 71  KDYKANHTLEIDCSN----------INNHLISHEIASR-LRASFLMLGPMLSRFGRVSTV 119 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G   + +RP+   +  L+ +GA ++     D   +     G L G ++     +S    
Sbjct: 120 FPGGCNIGKRPVDIHIKALEAMGAKIE----IDSCNITATTKGKLQGKEITFE-KVSVGA 174 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++M+A LA G   +  I+   + P V   +  ++  G   E +++  +  I+G +   
Sbjct: 175 TENIIMSATLAEG---VTTINNAATEPEVLDLIEFLKIMGANIEVNNT--KITIEGVEAL 229 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              ++  +     + +Y LA A IT G + +EG   + ++     A  L+ +GA+V   + 
Sbjct: 230 NGCEHKIIPDRIEAGTYALA-AIITDGELKLEGVSLSDIEC---IANELKTIGARVELHD 285 
 
Query: 303 TSVTVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
             + ++        RK+  +K+  V  N  P    D+   L      A G + I +     
Sbjct: 286 DGIIIS--------RKNGSIKSAHVATNPYPNFPSDMQPQLMSAMSIAGGISIIEE---- 333 
 
Query: 357 RVKETERMVAIRTELTKLGASV 378 
                E   A   EL KLGA++ 
Sbjct: 334 --NVFESRFAHANELRKLGANI 353 
 
 
>ref|YP_001530432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Desulfococcus 
           oleovorans Hxd3] 
 sp|A8ZWM4.1|MURA_DESOH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABW68355.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Desulfococcus 
           oleovorans Hxd3] 
          Length = 417 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 86/398 (21%), Positives = 156/398 (39%), Gaps = 47/398 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++  + ++GTV++ G+K+ +  IL  + L+ GT    N+ +  D+  +   L  LG 
Sbjct: 2   DRIIVEGGRRLTGTVEISGAKNAALPILASSLLTNGTCTYTNVPDLRDIQSIKELLTHLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGG-KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             +E      +    G    + P E  ++     L    +  R   A V+  GG A     
Sbjct: 62  AKIECQGTTVQVDASGVNNHEAPYELVRKMRASILVLCPLVARLGRARVSLPGGCA---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
                + ERPI   + GL+ +GAD+     ++    P         L GG +      S  
Sbjct: 118 -----IGERPIDFHLKGLEAMGADIALEHGYVNASAPK--------LTGGSIYFDVP-SV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G      I      P V   + ++ + G     + + +   I+G   
Sbjct: 164 TGTENLLMAAALADGTTR---IGNAACEPEVTALVDVLNQMGANITGAGTPE-ITIQGVP 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
              +P +  +  D      F+  AA+T G +T+     + L+G +           K+   
Sbjct: 220 SL-NPVSVSIIPDRIETGTFMVAAALTKGDITITNAEPSHLKGQLD----------KLAQ 268 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
           T   + V G      G   +K++DV     P    D+     V+   A G + I +     
Sbjct: 269 TGARIEVNGKVIRVVGGDTIKSVDVKTLPYPGFPTDMQAQFMVLMSVASGLSIITETIFE 328 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                 R + + +EL ++GA +    +  ++    KL+ 
Sbjct: 329 -----NRFIHV-SELKRMGADITISGNTAMVAGAPKLS 360 
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>ref|YP_560589.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           xenovorans LB400] 
 sp|Q13TQ2.1|MURA_BURXL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABE32537.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           xenovorans LB400] 
          Length = 420 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 68/273 (24%), Positives = 118/273 (43%), Gaps = 27/273 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG V + G+K+ +  IL    LS     ++N+ + +DV  ML  L  +G 
Sbjct: 2   DKLVIEGGYPLSGEVVVSGAKNAALPILCAGLLSAQPVHLENVPDLQDVRTMLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           + +E+             G+  +  +K +  +        MR+   +   + A  G+A   
Sbjct: 62  VQIESGD-----------GRVSLNASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGTRI-VTDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +I+     P V     L+   G K E   + DR  I+G   
Sbjct: 164 TGTENLLMAAVLAEGET---VIENAAREPEVGDLAHLLVEMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           K    K+  +  D   A  FL   A  GG VT+ 
Sbjct: 220 KLHGAKHTVIP-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>ref|ZP_04579893.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oxalobacter 
           formigenes OXCC13] 
 gb|EEO30866.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oxalobacter 
           formigenes OXCC13] 
          Length = 417 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 89/394 (22%), Positives = 145/394 (36%), Gaps = 61/394 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + G+K+ +  IL  + L+     + N+   +DV  ML  L  +G+ +        
Sbjct: 12  LEGEIAISGAKNAALPILCTSLLTSDDIELTNVPELKDVQTMLNLLEQMGVRIR------ 65 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI--------AMRSLTAAV------TAAGGNAT 120 
                           KE+ +L L  + +         ++++ AA+       A  G A  
Sbjct: 66  ----------------KEDDKLILNGSAVNNFYAPYEMVKTMRAAILVLCPLVARFGEAK 109 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RP+   + GL+ LGA+V    G      +      L G ++ ++  I+  
Sbjct: 110 VSLPGGCAIGSRPVEQHIKGLRALGAEVQIEGGYILARAK-----KLKGTRI-VTDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    II      P V     L+ + G K E   + DR  I G   
Sbjct: 164 TGTENLLMAATLAEGET---IIKNAAREPEVTDLALLLIKMGAKIEGIGT-DRLVIHGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVT 299 
           +    K+  +  D      FL   A TGG VT+       L+  + K  E+   + +    
Sbjct: 220 RLHGAKHEVIP-DRIETGTFLCAVAATGGDVTLTKTRDNILESALNKIREMGAEIASGTD 278 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 359 
           W    +    P    F          +M      A  +AV  L  D    I  +   R   
Sbjct: 279 WIHIKMN-QRPKGVNFRTTEYPGFPTDMQ-----AQFMAVNCLAEDASHVIETIFENRFM 332 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
             +       EL +LGA ++   +   IT   KL 
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Sbjct: 333 HVQ-------ELNRLGARIKTEGNTAFITGVGKL 359 
 
 
>ref|YP_002870557.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens SBW25] 
 sp|C3K8X4.1|MURA_PSEFS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAY47161.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens SBW25] 
          Length = 421 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 86/393 (21%), Positives = 153/393 (38%), Gaps = 53/393 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L +G   V NL +  D+  M+     +G+    D+    
Sbjct: 12  LDGEIRISGAKNSALPILAATLLCDGPVTVANLPHLHDITTMIELFGRMGIEPVIDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  VE     ++  +    + ++++ A++   G      G A   L G    
Sbjct: 69  ---------KLSVEIDPRTIKTLIAPYEL-VKTMRASILVLGPMVARFGEAEVALPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S       
Sbjct: 119 IGSRPVDLHIRGLEAMGATIDVEGGYIKAKAPE------GGLRGANFFFD-TVSVTGTEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     ++      P V      +   G     + + D   + G ++   P 
Sbjct: 172 IMMAAALANGR---SVLQNAAREPEVVDLANFLIAMGANITGAGT-DTITVDGVKRLH-P 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V  D      +L  AA+TGG V V+    T L+      E L   GA++T  E  + 
Sbjct: 227 ATYKVMPDRIETGTYLVAAAVTGGRVKVKDTDPTILEA---VLEKLREAGAEITTGEDWI 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +    + P      KA++V     P    D+      +   A+G  A+ +     + E  
Sbjct: 284 ELNMHGKRP------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET----IFEN 333 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             M     EL ++GA ++   +  I+T  EKL  
Sbjct: 334 RFMHVY--ELHRMGAKIQVEGNTAIVTGTEKLK 364 
 
 
>ref|YP_265898.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1062] 
 sp|Q4FNE4.1|MURA_PELUB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAZ21295.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Pelagibacter ubique HTCC1062] 
          Length = 417 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 90/410 (21%), Positives = 164/410 (40%), Gaps = 45/410 (10%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G +++ GSK+ S  IL    LS     + NL   +D+  M+  L++LG  +E +    
Sbjct: 11  KLKGQIRISGSKNASLPILAATLLSNKKISLANLPRVKDIETMILLLKSLGSIIEDN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
           K+ +++    +     A   V+     AGI    +   + A  G A   L G   +  RP 
Sbjct: 68  KKELIIKNTKQTKTFAAYSLVKTM--RAGIL---VLGPLLAKFGKAKVSLPGGCAIGTRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +   +  L +LG       G     V  N   GL G  +K    +S      L++AA LA 
Sbjct: 123 VDIHLQALSKLGVKYKIIQGY----VHANAPKGLIGANIKFP-KVSVGATENLIIAACLA 177 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD---RFYIKGGQKYKSPKNAYV 250 
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            G          +S   +E  ++ +  F +    +  W       I+G    K   +  V 
Sbjct: 178 KGKTT-------LSNCAIEPEIKDLVNFLINMGCNIKWTAKRTVRIEGVNNLKEL-DYSV 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D   A  +L  AA+T G + + G     +  ++    +L+ +G+K+T  +  + + G  
Sbjct: 230 MPDRIEAGTYLIAAALTEGNLKITGIDPKIISTEI---NILKKVGSKITLKKNEILIQGS 286 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                  K +K I++  +  P    D+   + V+   A+  + I++     + E   M   
Sbjct: 287 -------KKIKNINIKTSPYPGFPTDLQAQMMVLLCKANKRSHIKE----EIFENRFMHV 335 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
              EL ++GA +    +   I    K     +    D R +++  LAA A 
Sbjct: 336 --AELNRMGAKISINGNQASIEGNIKFEAAEL-MATDLRASVSLILAALA 382 
 
 
>ref|YP_001897176.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           phytofirmans PsJN] 
 sp|B2SZ71.1|MURA_BURPP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACD17952.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           phytofirmans PsJN] 
          Length = 420 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 68/273 (24%), Positives = 119/273 (43%), Gaps = 27/273 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG V + G+K+ +  IL  + LS     ++N+ + +DV  ML  L  +G 
Sbjct: 2   DKLVIEGGYPLSGEVVVSGAKNAALPILCASLLSAEPVHLENVPDLQDVRTMLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           + +E+             G+  +  +K +  +        MR+   +   + A  G+A   
Sbjct: 62  VQIESGD-----------GRVSLNASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGARI-VTDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +I+     P V     L+   G K E   + DR  I+G   
Sbjct: 164 TGTENLLMAAVLAEGET---VIENAAREPEVGDLAHLLVAMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           K    K+  +  D   A  FL   A  GG VT+ 
Sbjct: 220 KLHGAKHTVIP-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>ref|ZP_07654793.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylobacter 
           tundripaludum SV96] 
 gb|EFO05404.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylobacter 
           tundripaludum SV96] 
          Length = 421 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 90/391 (23%), Positives = 159/391 (40%), Gaps = 51/391 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  IL    LSE    V N+ +  D+   +  L  +G+ +  D+    
Sbjct: 12  LSGELRISGAKNAALPILAATLLSESPVSVGNIPHLHDITTTMELLGRMGVHLTVDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  +E     +  F+    + +R++ A++   G      G A   L G    
Sbjct: 69  ---------KMNIEVDSSTINSFVAPYEL-VRTMRASILVLGPLVARFGEAHVSLPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
           +  RP+   + GL ++GAD+    G       R+ G   L   ++ ++G+        LL 
Sbjct: 119 IGSRPVDIHLSGLMKMGADITVENGFIHAKATRLKGC-RLVLEQITVTGT------ENLL 171 
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Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G     II+     P V      + + G K       D   I+G +K       
Sbjct: 172 MAAALAEGTT---IIENAAKEPEVTDLAHFLNKMGAKIT-GIGTDVLVIEGVEKLGVESI 227 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y +  D      +L  AAITGG++ ++      L  D    +++E  GA++T  E  +  
Sbjct: 228 HYDILPDRIETGTYLIAAAITGGSIKLKNTRPDIL--DAVLEKLVE-AGAEITTGEDWIK 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +     +P      KA+ V  +  P    D+      +   ADG   I +           
Sbjct: 285 LDMHGNKP------KAVSVRTSPYPAFPTDMQAQFTAMNAIADGVGIITETVF-----EN 333 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           R + ++ EL ++GA ++   +  I T  +KL 
Sbjct: 334 RFMHVQ-ELQRMGADIKLESNTAICTGVKKL 363 
 
 
>ref|YP_004221522.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JCM 1217] 
 dbj|BAJ67430.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JCM 1217] 
          Length = 441 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 52/194 (26%), Positives = 85/194 (43%), Gaps = 22/194 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ V+ D A 
Sbjct: 15  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVDVDGA 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-------FLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
               +V     +  + D  +   L        L +  +  R   A + A GG A       
Sbjct: 75  --NGIVTVDASRVQLADVADVDTLSGSSRIPILFSGPLVHRLGEAFIPALGGCA------ 126 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   +  L++LGA VD         + +    GL G K+ L    S       
Sbjct: 127 ---IGGRPIDFHLETLRKLGATVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQ 179 
 
Query: 186 LLMAAPLALGDVEI 199 
            L+AA LA G  E+ 
Sbjct: 180 TLLAAVLAEGKTEL 193 
 
 
>ref|YP_003006081.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dickeya zeae 
           Ech1591] 
 gb|ACT08602.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dickeya zeae 
           Ech1591] 
          Length = 420 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Compositional matrix adjust. 
 Identities = 98/427 (22%), Positives = 171/427 (40%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    ++G V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 
Sbjct: 6   VQGPTRLAGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLSQLGARVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   V+ +   V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHVDAST--VNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHINGLEQLGAHITLEEGY----VKATVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA+G     II+     P +  T   +   G K   + S D+  I+G ++  
Sbjct: 166 TVTIMSAATLAVGKT---IIENAAREPEIVDTANFLNTLGAKISGAGS-DKIVIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AA++GG V        +L  D   +++ E  GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAVSGGKVVCRHTRPDTL--DAVLSKLRE-AGADIEIG 276 
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Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  +++    R P      KA++V  +  P    D+    +++ L A+G   I +      
Sbjct: 277 DDWISLDMHGRRP------KAVNVRTSPHPGFPTDMQAQFSLLNLVAEGTGVITETIF-- 328 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
                R + I  EL ++GA  E   +  I     +L+   +    D R + +  LA C   
Sbjct: 329 ---ENRFMHI-PELIRMGAQAEIESNTVICHGVSRLSGAQV-MATDLRASASLVLAGCLA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTLVD 390 
 
 
>gb|AAT48249.1| chloroplast CP4-EPSPS fusion protein precursor [Glycine max] 
          Length = 141 
 
 Score = 42.7 bits (99), Expect = 0.11,   Method: Composition-based stats. 
 Identities = 20/50 (40%), Positives = 31/50 (62%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +SGTV++PG KS+S+R  +   L+ G T +  LL  EDV     A++ +G 
Sbjct: 90  LSGTVRIPGDKSISHRSFMFGGLASGETRITGLLEGEDVINTGKAMQAMG 139 
 
 
>ref|XP_003190361.1| udp-n-acetylglucosamine enolpyruvyl transferase [Aspergillus oryzae 
           RIB40] 
          Length = 308 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 74/299 (24%), Positives = 119/299 (39%), Gaps = 28/299 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++++G V++ GSK+    ++    L+ G + +  L    D+  M   L+ LG  V      
Sbjct: 11  RDVTGNVRVSGSKNAGLPLMAATLLAPGPSTLHGLPPVSDIKNMGSILQYLGADVSQVSD 70 
 
Query: 73  AKRAVVVGCGGKF-PVE--DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                      +F P +  D+     LFLG            + A  G+A     G   + 
Sbjct: 71  NFTIDTTDVTSRFVPAQLTDSLRASILFLG-----------PLLARFGHACLSFPGGCSI 119 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+ + + GL++LGA   C   TD   +  +    L G  + +     +  ++ L+MA 
Sbjct: 120 GNRPVEEHINGLRKLGA---CITVTDT-YIEAHA-SQLQGATIDMQTPSVTGTMN-LIMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNA 248 
           A LA G   +  I      P V   +  +   GV   H    D+  I G      SP    
Sbjct: 174 ACLARG---VTHIHNAAREPEVGDLINFLVLMGVDI-HGAGTDQLVIHGCHSTPLSPCQY 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D      FL   AI G  +TV  C     +  V   + L+ +GA+V  ++ SVTV 
Sbjct: 230 GVMEDRIEVGTFLILGAICGNPLTVYPCHP---EQHVMLIKNLKAVGARVDISDDSVTV 285 
 
 
>ref|YP_955107.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           vanbaalenii PYR-1] 
 gb|ABM15101.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           vanbaalenii PYR-1] 
          Length = 417 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 100/402 (24%), Positives = 152/402 (37%), Gaps = 67/402 (16%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  V+     +SG V + G+K+   +++  A L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   SERFVVTGGGRLSGEVAVGGAKNSVLKLMAAALLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE D    R            ++ K +          A+R   A+V   G        
Sbjct: 62  GATVELDGDVVRIT--------SPDEPKYDADF------AAVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
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            A   L G   +  RP+     GL+QLGA   C +   C     +    L G +++L    
Sbjct: 108 KAKVALPGGDAIGSRPLDMHQAGLRQLGA--RCNIEHGCVVAEAD---HLRGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW------ 231 
            S      +LMAA LA G   +  I      P V     ++ + G +   + S        
Sbjct: 163 -SVGATENILMAAVLAEG---VTTIHNAAREPDVVDLCTMLNQMGAQVTGAGSSTLTITG 218 
 
Query: 232 -DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
            DR Y         P    V GD   A+ +   AA+T G ++V G     LQ         
Sbjct: 219 VDRLY---------PTEHRVIGDRIVAATWGIAAAMTRGDISVTGVDPAHLQ---LVLHK 266 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADG 346 
           L   GA VT T+    V    R        KA++V     P     L  +A+     ADG 
Sbjct: 267 LHDAGATVTQTDDGFRVVQYERP-------KAVNVATLPFPGFPTDLQPMAIGLAAVADG 319 
 
Query: 347 PTAI-RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 387 
            + I  +V   R +  E M+       +LGA       + ++ 
Sbjct: 320 TSMITENVFEARFRFVEEMI-------RLGADARTDGHHAVV 354 
 
 
>ref|ZP_01995869.1| hypothetical protein DORLON_01864 [Dorea longicatena DSM 13814] 
 gb|EDM62839.1| hypothetical protein DORLON_01864 [Dorea longicatena DSM 13814] 
          Length = 116 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Composition-based stats. 
 Identities = 18/60 (30%), Positives = 35/60 (58%) 
 
Query: 9  LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
          + P + + G V +PG KS+S+R ++L +++ GTT + + L   D    +   R +G+ +E 
Sbjct: 6  IAPTRGLKGEVTIPGDKSISHRSIMLGSIALGTTEITHFLEGADCLSTIDCFRKMGVEIE 65 
 
 
>gb|EFX33752.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           O157:H7 str. LSU-61] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 102/422 (24%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNTQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
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>ref|ZP_07666170.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Gardnerella 
           vaginalis ATCC 14018] 
          Length = 452 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 89/374 (23%), Positives = 152/374 (40%), Gaps = 38/374 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G +K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G++V+ D A 
Sbjct: 26  KPLNGAIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVNVDVDGA 85 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           A   VV        + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 86  A--GVVSIDASNVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 141 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 142 PIDFHLETLRKLGANVDK---DHEDGIHITAPNGLHGTKIHLPYPSVGATEQTLLAAVLA 198 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKN 247 
                L    IE        P +   + ++++ G  A  S   DR F I+G  K +   N 
Sbjct: 199 EGKTELSGAAIE--------PEIMDLVAVLQKMG--AIISVDVDRTFRIEGVDKLQG-YN 247 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
                D   A+ + + A  T G V ++G     +   + F  V   +G +   T+  +   
Sbjct: 248 HTALTDRIEAASWASAALATHGDVFIKGATQPEM---MTFLNVFRKVGGQFDVTDNGIRF 304 
 
Query: 308 TGPPREPFGRKHLKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                 P G  H  AI  DV+   M D    L V    A G + + +         E    
Sbjct: 305 W----HPGGDLHPVAIETDVHPGFMTDWQQPLVVALTQAKGLSIVHETV------YENRF 354 
 
Query: 366 AIRTELTKLGASVE 379 
                L ++GA ++ 
Sbjct: 355 GFTKPLVQMGAMIQ 368 
 
 
>ref|ZP_06842366.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           Ch1-1] 
 gb|EFG70044.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia sp. 
           Ch1-1] 
          Length = 420 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 68/273 (24%), Positives = 118/273 (43%), Gaps = 27/273 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++    +SG V + G+K+ +  IL    LS     ++N+ + +DV  ML  L  +G 
Sbjct: 2   DKLVIEGGYPLSGEVVVSGAKNAALPILCAGLLSAEPVHLENVPDLQDVRTMLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
           + +E+             G+  +  +K +  +        MR+   +   + A  G+A   
Sbjct: 62  VQIESGD-----------GRVSLNASKVDNLVAPYEMVKTMRASILVLGPLVARFGHARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++  I+  
Sbjct: 111 SLPGGCAIGARPVDQHIKGLQAMGAEITIEHGFIEARAKR------LKGTRI-VTDMITV 163 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +I+     P V     L+   G K E   + DR  I+G   
Sbjct: 164 TGTENLLMAAVLAEGET---VIENAAREPEVGDLAHLLVEMGAKIEGIGT-DRLVIQGVD 219 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
           K    K+  +  D   A  FL   A  GG VT+ 
Sbjct: 220 KLHGAKHTVIP-DRIEAGTFLCAVAAAGGDVTL 251 
 
 
>pdb|1EJC|A Chain A, Crystal Structure Of Unliganded Mura (Type2) 
 pdb|1EJD|A Chain A, Crystal Structure Of Unliganded Mura (Type1) 
 pdb|1EJD|B Chain B, Crystal Structure Of Unliganded Mura (Type1) 
 pdb|1EYN|A Chain A, Structure Of Mura Liganded With The Extrinsic Fluorescence 
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           Probe Ans 
 pdb|1YBG|A Chain A, Mura Inhibited By A Derivative Of 5-Sulfonoxy-Anthranilic 
           Acid 
 pdb|1YBG|B Chain B, Mura Inhibited By A Derivative Of 5-Sulfonoxy-Anthranilic 
           Acid 
 pdb|1YBG|C Chain C, Mura Inhibited By A Derivative Of 5-Sulfonoxy-Anthranilic 
           Acid 
 pdb|1YBG|D Chain D, Mura Inhibited By A Derivative Of 5-Sulfonoxy-Anthranilic 
           Acid 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 99/421 (23%), Positives = 166/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE D     
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLTQLGTKVERD---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +   V  F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDASN--VNNFSAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVTVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_03298160.1| hypothetical protein COLSTE_02082 [Collinsella stercoris DSM 13279] 
 gb|EEA89720.1| hypothetical protein COLSTE_02082 [Collinsella stercoris DSM 13279] 
          Length = 427 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 86/380 (22%), Positives = 148/380 (38%), Gaps = 41/380 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I G V + G+K+ + +++    L+ G T ++N+ N  DVH M   L+ +G  +E     + 
Sbjct: 12  IEGRVCVSGAKNSALKLMAATLLAPGKTTLENVPNISDVHVMGKVLKRMGAVIEV--VDE 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYVLDGVPRMRE 131 
             +++        E   E V          MR+ TA    +    G A   + G   +   
Sbjct: 70  HTLIIDTSAVDSWEAPYELVA--------KMRASTAVMGPLLGRFGCAKIAMPGGCNLGA 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           R I   ++GL+ LG + D    TD   +      GL G  V L  + S      L+MA+  
Sbjct: 122 RKIDMHILGLEALGVEFD----TDHGYIHATAPQGLEGTSVTLEFA-SVGATENLIMASV 176 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     +ID     P +     ++   G +   + +     I+G  +   P    V  
Sbjct: 177 KARGTT---VIDNAAREPEIVDLANMLNEMGARITGAGT-PVVTIEGVDELH-PVTHRVV 231 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
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           GD   A  F+  AA+  G   VE  G       +   +  E MG ++   +  V V     
Sbjct: 232 GDRIEAGTFIVAAALMAGPAGVEVVGFNPHHLGMVIKK-FETMGIQIERIDNGVRV---- 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
              F  +    +D+     P    D+   + V++  A G + I +     + E   M A  
Sbjct: 287 ---FRCEQFAPVDIQTLPFPGFPTDMQAQVMVLSALAQGNSIITE----NIFENRFMFA- 338 
 
Query: 368 RTELTKLGASVEEGPDYCII 387 
            +EL ++GA +     + +I 
Sbjct: 339 -SELVRMGAEIRVEGHHAMI 357 
 
 
>ref|ZP_01386237.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           ferrooxidans DSM 13031] 
 gb|EAT58894.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           ferrooxidans DSM 13031] 
          Length = 423 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 99/413 (23%), Positives = 164/413 (39%), Gaps = 58/413 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           +++V++  + ISG+V   GSK+ S  I+    LS  GT ++ ++ + +D+      L  L 
Sbjct: 2   DKLVIRGGRRISGSVSASGSKNSSLPIIASTLLSGNGTFILHHIPDLQDIKTFTQLLHHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
           G        +   + V  G    +    E V+         MR+   +   + A  G+A  
Sbjct: 62  GAET---SFSGNTLNVTTGNVTSILAPYELVK--------KMRASIYVLGPLLARFGHAR 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIG-GLPGGKVKLSG 176 
             L G      RPI   ++ +++LGA +     F+    P  +++G     P   V  +G 
Sbjct: 111 VSLPGGCAFGPRPIDLHLMAMEKLGARITIETGFIDATAPGGKLHGAHIDFPISSVGATG 170 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           +         LMAA LA G      I    + P +      +   G     + + +   I 
Sbjct: 171 NA--------LMAASLAEGTT---TISNAAAEPEIVTLCHFLTAMGATIRGTGTTE-LEI 218 
 
Query: 237 KGGQKYKSP--KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEM 293 
           +G Q   +   +NA+   D   A   LA AAITGG +TV       L+  + KF       
Sbjct: 219 EGSQSLNAAEFQNAF---DRIEAGTLLAAAAITGGEITVNDVEPEQLKSVLKKFVHA--- 272 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
            G  V  TE SVT+    +       L   D+     P    D+      +   A+G +  
Sbjct: 273 -GCTVETTENSVTLKSSGK-------LIPTDITAKPYPAFPTDMQAQWIALMTQAEGTSH 324 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           I D         ER   I  EL +LGA++E   +  ++  P  L+ T + + D 
Sbjct: 325 ITDKIYH-----ERFNHI-PELNRLGANIEIRKNQAVVHGPRTLSGTKVMSTD 371 
 
 
>ref|ZP_01071728.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni HB93-13] 
 ref|YP_001000542.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 81-176] 
 ref|ZP_02271234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 81-176] 
 ref|ZP_03223121.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni CG8421] 
 ref|YP_002344265.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni NCTC 11168] 
 sp|Q9PP65.1|MURA_CAMJE RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A1VZK1.1|MURA_CAMJJ RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|EAQ60461.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni HB93-13] 
 gb|EAQ72300.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
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           jejuni subsp. jejuni 81-176] 
 emb|CAL34986.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni NCTC 11168] 
 gb|EDZ32379.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni CG8421] 
 gb|EFV05878.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni DFVF1099] 
          Length = 418 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 88/405 (21%), Positives = 168/405 (41%), Gaps = 68/405 (16%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++    +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  LG  V  
Sbjct: 6   IEGTNHLSGNVTISGAKNAALPLIVSSILAKNEVKINNVPNVADIKTLISLLENLGAKV- 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GN 118 
                           F    A         N  IA    +R + A++   G      G+ 
Sbjct: 65  ---------------NFQNNSALLNTNTL--NQTIAKYDIVRKMRASILTLGPLLARFGH 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I 
Sbjct: 108 CEVSLPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGNLKGNEI-LFDKI 160 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFG--VKAEHSDSWDR 233 
           +      ++MAA LA G        KL+++   P V     +++  G  +K   +D  +  
Sbjct: 161 TVTGSENIIMAAALAKGKT------KLLNVAKEPEVVQLCEVLKDAGLEIKGIGTDELE- 213 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            Y   G+  +  + + +     + +Y  AG AIT   +T++    T L         L   
Sbjct: 214 IYGSDGELLEFKEFSVIPDRIEAGTYLCAG-AITNSKITLDKVNATHLSA---VLAKLHQ 269 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG +   TE S+T+  P +E      +K +++  ++ P    D+      +AL A+G +  
Sbjct: 270 MGFETLITEDSITLL-PAKE------IKPVEIMTSEYPGFPTDMQAQFMALALKANGTSI 322 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           I +    R+ E   M    +EL ++GA ++       I   ++LN 
Sbjct: 323 IDE----RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELN 361 
 
 
>ref|ZP_05297647.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Listeria 
           monocytogenes FSL J2-003] 
          Length = 284 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 51/214 (23%), Positives = 92/214 (42%), Gaps = 27/214 (12%) 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     +I+ +   P +      + + G +   + + +   I+G ++  +  
Sbjct: 24  IMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIEGVKELTAT 79 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +++ +  D   A  F+  AAITGG V +E      +         LE MG ++   E  + 
Sbjct: 80  EHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQIIEEENGI 135 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
            V GP +       LKA+DV     P    D+   + V+ + ++G + + + V   R    
Sbjct: 136 RVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTETVFENRFMH 188 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            E M  +  ++   G SV       II+ P KL  
Sbjct: 189 VEEMRRMNADMKIEGHSV-------IISGPAKLQ 215 
 
 
>ref|ZP_07871794.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Listeria 
           marthii FSL S4-120] 
 gb|EFR86704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Listeria 
           marthii FSL S4-120] 
          Length = 284 
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 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 51/214 (23%), Positives = 92/214 (42%), Gaps = 27/214 (12%) 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     +I+ +   P +      + + G +   + + +   I+G ++  +  
Sbjct: 24  IMMAATLAEGTT---VIENVAREPEIVDLANFLNQMGARVIGAGT-EVIRIEGVKELTAT 79 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
           +++ +  D   A  F+  AAITGG V +E      +         LE MG ++   E  + 
Sbjct: 80  EHSIIP-DRIEAGTFMIAAAITGGNVLIEDAVPEHIS---SLIAKLEEMGVQIIEEENGI 135 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
            V GP +       LKA+DV     P    D+   + V+ + ++G + + + V   R    
Sbjct: 136 RVIGPDK-------LKAVDVKTMPHPGFPTDMQSQMMVIQMLSEGTSIMTETVFENRFMH 188 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            E M  +  ++   G SV       II+ P KL  
Sbjct: 189 VEEMRRMNADMKIEGHSV-------IISGPAKLQ 215 
 
 
>ref|ZP_06696044.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecium E1636] 
 gb|EFF22481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Enterococcus 
           faecium E1636] 
          Length = 152 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 41/148 (27%), Positives = 72/148 (48%), Gaps = 13/148 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHYMLGALRTL 63 
           EEI+++   +++GTV++ G+K+    IL  + L+ EG T +DN+    DV  M   +R L 
Sbjct: 2   EEIIVRGGNQLNGTVRIEGAKNAVLPILAASLLAEEGITTLDNVPILSDVFTMNQVIRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            + V+ D+  K  V +    +  +E   E V          MR+   +   + A  G+A  
Sbjct: 62  NVDVDFDE-QKNQVTIDASRQLEIEAPYEYVS--------QMRASIVVMGPLLARNGHAK 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV 148 
             + G   + +RPI   + G + LGA + 
Sbjct: 113 VAMPGGCAIGKRPIDLHLKGFQALGAKI 140 
 
 
>ref|ZP_03289868.1| hypothetical protein CLONEX_02075 [Clostridium nexile DSM 1787] 
 gb|EEA81971.1| hypothetical protein CLONEX_02075 [Clostridium nexile DSM 1787] 
          Length = 430 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 79/345 (22%), Positives = 148/345 (42%), Gaps = 40/345 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T  ++NL +  D++ +L A+  +G 
Sbjct: 2   EQYIIKGGNPLVGEVEIGGAKNAALAILAAAIMTDETVTIENLPDVNDINVLLEAMAGIG 61 
 
Query: 65  LSVE-ADKAAKRAVVVGCGGK-FPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
            +V+  D+   R  + G G + F +E D  ++++        A   L  A+      A   
Sbjct: 62  ATVQRIDRHTVR--INGAGVQDFSIEYDYIKKIR--------ASYYLLGALLGKYRRAEV 111 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS---- 177 
            L G   +  RPI   + G + LGA+V+   G                   KL G+     
Sbjct: 112 ALPGGCNIGSRPIDQHLKGFRALGAEVEIEYGKIIAEAE------------KLEGTHLYF 159 
 
Query: 178 --ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             +S      ++MAA +A G   + I++ +   P+V      +   G   + + + D    
Sbjct: 160 DVVSVGATINVMMAAAMAEG---VTILENVAKEPHVVDVANFLNSMGANIKGAGT-DVIK 215 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           IKG +K    + + +  D   A  F+  AA+T G VTV       L+  +     LE +G 
Sbjct: 216 IKGVEKLHKTEYSIIP-DQIEAGTFMFAAAVTKGDVTVLNVIPKHLEATIA---KLEEIG 271 
 
Query: 296 AKVTWTETSVTVTGPPREPFGR-KHLKAIDVNMNKMPDVAMTLAV 339 
            ++   + +V V    R    + K L       +  P + +TLA+ 
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Sbjct: 272 CEIEEFDDAVRVVAKTRLKHTQVKTLPYPGFPTDMQPQIGVTLAL 316 
 
 
>ref|YP_081035.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 ref|YP_093465.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 ref|ZP_08002335.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2 [Bacillus sp. 
           BT1B_CT2] 
 sp|Q65DU2.1|MURA2_BACLD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 gb|AAU25397.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 gb|AAU42772.1| MurAB [Bacillus licheniformis ATCC 14580] 
 gb|EFV70563.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2 [Bacillus sp. 
           BT1B_CT2] 
          Length = 429 
 
 Score = 42.7 bits (99), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 87/397 (21%), Positives = 162/397 (40%), Gaps = 48/397 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV + G+K+ +  ++    L++ T  ++ L +  D+  +   LR +G +V  +K    
Sbjct: 12  LNGTVHISGAKNSAVALIPATILADSTVTLEGLPHISDILTLRDLLREIGGNVHFEKGEM 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAGGNATYVLDGVP---RMR 130 
                       V D    + + L N  +  +R+    + A  G     + G+P    +  
Sbjct: 72  ------------VVDPAPMISMPLPNGKVKQLRASYYLMGAMLGRFKKAVIGLPGGCHLG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI   + G + LGA+V    G     +R      L G ++ L   +S      +++AA 
Sbjct: 120 PRPIDQHIKGFEALGAEVTNEQGAIY--LRAE---ELKGARIYLD-VVSVGATINIMLAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     +I+     P +     L+   G K + + + D   I+G +     +++ + 
Sbjct: 174 VLAKGRT---VIENAAKEPEIIDVATLLTSMGAKIKGAGT-DVIRIEGVESLHGCRHSII 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D   A  F+  AA  G  V ++    T L+        L  MG ++  +   + + G  
Sbjct: 230 P-DRIEAGTFMIAAASMGQEVLIDNVIPTHLE---SLIAKLREMGVRIEESSEQILMVG- 284 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMV 365 
                G+K LK +D+     P    D+   +  +   A+G + + D + S R K  +    
Sbjct: 285 -----GQKELKPVDLKTLVYPGFPTDLQQPMTSLLTKANGTSVVTDTIYSARFKHID--- 336 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
               EL ++GAS++      IIT P  L    +   D 
Sbjct: 337 ----ELRRMGASMKVEGRSAIITGPAPLQGAKVKASD 369 
 
 
>ref|YP_002921441.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae NTUH-K2044] 
 dbj|BAH65374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Klebsiella 
           pneumoniae subsp. pneumoniae NTUH-K2044] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 102/421 (24%), Positives = 167/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFSALLAEEPVEIQNVPKLKDIDTTMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             V +  G   PV+       +F     + ++++ A++ A G      G     L G    
Sbjct: 70  --VWIDAG---PVD-------VFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S      ++  
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Sbjct: 117 IGARPVDLHISGLEQLGAEIKLEEGY----VKASVSGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     S DR  I+G Q+        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLNALGAKITGQGS-DRITIEGVQRLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKILCRNAQPDTL--DAVLAK-LRDAGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                 P      KA++V     P    D+     ++ L A+G   I +          R 
Sbjct: 283 DMHGNRP------KAVNVRTAPHPGFPTDMQAQFTLLNLVAEGTGVITETIF-----ENR 331 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
            + I  EL ++GA  E   +  I    + L+   +    D R + +  LA C     TI  
Sbjct: 332 FMHI-PELIRMGAHAEIESNTAICHGVKLLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|YP_865138.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Magnetococcus 
           sp. MC-1] 
 sp|A0L6Y9.1|MURA_MAGSM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABK43732.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Magnetococcus 
           sp. MC-1] 
          Length = 419 
 
 Score = 42.7 bits (99), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 91/375 (24%), Positives = 153/375 (40%), Gaps = 49/375 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I+++    + GT+ + G+K+     L    L+E T  + N+ +  DV  ML  L   G 
Sbjct: 2   DKILVRGGNTLKGTIPISGAKNACLPELAATLLTEDTVTLRNVPHLRDVTTMLELLGQHG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
            ++  D+  K  V + C     +++      L        +R++ A+V   G      G+ 
Sbjct: 62  AAITIDE--KLGVSIDCK---SIQNTMAPYDL--------VRTMRASVLVMGPLVARCGH 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RPI   + GL+ +GA V    G     VR+   G L G  +     + 
Sbjct: 109 AEISLPGGCAIGSRPINLHLRGLEMMGAHVTLEDGY----VRIKA-GRLKGAHIVFD-LV 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      LLMAA LA G   I I+D   + P V     L+   G K + + +  R      
Sbjct: 163 TVTGTENLLMAATLADG---ITILDNAAAEPEVVDLANLLMAMGAKIDGAGT--RTITIE 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAK 297 
           G K     +  +  D      F+  AA+TGG +T+ G     L+  + K  E     G + 
Sbjct: 218 GVKNLHGTSHDILPDRIETGTFMVAAAVTGGDITMTGTYPALLEAHIAKMREA----GCQ 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   + ++ V    R   G   L+A+D+     P    D+   + V+   A G   I++  
Sbjct: 274 IDEMDRAIRV----RAEAGT--LRAVDITTLPHPGFPTDLQAQMMVLLTVAKGAAQIKET 327 
 
Query: 354 A----SWRVKETERM 364 
                   V E +RM 
Sbjct: 328 IFENRFMHVSELQRM 342 
 
 
>ref|YP_002522434.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermomicrobium 
           roseum DSM 5159] 
 gb|ACM05065.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thermomicrobium 
           roseum DSM 5159] 
          Length = 424 
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 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 104/441 (23%), Positives = 173/441 (39%), Gaps = 54/441 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +   +  A L+E   V++N+   EDV  M   LR LG  V+ D     
Sbjct: 18  LRGRVAIGGAKNAALPAMAAALLTEEECVLENVPLLEDVVVMTELLRALGAEVDLDTERH 77 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMRE 131 
           R  +        +E  +   +L        MR+   +T  + A  G A  +  G  ++   
Sbjct: 78  RVRIRAA----DIESFEPPPELV-----ARMRASFLVTGPLLARFGRARSIPPGGCQLGS 128 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI----GGLPGGKVKLSGSISSQYLSALL 187 
           RP+   + G ++ GA V+         V  +G     G L G ++ +    S      LL 
Sbjct: 129 RPVDVDLRGFRKFGAQVE---------VTESGFELRSGRLRGCEIYMDYP-SHTGTENLL 178 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G      I    + P +    ++++  G +  +     R  ++G  + +  +  
Sbjct: 179 MAACLAQGTT---TILNAAAEPEIVNLGQILQDMGARI-NGLGTSRIVVQGVDRLRGYR- 233 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           A V  D   A      AAIT G V ++      +         L   GA+V W+E+S+ V 
Sbjct: 234 ASVLPDRLEAGTLAIAAAITHGEVILDHVREADM---APLTHKLREAGAEVWWSESSMLV 290 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
             P         L A ++     P    D+    AV+   A G + I + V + R++ T  
Sbjct: 291 RAP-------GPLYATEIQALPFPGFPTDLQAAFAVLMTQAQGRSRIFERVFNDRLRYT- 342 
 
Query: 363 RMVAIRTELTKLGASVEE-GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 421 
                 +EL ++GA +E       II  P KL  TA+   D    A        AE     
Sbjct: 343 ------SELQRMGARIELIDRQQAIIEGPVKLQGTAVRALDIRSGACLVLAGLVAEGETI 396 
 
Query: 422 IRDPGCTRKTFPDYFDVLSTF 442 
           + +    R+ + D    L+   
Sbjct: 397 VLEAHHLRRGYEDLVGKLAAL 417 
 
 
>ref|YP_219597.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydophila 
           abortus S26/3] 
 sp|Q5L6U5.1|MURA_CHLAB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAH63626.1| putative peptidoglycan synthesis protein [Chlamydophila abortus 
           S26/3] 
          Length = 444 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 91/381 (23%), Positives = 154/381 (40%), Gaps = 58/381 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+   V+ N+ +  DV   +   R+LG  V  DK A+ 
Sbjct: 12  LEGSVRVSGAKNSTTKLLVASLLSDRKCVLRNVPDIGDVRLTVELCRSLGSIVHWDKQAE 71 
 
Query: 75  RAVVVGCGGKFPVEDAK----EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
              +           A+      + + L  A +A       V   GG+A         +  
Sbjct: 72  VIEIHTPEIHMSEVSAQFSRVNRIPILLLGALLARCPEGVVVPCVGGDA---------IG 122 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
           ER +     GL+QLGA V      D    +     GL G  + L    S      L++A+ 
Sbjct: 123 ERTLNFHFEGLEQLGAKV----AYDGHGYQAAAPKGLIGAYITLPYP-SVGATENLILAS 177 
 
Query: 191 PLALGD-------VEIEIIDKLISIPY--VEMTL---RLMERFGVKAEHSDSWDRFYIKG 238 
             A G        +E+EI+D ++ +    VE+T    R +E FG         + FY    
Sbjct: 178 VRAQGRTIIKNAALEVEILDLILFLQKAGVEITTDNDRTIEIFGC--------EDFY--- 226 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
                   + +V  D   A+ F   A +TGG V VE      +   + F + L  +G    
Sbjct: 227 ------EVDHWVIPDKIEAASFGMAAVLTGGRVFVENAEQHLM---IPFLKTLRSIGGGF 277 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 358 
           + TET +       EP     +   DV+   + D     +V+   A+G + I +       
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Sbjct: 278 SVTETGIEFF--YNEPLKGGVVLETDVHPGFLTDWQQPFSVLLSQAEGSSVIHETV---- 331 
 
Query: 359 KETERMVAIRTELTKLGASVE 379 
               R+  +R  L K+GA+ E 
Sbjct: 332 -HENRLGYLRG-LQKMGANCE 350 
 
 
>ref|ZP_04081432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar pulsiensis BGSC 4CC1] 
 ref|ZP_04093299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar pondicheriensis BGSC 4BA1] 
 ref|ZP_04099366.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar andalousiensis BGSC 4AW1] 
 ref|ZP_04225469.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-42] 
 ref|ZP_04286905.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus ATCC 4342] 
 ref|ZP_04292166.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus R309803] 
 gb|EEK76146.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus R309803] 
 gb|EEK81600.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus ATCC 4342] 
 gb|EEL42823.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-42] 
 gb|EEM68923.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar andalousiensis BGSC 4AW1] 
 gb|EEM75004.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar pondicheriensis BGSC 4BA1] 
 gb|EEM86804.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar pulsiensis BGSC 4CC1] 
          Length = 419 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 70/276 (25%), Positives = 105/276 (38%), Gaps = 34/276 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G  K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L ADG + I +         V+E  RM A 
Sbjct: 294 SQMMALLLQADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|YP_003985434.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Gardnerella 
           vaginalis ATCC 14019] 
 gb|ADP38411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Gardnerella 
           vaginalis ATCC 14019] 
          Length = 459 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 89/374 (23%), Positives = 152/374 (40%), Gaps = 38/374 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G +K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G++V+ D A 
Sbjct: 33  KPLNGAIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVNVDVDGA 92 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
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           A   VV        + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 93  A--GVVSIDASNVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 148 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 149 PIDFHLETLRKLGANVDK---DHEDGIHITAPNGLHGTKIHLPYPSVGATEQTLLAAVLA 205 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKN 247 
                L    IE        P +   + ++++ G  A  S   DR F I+G  K +   N 
Sbjct: 206 EGKTELSGAAIE--------PEIMDLVAVLQKMG--AIISVDVDRTFRIEGVDKLQG-YN 254 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
                D   A+ + + A  T G V ++G     +   + F  V   +G +   T+  +   
Sbjct: 255 HTALTDRIEAASWASAALATHGDVFIKGATQPEM---MTFLNVFRKVGGQFDVTDNGIRF 311 
 
Query: 308 TGPPREPFGRKHLKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                 P G  H  AI  DV+   M D    L V    A G + + +         E    
Sbjct: 312 W----HPGGDLHPVAIETDVHPGFMTDWQQPLVVALTQAKGLSIVHETV------YENRF 361 
 
Query: 366 AIRTELTKLGASVE 379 
                L ++GA ++ 
Sbjct: 362 GFTKPLVQMGAMIQ 375 
 
 
>ref|ZP_08096119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Planococcus 
           donghaensis MPA1U2] 
 gb|EGA88255.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Planococcus 
           donghaensis MPA1U2] 
          Length = 432 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 93/400 (23%), Positives = 161/400 (40%), Gaps = 47/400 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++I+++  +++ G V++ G+K+    +L  A L S G +++  + N  DV+ +   LR+L 
Sbjct: 2   DQIIVKGGQKLKGKVRVEGAKNAVLPVLAGALLASNGKSIIKEVPNLADVYTIQEVLRSL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
            ++VE     K  +++        E   E V+         MR+   +   V A  G A  
Sbjct: 62  NVTVEY-FPEKNEMMIDASATLSSEAQFEYVR--------KMRASILVMGPVLARNGFAR 112 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RPI   + G + +GA +    G      + N  G L G K+ L    S  
Sbjct: 113 VALPGGCAIGSRPIDQHLKGFEAMGASIT--FGNGFVEAKTN--GRLRGAKIYLDFP-SV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     II+     P +      +   G +   + + D   I+G + 
Sbjct: 168 GATENIMMAAALAEGTT---IIENAAKEPEIVDVANYINEMGGRVIGAGT-DTMRIEGVE 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVT 299 
           +     + Y+  D   A  F+  AAIT G V +E      +   + K  E    MG  +  
Sbjct: 224 EMHGATH-YIIPDRVEAGTFMVAAAITEGDVIIENAVPEHMAALISKMGE----MGVDIK 278 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VA 354 
            TE  + +          + L++ID+     P    D+   +  + L A G   + + V  
Sbjct: 279 ETEEGLRIR-------SNRPLRSIDIKTMPHPGFPTDMQSQMMSLMLTATGNGILTETVF 331 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             R    E       E  ++ ASV+      I+  P KL  
Sbjct: 332 ENRFMHVE-------EFRRMNASVKIEGRSVIMEGPSKLQ 364 
 
 
>ref|YP_003245915.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. Y412MC10] 
 gb|ACX68108.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. Y412MC10] 
          Length = 449 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 89/348 (25%), Positives = 143/348 (41%), Gaps = 39/348 (11%) 
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Query: 13  KEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           K ++G+VK+ G+K+    I+  + L E G +V+ +    +DV  +   L +LG  +     
Sbjct: 11  KRLTGSVKVSGAKNSVLPIIAASLLGEVGESVIIDAPPLDDVITISKVLESLGAGITYQD 70 
 
Query: 72  AAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              R     +  C  + P E  ++    FL    +  R     ++  GG A          
Sbjct: 71  EVIRVNAEHITTC--EAPYEWVRKMRASFLVMGPLLARCGRTRISLPGGCA--------- 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RPI   + G + LGA++   LG      + NG   L G KV L  + S      ++M 
Sbjct: 120 IGTRPIDQHLKGFEALGAEIS--LGQGYIEAKSNG--RLRGAKVYLDVA-SVGATENIMM 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +      +   G K   + +     I+G +K    K+  
Sbjct: 175 AATLAEGTT---VIENAAKEPEIVDLANYLNAMGAKVRGAGT-GVIRIEGVEKMHGVKHN 230 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D   A  F+A AAITGG V VEG     L G V     +E MG  V   E  + V  
Sbjct: 231 VIP-DRIEAGTFMAAAAITGGDVYVEGAIADHL-GPV--ISKMEEMGITVEPDENGIRV- 285 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
                    K LK++DV     P    D+   +  + L ++G + + + 
Sbjct: 286 ------IADKPLKSVDVKTLPYPGFPTDMQSQMMALLLVSEGTSVVTE 327 
 
 
>ref|ZP_00121228.1| COG0766: UDP-N-acetylglucosamine enolpyruvyl transferase 
           [Bifidobacterium longum DJO10A] 
 ref|NP_696432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum NCC2705] 
 ref|YP_001955543.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum DJO10A] 
 ref|YP_003662100.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JDM301] 
 ref|YP_004001123.1| mura [Bifidobacterium longum subsp. longum BBMN68] 
 ref|ZP_07941977.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           sp. 12_1_47BFAA] 
 ref|YP_004209753.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis 157F] 
 gb|AAN25068.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum NCC2705] 
 gb|ACD99045.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Bifidobacterium 
           longum DJO10A] 
 gb|ADH01270.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. longum JDM301] 
 gb|ADQ02554.1| MurA [Bifidobacterium longum subsp. longum BBMN68] 
 gb|EFV36998.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           sp. 12_1_47BFAA] 
 dbj|BAJ71975.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis 157F] 
          Length = 441 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 52/194 (26%), Positives = 85/194 (43%), Gaps = 22/194 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ V+ D A 
Sbjct: 15  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVDVDGA 74 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-------FLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
               +V     +  + D  +   L        L +  +  R   A + A GG A       
Sbjct: 75  --NGIVTIDASRVQLADVADVDTLSGSSRIPILFSGPLVHRLGEAFIPALGGCA------ 126 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   +  L++LGA VD         + +    GL G K+ L    S       
Sbjct: 127 ---IGGRPIDFHLETLRKLGATVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQ 179 
 
Query: 186 LLMAAPLALGDVEI 199 
            L+AA LA G  E+ 
Sbjct: 180 TLLAAVLAEGKTEL 193 
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>ref|YP_003933214.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Pantoea vagans 
           C9-1] 
 gb|ADO11765.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Pantoea vagans 
           C9-1] 
          Length = 419 
 
 Score = 42.4 bits (98), Expect = 0.13,   Method: Compositional matrix adjust. 
 Identities = 99/422 (23%), Positives = 167/422 (39%), Gaps = 53/422 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+  +Q    +SG V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG 
Sbjct: 2   EKFRVQGPTRLSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLSQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE +            G   V+ +   V +F     + ++++ A++ A G      G  
Sbjct: 62  AKVERN------------GSVHVDASA--VDVFCAPYDL-VKTMRASIWALGPLVARFGQ 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   I 
Sbjct: 107 GQVSLPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGALIVMD-KI 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++ AA LA G     +I+     P +  T   +   G K   + S D+  I+G 
Sbjct: 162 SVGATVTIMSAATLATGTT---VIENAAREPEIVDTANFLNTLGAKISGAGS-DKITIEG 217 
 
Query: 239 GQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            ++       Y V  D      FL  AAI+GG V        +L  D   A+ L   GA  
Sbjct: 218 VERLGG--GVYTVLPDRIETGTFLVAAAISGGKVMCHKTQPDTL--DAVLAK-LRDAGAD 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA++V     P    D+     ++ + A+G   I +  
Sbjct: 273 IETGEDWISLDMHGKRP------KAVNVRTAPHPGFPTDMQAQFTLLNMVAEGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
                    R + I  EL ++G   E   +  I    E L+   +    D R + +  LA 
Sbjct: 327 IF-----ENRFMHI-PELIRMGGHAEIESNTAICHGVETLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 AC 415 
            C 
Sbjct: 380 GC 381 
 
 
>ref|ZP_04067878.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis IBL 4222] 
 ref|ZP_04074933.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis IBL 200] 
 ref|ZP_04104971.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar berliner ATCC 10792] 
 ref|ZP_04129402.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar sotto str. T04001] 
 ref|ZP_04135922.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar thuringiensis str. T01001] 
 ref|ZP_04142296.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis Bt407] 
 gb|EEM26036.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis Bt407] 
 gb|EEM32371.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar thuringiensis str. T01001] 
 gb|EEM38912.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar sotto str. T04001] 
 gb|EEM63361.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar berliner ATCC 10792] 
 gb|EEM93338.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis IBL 200] 
 gb|EEN00393.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis IBL 4222] 
          Length = 419 
 
 Score = 42.4 bits (98), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 70/276 (25%), Positives = 105/276 (38%), Gaps = 34/276 (12%) 
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Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G  K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L ADG + I +         V+E  RM A 
Sbjct: 294 SQMMALLLQADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|YP_002361756.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylocella 
           silvestris BL2] 
 sp|B8ESQ9.1|MURA_METSB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACK50394.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Methylocella 
           silvestris BL2] 
          Length = 429 
 
 Score = 42.4 bits (98), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 101/423 (23%), Positives = 176/423 (41%), Gaps = 58/423 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           +E++G +++ G+K+ +  +++ + L+  T  +DNL N  DV+ +L  L   G+    D   
Sbjct: 10  QELNGVIQISGAKNAALPLMIASLLTAETLTLDNLPNLADVNMLLRILGHHGVDHSVD-- 67 
 
Query: 73  AKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIA-MRS---LTAAVTAAGGNATYVLDGVP 127 
             R +        PV   A++ V        ++ MR+   + A + A  G A   L G   
Sbjct: 68  -GRRLGAAPNASRPVHLTARDIVDTTAPYELVSKMRASFWVIAPLLARMGEAKVSLPGGC 126 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+  L++ L++LGA V+   G     V      GL G ++K    ++       L 
Sbjct: 127 AIGTRPVDLLIMALEKLGASVEIEAGY----VHAKAPKGLRGAEIKFP-KVTVGGTHTAL 181 
 
Query: 188 MAAPLALGDVEI-------EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
           MAA LA G   I       E++D  ++   V+M  R      +K       D   ++G   
Sbjct: 182 MAASLAHGHTRIVNAAREPEVVD--LAECLVKMGAR------IKGAGQSVID---VEGVA 230 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           +     +  +     + +Y +A AA+ GG V +EG     LQ  +   +VL   GA V   
Sbjct: 231 RLNGASHRVLPDRIEAGTYAIA-AAMAGGDVMLEGAEAGLLQSAL---DVLVEAGATVNV 286 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
               + V    R   G   L  +D+     P    D+      +   A G +         
Sbjct: 287 VNEGIRVQ---RNGAG---LMPVDIVTAPFPGFPTDLQAQFMALMTKAKGQS-------- 332 
 
Query: 357 RVKET---ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
           R+ ET    R + ++ EL +LGA +    D  ++   E+L    +    D R +++  +A 
Sbjct: 333 RITETIFENRFMHVQ-ELARLGAHIRLDGDVALVDGVERLEGAPV-MATDLRASVSLVIA 390 
 
Query: 414 ACA 416 
           A A 
Sbjct: 391 ALA 393 
 
 
>ref|YP_250171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           jeikeium K411] 
 sp|Q4JXA4.1|MURA_CORJK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
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           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAI36553.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           jeikeium K411] 
          Length = 418 
 
 Score = 42.4 bits (98), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 103/439 (23%), Positives = 165/439 (37%), Gaps = 53/439 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +K+ G+K+   +++  A L+ GTT++ N     DV YM   LR LG  VE D     
Sbjct: 13  LQGAIKVSGAKNSVLKLMSAALLAPGTTMLTNCPEIADVPYMAEVLRGLGCEVELDGDVV 72 
 
Query: 75  RAVV---VGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNATYVLDGVP 127 
           R      +     F      E V+ F  +  +      R   A V   GG+A         
Sbjct: 73  RITTPESIEYNADF------EAVRQFRASVAVLGPLTSRCHKARVALPGGDA-------- 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+     GL+ LGA      G       V     L G ++KL    S      +L 
Sbjct: 119 -IGSRPLDMHQSGLELLGATTKIEHG-----CLVAEAEELRGAQIKLDFP-SVGATENIL 171 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G      +D     P +     ++   G K + + S +   ++G  +  +P + 
Sbjct: 172 TAAVLAEGTT---TLDNAAREPEIVDLCNMLVAMGAKIDGAGS-NTITVEGVDRL-NPVD 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD   A  +   AA+T G +TV G     L       E L++ GA+V    T   V 
Sbjct: 227 HEVVGDRIVAGTWAYAAAMTRGDITVGGIDPQHLH---LVLEKLKLAGAQVETYPTGFRV 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               R        KA+D      P     L  +A+      A+  V+      TE +    
Sbjct: 284 VQNERP-------KAVDYQTLPFPGFPTDLQPMAI------ALCTVSEGMSVITENIFES 330 
 
Query: 368 R----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           R     E+ +LGA       + +I   E+L+   + + D    A        A+    +  
Sbjct: 331 RFRFVDEMMRLGADASIDGHHVVIRGREQLSSAPVWSSDIRAGAGLVLAGLVADGKTEVH 390 
 
Query: 424 DPGCTRKTFPDYFDVLSTF 442 
           D     + +P++ + L +  
Sbjct: 391 DVYHIDRGYPEFPEQLRSL 409 
 
 
>gb|EGC09171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia 
           fergusonii B253] 
          Length = 419 
 
 Score = 42.4 bits (98), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 101/427 (23%), Positives = 167/427 (39%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            + +              V     +V +F     + ++++ A++ A G      G      
Sbjct: 66  RNGS--------------VHIDAHDVNVFCAPYEL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCSIGARPVDLHISGLEQLGATIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K       DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLVTLGAKIS-GQGTDRITIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIETG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           +  +++    + P      KA++V     P    D+     ++ L A+G   I +      
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Sbjct: 277 DDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              TI D 
Sbjct: 384 EGTTIVD 390 
 
 
>ref|ZP_05785274.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Silicibacter 
           lacuscaerulensis ITI-1157] 
 gb|EEX08390.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Silicibacter 
           lacuscaerulensis ITI-1157] 
          Length = 421 
 
 Score = 42.4 bits (98), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 96/409 (23%), Positives = 163/409 (39%), Gaps = 42/409 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G + + G+K+    ++    LSE    + N     D+  M   L++LG  V A +  + 
Sbjct: 12  LHGQIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIKTMTALLQSLGAEVSALQDGQ 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
             V+           A  E+   +  + + +  L A      G A   L G   +  RP+ 
Sbjct: 72  --VLAMSSHDLTSHTADYEIVRKMRASNLVLGPLLARF----GQAVVSLPGGCAIGARPM 125 
 
Query: 135 GDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
              + GL+ LGA++   D +L    P       GGL G   ++  + S      ++MAA  
Sbjct: 126 DLHIEGLEALGAEIELKDGYLHAKAP-------GGLKGAVHEMRFA-SVGATENIVMAAT 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G     ++      P +   ++ + + G + +  +      I+G  +     +  V  
Sbjct: 178 LAKGTT---VLKNAAREPEIVDLVQCLRKMGAQIQ-GEGTSTIEIQGVDRLHGATHQVVT 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
                 +Y LA  AI GG V + G G  SL     F E L   G  V  TE  + V+    
Sbjct: 234 DRIELGTYMLA-PAICGGEVELLG-GRLSLVES--FVEKLTAAGVDVEETEAGLKVS--- 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               GR  ++A+DV     P    D+   +  +   ADG + + +    R+ E   M A  
Sbjct: 287 -RRNGR--VRAVDVVTEPFPGFPTDLQAQMMALMCTADGVSVLEE----RIFENRFMHA- 338 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
             EL ++GA +E       +T  E+L    +    D R +++  LA  A 
Sbjct: 339 -PELVRMGAQIEVHGGTATVTGVERLKGAPV-MATDLRASVSLILAGLA 385 
 
 
>ref|ZP_06488982.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           campestris pv. musacearum NCPPB4381] 
          Length = 424 
 
 Score = 42.4 bits (98), Expect = 0.14,   Method: Compositional matrix adjust. 
 Identities = 95/400 (23%), Positives = 160/400 (40%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  +      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQIAPYELVRTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGAD+    G     ++    G L G +      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGADISVENGY----IKATSNGRLKGSRYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRIVVQG 224 
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Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L  D    ++ E  GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETL--DAVLDKLTE-AGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>gb|ADZ43948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Yersinia 
           enterocolitica subsp. palearctica 105.5R(r)] 
          Length = 422 
 
 Score = 42.4 bits (98), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 100/431 (23%), Positives = 171/431 (39%), Gaps = 58/431 (13%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG+ +E 
Sbjct: 6   VQGRTRLSGEVTISGAKNAALPILFAALLAEDPVELQNVPKLKDIDTTIKLLSQLGVKIE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            D A+    V   G           V  F     + ++++ A++ A G      G      
Sbjct: 66  RDAASGSVFVDASG-----------VDEFCAPYDL-VKTMRASIWALGPLVARFGKGQVS 113 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QL A++    G     V+ +  G L    + +   +S    
Sbjct: 114 LPGGCAIGARPVDLHITGLEQLSAEIKLEEGY----VKASVNGRLKAAHIVMD-KVSVGA 168 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     +I+     P +  T   +   G K   + + DR  I+      
Sbjct: 169 TVTIMSAATLAEGTT---VIENAAREPEIVDTANFLNTLGAKITGAGT-DRITIEGVARL 224 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AAI+GG V        +L  D   A++ E  GA  
Sbjct: 225 GGGVYR------VLPDRIETGTFLVAAAISGGKVVCRQTRPDTL--DAVLAKLRE-AGAD 275 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA+ +     P    D+    +++ L A+G   I +  
Sbjct: 276 IEVGDDWISLDMHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGTGVITET 329 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    ++L+   +    D R + +  LA 
Sbjct: 330 ----IFENRFMHV--PELIRMGAHAEIESNTVICYGVKQLSGAQV-MATDLRASASLVLA 382 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 383 GCIADGVTIVD 393 
 
 
>ref|ZP_03324899.1| hypothetical protein BIFCAT_01708 [Bifidobacterium catenulatum DSM 
           16992] 
 gb|EEB21050.1| hypothetical protein BIFCAT_01708 [Bifidobacterium catenulatum DSM 
           16992] 
          Length = 467 
 
 Score = 42.4 bits (98), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 51/187 (27%), Positives = 84/187 (44%), Gaps = 8/187 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ GT+V+ N+    DVH +   LR  G+ V  D   
Sbjct: 41  KPLNGTIKVRGAKNFVSKAMVAALLAPGTSVLKNVPEIRDVHVVSDLLRLHGVDVTVD-- 98 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV        + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 99  GDHGVVTIDATNVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 156 
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Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI   +  L++LGA+VD         + +    GL G K+ L    S       L+AA L 
Sbjct: 157 PIDFHLETLRKLGANVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQTLLAAVL 212 
 
Query: 193 ALGDVEI 199 
           A G  E+ 
Sbjct: 213 AEGKTEL 219 
 
 
>gb|EFX83906.1| hypothetical protein DAPPUDRAFT_315300 [Daphnia pulex] 
          Length = 412 
 
 Score = 42.4 bits (98), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 80/337 (23%), Positives = 134/337 (39%), Gaps = 52/337 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ +Q    + G + + G+K+ +  ++    L+E + V+DNL    D        +T   
Sbjct: 2   DKVRIQGKASLHGVISIEGAKNAALPLMAACLLTEDSVVLDNLPYLHDK-------KTAS 54 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
              +  K ++           P +  ++     L    +  RS  A V+  GG A      
Sbjct: 55  FQAQTIKTSQA----------PYDIVRKMRASILVLGPLLARSGEAIVSLPGGCA----- 99 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
               +  RP+   + GL+ LGA++   D ++    P        GL G +      IS   
Sbjct: 100 ----IGARPVDIHIRGLEALGAEITLEDGYIQARAPR-------GLQGRRYTFP-KISVT 147 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               LLMA+ LA G  E+    +    P V      +   G + E   + D   I+G  + 
Sbjct: 148 GTENLLMASVLAKGTTELIHAARE---PEVVDLAHFLNHMGARIEGIGT-DTLVIEGVSR 203 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 + +     + +Y +A AAITGG + +EG   TSL      + VLE MG ++    
Sbjct: 204 LHGTTYSVLPDRIETGTYLIA-AAITGGELFLEG---TSLNLLPSVSSVLERMGIQLEER 259 
 
Query: 302 ETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVAMTL 337 
           +  + V   PPRE  G      ID+     P  A  L 
Sbjct: 260 QGGIWVKSPPPRELLG------IDIVTEPFPGFATDL 290 
 
 
>ref|ZP_03977045.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 55813] 
 ref|ZP_04663940.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis CCUG 52486] 
 gb|EEI80417.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 55813] 
 gb|EEQ56037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis CCUG 52486] 
          Length = 447 
 
 Score = 42.4 bits (98), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 52/194 (26%), Positives = 85/194 (43%), Gaps = 22/194 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ V+ D A 
Sbjct: 21  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVDVDGA 80 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-------FLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
               +V     +  + D  +   L        L +  +  R   A + A GG A       
Sbjct: 81  --NGIVTIDASRVQLADVADVDTLSGSSRIPILFSGPLVHRLGEAFIPALGGCA------ 132 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   +  L++LGA VD         + +    GL G K+ L    S       
Sbjct: 133 ---IGGRPIDFHLETLRKLGATVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQ 185 
 
Query: 186 LLMAAPLALGDVEI 199 
            L+AA LA G  E+ 
Sbjct: 186 TLLAAVLAEGKTEL 199 
 
 
>ref|ZP_03305252.1| hypothetical protein ANHYDRO_01690 [Anaerococcus hydrogenalis DSM 
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           7454] 
 gb|EEB35506.1| hypothetical protein ANHYDRO_01690 [Anaerococcus hydrogenalis DSM 
           7454] 
          Length = 426 
 
 Score = 42.4 bits (98), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 68/278 (24%), Positives = 115/278 (41%), Gaps = 21/278 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E +V++    + G V + G+K+ +  IL  + L+    ++D +   +D+  M+  L 
Sbjct: 1   MNNEEILVVRKNGPLHGEVYISGAKNSALPILAASLLASEEVILDEVPKLKDIEVMVEIL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           R+L   VE        +      KF  P E   +    F+   G  +     AVT A G  
Sbjct: 61  RSLNAKVEYLTETTLKIDSSNVNKFETPFELMDKMRASFI-VMGPLLSKFGHAVTKAPGG 119 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
                     + +RPI   + G + LGA        +   +      GL G  + L     
Sbjct: 120 CN--------IGKRPIDLHLKGFEALGAKTTM----NNEEISSKAKNGLKGEVIYLDFP- 166 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++MAA LA G+    +I+     P +      + + G K   + + +   IKG 
Sbjct: 167 SVGATENIMMAATLAEGET---VIENAAKEPEIVDLASFLSKMGAKITGAGTSN-IIIKG 222 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 276 
            +K +  ++  V     +A+Y LA AAITGG +TV+   
Sbjct: 223 VEKLRGTRHTIVPDRIEAATYMLA-AAITGGDITVKNV 259 
 
 
>ref|YP_001619798.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sorangium 
           cellulosum 'So ce 56'] 
 sp|A9GD73.1|MURA_SORC5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAN99318.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sorangium 
           cellulosum 'So ce 56'] 
          Length = 422 
 
 Score = 42.4 bits (98), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 95/377 (25%), Positives = 156/377 (41%), Gaps = 50/377 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K +SG +++ G+K+ +  IL    LS+G +++ N+    D+      LR LG +VE     
Sbjct: 10  KPLSGKIRISGAKNAALPILCATLLSDGESLLRNVPALRDIETTSALLRFLGRNVE---T 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
           A   V VG G     E   E V+    +  +        + A  G A   L G  ++  R 
Sbjct: 67  APPLVKVGAGDNVRPEAPYELVKQMRASVMV-----LGPLLARFGRAKVSLPGGCQIGTR 121 
 
Query: 133 PIGDLVVGLKQLGADVDC---FLGTDCPPVR-VNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           P+   + GL+ LGA +     ++  +C  +R    +  LP     ++G+        L+M 
Sbjct: 122 PVDQHLKGLEALGATIRLSRGYIVAECKRLRGAEVVFDLP----TVTGT------ENLMM 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G      +      P VE   R++ + G +   + + D  +I+G  + + P +  
Sbjct: 172 AAALAKGRT---TLVNCAREPEVEELGRVLNKMGARVSGAGT-DVIHIEGADELE-PFDH 226 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D   A  ++  AA  GG V +E      L+     A  L   G +V      V V  
Sbjct: 227 AIISDRIEAGTYMVAAAAAGGDVLIENAPLEDLEA---VAAKLRQAGVEVGREGDCVRVR 283 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET--E 362 
              RE  GR  L+A+DV     P    D+     V+   A G        + R+ ET  E 
Sbjct: 284 ---RE--GRP-LRAVDVTTAPHPGFPTDMQAQFMVLMCLAQG--------TSRIVETIFE 329 
 
Query: 363 RMVAIRTELTKLGASVE 379 
                  EL ++GA ++ 
Sbjct: 330 NRFMHVPELARMGAHID 346 
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>ref|ZP_03927904.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           urogenitalis DSM 15434] 
 gb|EEH65244.1| possible 3-phosphoshikimate 1-carboxyvinyltransferase [Actinomyces 
           urogenitalis DSM 15434] 
          Length = 180 
 
 Score = 42.4 bits (98), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 47/146 (32%), Positives = 68/146 (46%), Gaps = 24/146 (16%) 
 
Query: 99  GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD--- 155 
           G AG  MR +     AA  +A  + DG    R RP+  L+  L QLGA +  +LG +    
Sbjct: 22  GLAGTVMRFVPP--LAALADAPVLFDGDDGARLRPLSPLLDSLTQLGASL-TYLGREGHL 78 
 
Query: 156 ----CP-PVRVN-------GIG------GLPGGKVKLSGSISSQYLSALLMAAPLALGDV 197 
                P PVR +       G G      G+P   V +  S SSQ+LSALL+   L  G + 
Sbjct: 79  PVVVSPAPVRPHPAATAPLGQGPAESSPGVPTTCVSVDASGSSQFLSALLLVGSLLPGGL 138 
 
Query: 198 EIEIIDKLISIPYVEMTLRLMERFGV 223 
            +     + S+P+V MT+  +   G+ 
Sbjct: 139 SVTPTGAVPSLPHVAMTVASLRERGL 164 
 
 
>ref|ZP_04326074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus m1293] 
 gb|EEK42276.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus m1293] 
          Length = 419 
 
 Score = 42.4 bits (98), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 70/276 (25%), Positives = 105/276 (38%), Gaps = 34/276 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G  K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L ADG + I +         V+E  RM A 
Sbjct: 294 SQMMALLLQADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|ZP_04236505.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-28] 
 gb|EEL31789.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock3-28] 
          Length = 419 
 
 Score = 42.4 bits (98), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 72/283 (25%), Positives = 104/283 (36%), Gaps = 48/283 (16%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHS-------DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 271 
              G K   +       +  D+ Y  GG     P       D   A  F+  AAITGG + 
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Sbjct: 186 NAMGAKVRGAGTGTIRIEGVDKLY--GGNHSIIP-------DRIEAGTFMVAAAITGGDI 236 
 
Query: 272 TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 331 
            +E      L+        +E MG K+      V V GP +       LKA+D+     P 
Sbjct: 237 LIENAVPEHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHP 286 
 
Query: 332 ----DVAMTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
               D+   +  + L ADG + I +         V+E  RM A 
Sbjct: 287 GFPTDMQSQMMALLLQADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|YP_004097013.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           cellulosilyticus DSM 2522] 
 gb|ADU32282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           cellulosilyticus DSM 2522] 
          Length = 441 
 
 Score = 42.4 bits (98), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 94/404 (23%), Positives = 165/404 (40%), Gaps = 41/404 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  + ++GTV++ G+K+    ++  + L S+G + + ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGRRLNGTVRVEGAKNAVLPVIAASILASKGKSNIYDVPALADVYTINEVLRNL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              VE D      + V        E   E V+    +  + M  L A V    G+A   L 
Sbjct: 62  NAEVEYDNGH---ITVDAEKTLNTEAPFEYVRKMRASF-LVMGPLLARV----GHARIAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + +GA+V+  +G      +V   G L G K+ L    S     
Sbjct: 114 PGGCAIGSRPIDQHLKGFEAMGAEVE--IGNGYIEAKV--AGRLEGTKIYLDFP-SVGAT 168 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA  A G     II+     P +      +   G K   + +     I+G  +   
Sbjct: 169 ENIMMAASTAKGST---IIENAAQEPEIVCLATYLNSMGAKVRGAGTGT-IRIEGVDELV 224 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              +  +  D   A  F+  AAI+GG V VE      ++  +  A++ E MG  +      
Sbjct: 225 GADHTIIP-DRIEAGTFMIAAAISGGNVLVENVLPEHIRPLI--AKMTE-MGVDIKEESN 280 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
            + V GP       + LKA+D+     P    D+   +  + L A+G   I + V   R  
Sbjct: 281 GLRVKGP-------ETLKAVDIKTMPHPGFPTDMQSQMMALLLRAEGSGVITETVFENRF 333 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              E       E  ++  +++      I+T P +L    +   D 
Sbjct: 334 MHVE-------EFRRMNGNIKIEGRSAIVTGPSELQGAEVRATD 370 
 
 
>ref|ZP_02027983.1| hypothetical protein BIFADO_00393 [Bifidobacterium adolescentis 
           L2-32] 
 gb|EDN83484.1| hypothetical protein BIFADO_00393 [Bifidobacterium adolescentis 
           L2-32] 
          Length = 456 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 86/376 (22%), Positives = 154/376 (40%), Gaps = 42/376 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G +K+ G+K+  ++ ++ A L+ GT+V+ N+    DVH +   LR  G+ V  D A 
Sbjct: 30  KPLNGAIKVRGAKNFVSKAMVAALLAPGTSVLKNVPEIRDVHVVSDLLRLHGVDVTVDGA 89 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV        + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 90  --NGVVTIDATNVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 145 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 146 PIDFHLETLRKLGANVDK---EHKDGIHITAPNGLHGAKIHLPYPSVGATEQTLLAAVLA 202 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKN 247 
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                L    IE        P +   + ++++ G  A  S   DR F I+G ++ K   + 
Sbjct: 203 EGKTELSGAAIE--------PEIMDLVSVLQKMG--AIISVDVDRTFRIEGVKELKGYTH 252 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A+ + + A  T G + V+G     +   + F  V   +G +   T+  +   
Sbjct: 253 TSLT-DRIEAASWASAALATHGDIFVKGATQPEM---MTFLNVFRKIGGEFDITDKGIRF 308 
 
Query: 308 TGPPREPFGRKHLKAI----DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
             P  +      LK +    DV+   M D    L V    A+G + + +         E  
Sbjct: 309 WHPGGD------LKPVAIETDVHPGFMTDWQQPLVVALTQANGLSIVHETV------YEN 356 
 
Query: 364 MVAIRTELTKLGASVE 379 
                  L ++GA+++ 
Sbjct: 357 RFGFTKPLVQMGATIQ 372 
 
 
>ref|YP_001406481.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           hominis ATCC BAA-381] 
 sp|A7I1U0.1|MURA_CAMHC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABS52384.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           hominis ATCC BAA-381] 
          Length = 418 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 82/377 (21%), Positives = 153/377 (40%), Gaps = 51/377 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++G VK+ G+K+ +  ++ ++ L+     + N+ N  D+  +   LR LG S E      
Sbjct: 11  KLNGKVKISGAKNAALPLIAMSILAGNDIKISNVPNVADIKTLAQLLRNLGASAEFLNEN 70 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
              +         +   K    +        +R + A++   G      G+    L G   
Sbjct: 71  SLKINTN-----DINSTKATYDI--------VRKMRASILVLGPLLARFGHCEVSLPGGC 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   +  L+++GA++D   G      ++ G   +   K+ ++G+        ++ 
Sbjct: 118 AIGARPIDLHLSALEKMGAEIDIKDGYVVCKGKLKG-ATISFDKITVTGT------ENIV 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD-RFYIKGGQKYKSPK 246 
           MAA LA G  +I    K    P V     ++ + GVK E   + D   Y  GG+  K    
Sbjct: 171 MAAALAEGKTKIINAAKE---PEVVQLCEMINKSGVKIEGIGTDDLTIYGSGGKLLKFSD 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            + +     + +Y  AG AIT   +T+       L   V        MG      +  +T 
Sbjct: 228 FSVIPDRIEAGTYLCAG-AITKSKITITNANPNHL---VSVLAKFNDMGFNFEINDDEIT 283 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +  PP      K +K  ++  ++ P    D+      +A  ADG + I +    R+ E   
Sbjct: 284 II-PP------KTIKPTEIITSEYPGFPTDMQAQFMALACVADGVSVIDE----RLFENR 332 
 
Query: 363 RMVAIRTELTKLGASVE 379 
            M    +EL+++GA ++ 
Sbjct: 333 FMHV--SELSRMGADIK 347 
 
 
>ref|YP_002140495.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           bemidjiensis Bem] 
 gb|ACH40699.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           bemidjiensis Bem] 
          Length = 421 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 85/384 (22%), Positives = 155/384 (40%), Gaps = 51/384 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++V++   ++SG V + GSK+ +  I +   L+ G   + N+    D++  +  L  LG 
Sbjct: 2   EKLVIKGGNKLSGEVTVSGSKNAALPIFISTILAPGCHTISNVPFLRDINTTIKVLEKLG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
            +V+           G G    ++     +  F     + +R++ A+V   G      G  
Sbjct: 62  ATVD-----------GRGNVVKIDTTN--LNSFEATYDL-VRTMRASVLVLGPLLARFGQ 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RPI   + GL  LGA++    G      +      L G ++    S  
Sbjct: 108 ARVSLPGGCAIGARPINLHLKGLAALGAEITLEHGYVEAKAK-----KLKGARINFDIST 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
                  LLMAA  A G+    I++     P +     ++ + G   + + + D   IKG 
Sbjct: 163 VGGT-EQLLMAAATAQGET---ILENAAREPEIVDLAEILIKMGADIDGAGT-DTIRIKG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +   + ++A V  D   A  F+  +AITGG + ++      L      +  L+  G ++ 
Sbjct: 218 VEGLVAAEHA-VMPDRIEAGTFMIASAITGGDIKIKNMRLDHLDA---LSFKLQDAGVEI 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T  +  V V GP       K ++ +++     P    D+      +   A+G + I     
Sbjct: 274 TNKDNMVRVKGP-------KKIRNVNIKTRPYPGFPTDMQAQFMALMCIAEGASVI---- 322 
 
Query: 355 SWRVKETERMVAIRTELTKLGASV 378 
           S  + E   M    +EL + GA + 
Sbjct: 323 SENIFENRFMHV--SELLRFGADI 344 
 
 
>ref|YP_002250527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dictyoglomus 
           thermophilum H-6-12] 
 gb|ACI19808.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dictyoglomus 
           thermophilum H-6-12] 
          Length = 438 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 98/423 (23%), Positives = 161/423 (38%), Gaps = 41/423 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ V++   ++ G +++ GSK+ S  I+  + L+ G  ++DN+   +D   M   L+ LG 
Sbjct: 15  DKFVIEGGHKLRGEIEIWGSKNASLPIMAASVLNSGDLILDNVPPVKDNITMAEILKFLG 74 
 
Query: 65  LSVEADKAAKRAVVVG--CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
           + VE      R  + G   G + P E   +    F          L   + A  G A    
Sbjct: 75  MEVEF-LGGDRLHIKGEPKGWRAPYELVSKMRASF---------ELMGPLLARFGEAEIP 124 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
             G  R+  RP+   + G + LGA+V    G  C   +     GL G K+ L    S    
Sbjct: 125 YPGGCRIGLRPVDLHIKGFESLGAEVTVEKGYVCARAK----KGLKGTKIHLDKP-SVGA 179 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA +A G+    +I+     P V      +   G + E   +    YIKG ++  
Sbjct: 180 TRNIMMAAVMAEGET---VIENAACEPEVVDLGNFLRMMGAEIEGLGT-STIYIKGKKEL 235 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K      V  D  +A  F+    + G  + ++      LQ    F ++ E         E 
Sbjct: 236 KPVDYYKVIPDRIAAGTFIIAGVMLGKDLIIKNVEPEHLQS--LFIKLKEAGVESFQIKE 293 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
             V V          K+ K I+V     P    D+   + V    A G + I +       
Sbjct: 294 REVRVKAA-------KNWKGIEVTTMPYPGFPTDLQPQMMVFLSLAQGSSLIVETVF--- 343 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
               R + +  EL +LGA +       +I   EKL    ++   D R   A  LA      
Sbjct: 344 --ENRFLHV-GELLRLGAKISIDGRTALIQGVEKLKGAPVEA-TDLRAGAALVLAGLVAE 399 
 
Query: 419 PVT 421 
            +T 
Sbjct: 400 GIT 402 
 
 
>ref|YP_404852.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           dysenteriae Sd197] 
 ref|ZP_07680148.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           dysenteriae 1617] 
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 sp|Q32BE4.1|MURA_SHIDS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB63361.1| UDP-N-glucosamine 1-carboxyvinyltransferase [Shigella dysenteriae 
           Sd197] 
 gb|EFP72113.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella 
           dysenteriae 1617] 
          Length = 419 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 101/422 (23%), Positives = 169/422 (40%), Gaps = 53/422 (12%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE +    
Sbjct: 11  KLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERN--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
                    G   + DA+ +V +F     + ++++ A++ A G      G     L G   
Sbjct: 68  ---------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++ 
Sbjct: 116 TIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIM 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            +A LA G     II+     P +  T   +   G K     + DR  I+G ++       
Sbjct: 171 CSATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERLGG--G 224 
 
Query: 248 AY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
            Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  ++ 
Sbjct: 225 VYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGEDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           +    + P      KA++V     P    D+     ++ L A+G   I +     V E   
Sbjct: 282 LDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENR 331 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C     T+ 
Sbjct: 332 FMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_01810241.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni CG8486] 
 gb|EDK22347.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni CG8486] 
          Length = 418 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 88/405 (21%), Positives = 168/405 (41%), Gaps = 68/405 (16%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++    +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  LG  V  
Sbjct: 6   IEGTNHLSGNVTISGAKNAALPLIVSSILAKNEVKINNVPNVADIKTLISLLENLGAKV- 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GN 118 
                           F    A         N  IA    +R + A++   G      G+ 
Sbjct: 65  ---------------NFQNNSALLNTNTL--NQTIAKYDIVRKMRASILTLGPLLARFGH 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I 
Sbjct: 108 CEVSLPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGNLKGNEI-LFDKI 160 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFG--VKAEHSDSWDR 233 
           +      ++MAA LA G        KL+++   P V     +++  G  +K   +D  +  
Sbjct: 161 TVTGSENIIMAAALAKGKT------KLLNVAKEPEVVQLCEVLKDAGLEIKGIGTDEVE- 213 
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Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            Y   G+  +  + + +     + +Y  AG AIT   +T++    T L         L   
Sbjct: 214 IYGSDGELLEFKEFSVIPDRIEAGTYLCAG-AITNSKITLDKVNATHLSA---VLAKLHQ 269 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG +   TE S+T+  P +E      +K +++  ++ P    D+      +AL A+G +  
Sbjct: 270 MGFETLITEDSITLL-PAKE------IKPVEIMTSEYPGFPTDMQAQFMALALKANGTSI 322 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           I +    R+ E   M    +EL ++GA ++       I   ++LN 
Sbjct: 323 IDE----RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELN 361 
 
 
>ref|YP_003015882.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
 sp|C6DIP6.1|MURA_PECCP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACT11346.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. carotovorum PC1] 
          Length = 420 
 
 Score = 42.0 bits (97), Expect = 0.17,   Method: Compositional matrix adjust. 
 Identities = 101/431 (23%), Positives = 171/431 (39%), Gaps = 61/431 (14%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    ++G V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 
Sbjct: 6   VQGPTRLAGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLGQLGARVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   V+ +   V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHVDASN--VNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHIYGLEQLGAQIVLEEGY----VKATVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     II+     P +  T   +   G K   + S D+  I+      
Sbjct: 166 TVTIMSAATLAEGTT---IIENAAREPEIVDTANFLNTLGAKISGAGS-DKITIEGVARL 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AA++ G +        +L  D   A++ E  GA+ 
Sbjct: 222 GGGVYR------VVPDRIETGTFLVAAAVSRGQIICRNTRPDTL--DAVLAKLRE-AGAE 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA+ V  +  P    D+    +++ L A+G   I +  
Sbjct: 273 IEIGEDWISLDMHGKRP------KAVTVRTSPHPGFPTDMQAQFSLLNLVAEGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    +KL+   +    D R + +  LA 
Sbjct: 327 ----IFENRFMHV--PELIRMGAQAEIESNTVICHGVDKLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 380 GCIAEGVTIVD 390 
 
 
>ref|ZP_04087298.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar huazhongensis BGSC 4BD1] 
 ref|ZP_04117537.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar kurstaki str. T03a001] 
 ref|ZP_04123160.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar pakistani str. T13001] 
 ref|ZP_04205954.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus F65185] 
 ref|ZP_04214965.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock4-2] 
 ref|ZP_04242235.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock1-15] 
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 ref|ZP_04281629.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus m1550] 
 ref|ZP_04308861.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 172560W] 
 ref|ZP_04320483.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus ATCC 10876] 
 gb|EEK47801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus ATCC 10876] 
 gb|EEK59398.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus 172560W] 
 gb|EEK86706.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus m1550] 
 gb|EEL26139.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock1-15] 
 gb|EEL53457.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus Rock4-2] 
 gb|EEL62354.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus F65185] 
 gb|EEM45171.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar pakistani str. T13001] 
 gb|EEM50770.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar kurstaki str. T03a001] 
 gb|EEM80877.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           thuringiensis serovar huazhongensis BGSC 4BD1] 
          Length = 419 
 
 Score = 42.0 bits (97), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 70/276 (25%), Positives = 105/276 (38%), Gaps = 34/276 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G  K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L ADG + I +         V+E  RM A 
Sbjct: 294 SQMMALLLQADGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|ZP_05846245.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           jeikeium ATCC 43734] 
 gb|EEW16773.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           jeikeium ATCC 43734] 
          Length = 418 
 
 Score = 42.0 bits (97), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 98/399 (24%), Positives = 151/399 (37%), Gaps = 53/399 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +K+ G+K+   +++  A L+ GTT + N     DV YM   LR LG  VE D     
Sbjct: 13  LQGAIKVSGAKNSVLKLMSAALLAPGTTTLTNCPEIADVPYMAEVLRGLGCEVELDGDVV 72 
 
Query: 75  RAVV---VGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNATYVLDGVP 127 
           R      +     F      E V+ F  +  +      R   A V   GG+A         
Sbjct: 73  RITTPESIEYNADF------EAVRQFRASVAVLGPLTSRCHKARVALPGGDA-------- 118 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RP+     GL+ LGA      G       V     L G ++KL    S      +L 
Sbjct: 119 -IGSRPLDMHQSGLELLGATTKIEHG-----CLVAEAEELRGAQIKLDFP-SVGATENIL 171 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 1998



 

 

Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
            AA LA G      +D     P +     ++   G K + + S +   ++G  +  +P + 
Sbjct: 172 TAAVLAEGTT---TLDNAAREPEIVDLCNMLVAMGAKIDGAGS-NTITVEGVDRL-NPVD 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             V GD   A  +   AA+T G +TV G     L       E L++ GA+V    T   V 
Sbjct: 227 HEVVGDRIVAGTWAYAAAMTRGDITVGGIDPQHLH---LVLEKLKLAGAQVETYPTGFRV 283 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
               R        KA+D      P     L  +A+      A+  V+      TE +    
Sbjct: 284 VQNERP-------KAVDYQTLPFPGFPTDLQPMAI------ALCTVSEGMSVITENIFES 330 
 
Query: 368 R----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           R     E+ +LGA       + +I   E+L+   + + D 
Sbjct: 331 RFRFVDEMMRLGADASIDGHHVVIRGREQLSSAPVWSSD 369 
 
 
>ref|YP_001566541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Delftia 
           acidovorans SPH-1] 
 sp|A9BX80.1|MURA_DELAS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABX38156.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Delftia 
           acidovorans SPH-1] 
          Length = 422 
 
 Score = 42.0 bits (97), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 93/416 (22%), Positives = 167/416 (40%), Gaps = 62/416 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G V + G+K+ +   L  A LS     + N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIRGGRALHGEVTVSGAKNAALPELCAALLSSEPVTLRNVPRLQDVATMLKLIRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +S E D +    V +  G     E   E V           +++ A+V A G      G  
Sbjct: 62  VSAEHDDSG--TVRINAGSLSNPEAPYELV-----------KTMRASVLALGPLLARFGQ 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI--GGLPGGKVKLSG 176 
           A   L G   +  RP+   + GL+ +GA++          V  NG     LPG   +L G 
Sbjct: 109 ARVSLPGGCAIGSRPVDQHIKGLQAMGAEI----------VVENGYMNACLPGHLKRLQG 158 
 
Query: 177 S-ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
           + I++  ++       LMAA LA G+    +++     P +     ++ + G + E     
Sbjct: 159 ARITTDMVTVTGTENFLMAAVLAEGET---VLENAAMEPEIGDLAEMLIKMGARIE-GHG 214 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 290 
             R  I+G ++    ++  V  D   A  FL   A TGG   +       L   +   +  
Sbjct: 215 TGRIVIQGVERLGGCEHQVV-ADRIEAGTFLCAVAATGGNALLRNGRADHLGAVI---DK 270 
 
Query: 291 LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADG 346 
           L+  GA+V+  +  + V    +       LKA      + P    D+      + L A+G 
Sbjct: 271 LKDAGAEVSAEDGGIRVRAAGK-------LKAQSFRTTEYPGFPTDMQAQFMALNLVAEG 323 
 
Query: 347 PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            + + +     + E   M     E+ +LGA +        IT  + L+  A+   D 
Sbjct: 324 CSMVTET----IFENRFMHV--DEMLRLGAQITTDGRVATITGSQSLSGAAVMATD 373 
 
 
>ref|YP_515753.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydophila 
           felis Fe/C-56] 
 dbj|BAE81608.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlamydophila 
           felis Fe/C-56] 
          Length = 444 
 
 Score = 42.0 bits (97), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 90/383 (23%), Positives = 158/383 (41%), Gaps = 62/383 (16%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+   V+ N+ +  DV   +   ++LG  V  DK A+ 
Sbjct: 12  LQGSVRVSGAKNSTTKLLVASLLSDRKCVLRNVPDIGDVRLTVELCQSLGSIVHWDKQAE 71 
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Query: 75  RAVVVGCGGKFPVEDAKEE------VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
             V+     +  V +   +      + + L  A +A       V   GG+A          
Sbjct: 72  --VIEIHTPEIRVSEVSTQFSRVNRIPILLLGALLARCPEGVVVPCVGGDA--------- 120 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           + ER +     GL+QLGA V      D    + +   GL G  + L    S      L++ 
Sbjct: 121 IGERTLNFHFEGLEQLGAKVS----YDGHGYQASASKGLVGAYITLPYP-SVGATENLIL 175 
 
Query: 189 AAPLALGD-------VEIEIIDKLISIPY--VEMTL---RLMERFGVKAEHSDSWDRFYI 236 
           A+  A G        +E+EI+D ++ +    VE+T    R +E FG         D FY  
Sbjct: 176 ASVRAQGRTIIKNAALEVEILDLILFLQKAGVEITTDNDRTIEIFGC--------DDFY- 226 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
                     + +V  D   A+ F   A +TGG V VE      +   + F + L  +G  
Sbjct: 227 --------EVDHWVIPDKIEAASFGMAAVLTGGRVFVENAEQDLM---IPFLKTLRSIGG 275 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 356 
             + TE+ +       EP     +   DV+   + D     +V+   A+G + I +     
Sbjct: 276 GFSVTESGIEFF--YNEPLRGGVVLETDVHPGFLTDWQQPFSVLLSQAEGSSVIHETV-- 331 
 
Query: 357 RVKETERMVAIRTELTKLGASVE 379 
                 R+  +R  L ++GA+ E 
Sbjct: 332 ---HENRLGYLRG-LQQMGANCE 350 
 
 
>ref|ZP_03742236.1| hypothetical protein BIFPSEUDO_02803 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
 gb|EEG71911.1| hypothetical protein BIFPSEUDO_02803 [Bifidobacterium 
           pseudocatenulatum DSM 20438] 
          Length = 441 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 51/187 (27%), Positives = 84/187 (44%), Gaps = 8/187 (4%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ GT+V+ N+    DVH +   LR  G+ V  D   
Sbjct: 15  KPLNGTIKVRGAKNFVSKAMVAALLAPGTSVLKNVPEIRDVHVVSDLLRLHGVDVTVD-- 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               VV        + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 73  GDHGVVTIDATNVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 130 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           PI   +  L++LGA+VD         + +    GL G K+ L    S       L+AA L 
Sbjct: 131 PIDFHLETLRKLGANVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQTLLAAVL 186 
 
Query: 193 ALGDVEI 199 
           A G  E+ 
Sbjct: 187 AEGKTEL 193 
 
 
>ref|YP_001900785.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           pickettii 12J] 
 gb|ACD28353.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ralstonia 
           pickettii 12J] 
          Length = 454 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 65/274 (23%), Positives = 112/274 (40%), Gaps = 43/274 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG +++ G+K+ +  I+  A L+     + N+ N +DV  ML  LR +G           
Sbjct: 45  LSGQIRVSGAKNAALPIMCAALLTAEPLALSNVPNLQDVRTMLKLLRQMG---------- 94 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA--------MRSLTAAVTAAG------GNAT 120 
                       VE   +   L L  A I         ++++ A++   G      G+A  
Sbjct: 95  ------------VEGVLDGHNLTLDAAAIHTPEASYDLVKTMRASILVLGPLLARFGHAR 142 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RP+   + GL+ +GA++    G        +G   L G ++ ++  ++  
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Sbjct: 143 VSLPGGCGIGARPVDQHIKGLQLMGAEIVIEHGY-IEAKLADGAKRLRGARI-VTDMVTV 200 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                LLMAA LA G+    +++     P V     L+ + G + E   + DR  I+G Q 
Sbjct: 201 TGTENLLMAAALADGET---VLENAAREPEVTDLANLLVKMGARIEGIGT-DRLVIQGVQ 256 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
                 +  +  D   A  FL   A  GG VT+  
Sbjct: 257 ALHGAAHTVI-ADRIEAGTFLCAVAAAGGDVTLR 289 
 
 
>ref|YP_002323757.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 15697] 
 gb|ACJ53379.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis ATCC 15697] 
 dbj|BAJ69973.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           longum subsp. infantis JCM 1222] 
          Length = 441 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 51/194 (26%), Positives = 85/194 (43%), Gaps = 22/194 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ V+ D   
Sbjct: 15  KPLAGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVDVD-- 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-------FLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            ++ +V        + D  +   L        L +  +  R   A + A GG A       
Sbjct: 73  GEKGIVTIDASHVQLADVADVDTLSGSSRIPILFSGPLVHRLGEAFIPALGGCA------ 126 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   +  L++LGA VD         + +    GL G K+ L    S       
Sbjct: 127 ---IGGRPIDFHLETLRKLGATVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQ 179 
 
Query: 186 LLMAAPLALGDVEI 199 
            L+AA LA G  E+ 
Sbjct: 180 TLLAAVLAEGKTEL 193 
 
 
>ref|YP_591183.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Koribacter versatilis Ellin345] 
 sp|Q1IPU1.1|MURA_ACIBL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABF41109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Koribacter versatilis Ellin345] 
          Length = 433 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 73/296 (24%), Positives = 122/296 (41%), Gaps = 28/296 (9%) 
 
Query: 17  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA-AKR 75 
           G V++ G+K+ +   +  A L+E   +++N+    D+      L+ +G  VE     A   
Sbjct: 14  GNVRVSGAKNAALPAMAAALLTEEPVILENIPQVRDIITERNLLQAMGAEVELGYGRAHH 73 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT---AAVTAAGGNATYVLDGVPRMRER 132 
              + C      E + E V+         MR+ T     + A  G A   L G   +  R 
Sbjct: 74  RTTLCCRNLVNPEASYELVK--------TMRASTLVLGPLVARTGEARVSLPGGCAIGAR 125 
 
Query: 133 PIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           PI   + GL++LGA++    G       R+ G   +   K+ ++G+        LLMAA  
Sbjct: 126 PIDLHIKGLEKLGAEITQEHGYIKAKATRLKG-NHIVFEKITVTGT------EDLLMAAT 178 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G+    +++     P V     L+ + G K E         I G +K    K+  +  
Sbjct: 179 LADGET---VMENCAREPEVTDLAHLLVKMGAKIE-GIGTSTLKITGVEKLHGAKHRIIP 234 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
               + ++ +AGA +TGG + V+ C  + L         LE  G K+     SV V 
Sbjct: 235 DRIEAGTFIIAGA-LTGGDLMVQNCDPSHLGA---LLAKLEENGVKIRSNGDSVRV 286 
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>ref|ZP_02151795.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanibulbus 
           indolifex HEL-45] 
 gb|EDQ05662.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanibulbus 
           indolifex HEL-45] 
          Length = 423 
 
 Score = 42.0 bits (97), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 107/433 (24%), Positives = 172/433 (39%), Gaps = 56/433 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + I+++   E++G + + G+K+    ++    LSE    + N     D+  M   LR+LG 
Sbjct: 2   DSILVRGGGELNGQIPIAGAKNACLALMPATLLSEEPLTLTNAPRLSDIRTMTELLRSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATY 121 
             V + +  K   V+      P+ + + E  +        MR+   +   + A  G+A   
Sbjct: 62  AEVASMQDGK---VITMASHGPI-NTRAEYDIVR-----KMRASNLVLGPLLAREGHAEV 112 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI--- 178 
            L G   +  RP+     GL ++GA++D   G     +     GG      KL G++    
Sbjct: 113 SLPGGCAIGARPMDIHTDGLAKMGAEIDLRDGY----LYAKADGG------KLKGAVIDF 162 
 
Query: 179 ---SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
              S      +LMAA LA G   I    +   I  +   LR M   G + E  D       
Sbjct: 163 PFASVGATENILMAATLAKGTTVINNAAREPEIVDLADCLRAM---GAQIE-GDGTSSIT 218 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           I+G        +  V       +Y LA  A  GG V + G     LQ    F E L+  G 
Sbjct: 219 IQGVDSLHGATHKVVTDRIELGTYMLA-PAFCGGEVELLGGRIDLLQA---FCEKLDAAG 274 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
            +VT TE  + V        GR  + A+DV     P    D+   +  +   A+G + +  
Sbjct: 275 IEVTETEAGLKVA----RRNGR--ISAVDVTTEPFPGFPTDLQAQMMALLCTAEGTSVLE 328 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAM 408 
           +    ++ E   M A   EL ++GA ++       +T  EKL    V A D      + + 
Sbjct: 329 E----KIFENRFMHA--PELIRMGARIDVHGGTAKVTGVEKLKGAPVMATDLRASISLIL 382 
 
Query: 409 AFSLAACAEVPVT 421 
           A  LAA  E  V+ 
Sbjct: 383 A-GLAATGETTVS 394 
 
 
>ref|YP_004066396.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni ICDCCJ07001] 
 gb|ADT66207.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Campylobacter jejuni 
           subsp. jejuni ICDCCJ07001] 
          Length = 248 
 
 Score = 42.0 bits (97), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 32/124 (25%), Positives = 56/124 (45%), Gaps = 9/124 (7%) 
 
Query: 25  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 84 
           KS+S+R  + + L++      N L ++D    L  ++ LG  +E   +  + +        
Sbjct: 21  KSISHRFAIFSLLTQEENKAQNYLLAQDTLNTLEIIKNLGAKIEQKDSCVKIIP------ 74 
 
Query: 85  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 144 
            P E       L  GN+G AMR +   +  AG +  +VL G   +  RP+  +   L Q+ 
Sbjct: 75  -PKEILSPNCILDCGNSGTAMRLMIGFL--AGISGFFVLSGDKYLNNRPMRRISKPLTQI 131 
 
Query: 145 GADV 148 
           GA + 
Sbjct: 132 GARI 135 
 
 
>ref|ZP_07829359.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Selenomonas sp. 
           oral taxon 137 str. F0430] 
 ref|ZP_08030539.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Selenomonas 
           artemidis F0399] 
 gb|EFR40691.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Selenomonas sp. 
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           oral taxon 137 str. F0430] 
 gb|EFW30311.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Selenomonas 
           artemidis F0399] 
          Length = 425 
 
 Score = 42.0 bits (97), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 48/173 (27%), Positives = 78/173 (45%), Gaps = 19/173 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E++V+   + + G VK+ G+K+    I+  A L S G +V+D++   EDV+ +   LR+L 
Sbjct: 2   EQLVIHGGRPLCGRVKIGGAKNAVLPIIAAALLGSRGVSVLDDVPALEDVYTISAVLRSL 61 
 
Query: 64  GLSVEADKAAKR----AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 119 
           G+S +   A  R    A  +G     P E  ++    FL    +  R   A ++  GG A 
Sbjct: 62  GVSADYAAAEHRLKIDATRIGTTSA-PYELVRKMRASFLIMGPLLAREGRAEISLPGGCA 120 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 172 
                    +  RPI   + G + LGA VD   G     +  +   GL G  + 
Sbjct: 121 ---------IGTRPIDLHLKGFEALGAQVDITQGA----IHASAPNGLKGANI 160 
 
 
>ref|ZP_01744961.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Sagittula stellata 
           E-37] 
 gb|EBA09189.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Sagittula stellata 
           E-37] 
          Length = 423 
 
 Score = 42.0 bits (97), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 95/417 (22%), Positives = 165/417 (39%), Gaps = 57/417 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG + + G+K+    ++    LSE    + N     D+  M   L++LG  V A  A K 
Sbjct: 12  LSGEIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIRTMTLLLQSLGAEVTAMNAGK 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
             V+         + A+ ++          +R + A++   G      G A   L G    
Sbjct: 72  --VLAMSSHALTSQRAEYDI----------VRKMRASILVLGPLLARYGYAEVSLPGGCA 119 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   +  ++ +GA++D    ++    P       GGL GG V     +S       
Sbjct: 120 IGARPVDLHLKAMEAMGAEMDLRDGYVHAKAPA------GGLKGGVVDFP-FVSVGATEN 172 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
            LMAA LA G     ++      P +      +++ G +    +      ++G ++     
Sbjct: 173 ALMAATLAKGTT---VLKNAAREPEIVDLAHCLQKMGAQIS-GEGTSTIEVQGVERLGGA 228 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            ++ V       +Y LA  AI GG VT  G     L+    F E L+  G  V  T+  + 
Sbjct: 229 THSVVTDRIELGTYMLA-PAICGGEVTCLGGRIDLLEA---FCERLDAAGVSVEETDKGL 284 
 
Query: 306 TVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            V         RK+  +KA+DV     P    D+   +  +   ADG   + +    ++  
Sbjct: 285 KVA--------RKNARVKAVDVVTEPFPGFPTDLQAQMMALMCTADGKAVLEE----KIF 332 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           E   M A   EL ++GAS++       +T  E+L    +    D R +++  LA  A 
Sbjct: 333 ENRFMHA--PELIRMGASIDVHGGTATVTGVERLKGAPV-MATDLRASVSLILAGLA 386 
 
 
>ref|ZP_05970492.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cancerogenus ATCC 35316] 
 gb|EFC54220.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cancerogenus ATCC 35316] 
          Length = 419 
 
 Score = 42.0 bits (97), Expect = 0.20,   Method: Compositional matrix adjust. 
 Identities = 99/421 (23%), Positives = 167/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLAQLGTKVERN---- 67 
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Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +  +V  F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDAS--QVNNFSAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +T       +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKITCRNAQPDTL--DAVLAK-LRDAGADIEIGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
                 P      KA++V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGNRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_07841530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           caprae C87] 
 gb|EFS16835.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           caprae C87] 
          Length = 421 
 
 Score = 42.0 bits (97), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 91/371 (24%), Positives = 145/371 (39%), Gaps = 35/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+     ++G VK+ G+K+    +L  + L SEG + + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNRLTGEVKVEGAKNAVLPVLTASLLASEGQSKLVNVPALSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V  +K  + AV V        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NADVSYNKE-ENAVKVDATQNLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA++    G     +  N   GL G ++ L    S     
Sbjct: 116 PGGCAIGSRPIEQHIKGFEALGAEIHLENGN----IYANAKNGLKGTQIHLDFP-SVGAT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA LA G     II+     P +      +   G K   + + D   I G  K   
Sbjct: 171 QNIIMAASLASGK---SIIENAAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVDKLH 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +++ +     + +  +AG AIT G + V G     +         LE MG  + + E  
Sbjct: 227 GVEHSIIPDRIEAGTLLIAG-AITRGDILVRGAIKEHM---ASLVYKLEEMGVNLDFKED 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            + V+           LK +DV     P    D+   +  + L A+G   I +        
Sbjct: 283 GIQVS-------AEGDLKPVDVKTLPHPGFPTDMQSQMMALLLTANGHKVITETVFENRF 335 
 
Query: 356 WRVKETERMVA 366 
             V E  RM A 
Sbjct: 336 MHVAEFRRMNA 346 
 
 
>ref|ZP_04969447.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. polymorphum ATCC 10953] 
 gb|EDK87531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
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           nucleatum subsp. polymorphum ATCC 10953] 
          Length = 423 
 
 Score = 42.0 bits (97), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 69/287 (24%), Positives = 122/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I+G +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIAGELKVDGSKNSTLPIMIATLVEKGTYILRNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     +++     P +E     + + G K  +     R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---VLENAAKEPEIEDLCNFLIKMGAKI-NGVGTSRLEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|YP_286592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dechloromonas 
           aromatica RCB] 
 sp|Q47AK9.1|MURA_DECAR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAZ48122.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dechloromonas 
           aromatica RCB] 
          Length = 417 
 
 Score = 42.0 bits (97), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 90/394 (22%), Positives = 165/394 (41%), Gaps = 40/394 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K +SG V + G+K+ +  IL  + L+       N+ +  D+  ML  L  +G 
Sbjct: 2   DKLLIEGGKVLSGEVAMSGAKNAALPILCASLLTSDPVHFTNVPHLNDISTMLRLLGDMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V  D      V+ G G   PV  A  E+   +  + + +  L A      G A   L  
Sbjct: 62  VGVTMD-GIDGIVLNGGGLNNPV--ASYEMVKTMRASILVLGPLVARC----GEARVSLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
           G   +  RP+   + GL+ +GA+V    G       R+ G   +    V ++G+       
Sbjct: 115 GGCAIGARPVDQHIKGLQAMGAEVKVEQGYVHAKATRLKG-ARICTDMVTVTGT------ 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             L+MAA LA G+    +I+     P V      +   G +   + + D   I+G  K   
Sbjct: 168 ENLMMAACLAEGET---VIENAAREPEVVDLANCLVSMGARISGAGT-DVIRIQGVDKLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
              +A +     + +Y  A AA TGG + +    T++   D    ++++  G ++T     
Sbjct: 224 GATHAIMPDRIETGTYLCAAAA-TGGDIRL--LKTSAAYLDTVVDKLMD-AGCEITVERD 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
           ++ +  P R       LKA+ +     P    D+      +   ADG   IR+     +  
Sbjct: 280 AIRLVAPKR-------LKAVSLRTAPYPAFPTDMQAQFMAINCIADGVATIRET----IF 328 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 393 
           E   M     EL +LGA+++   +  I+   ++L 
Sbjct: 329 ENRFMHV--NELMRLGANIQIEGNNAIVRGVDRL 360 
 
 
>ref|YP_003075109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Teredinibacter 
           turnerae T7901] 
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 sp|C5BSW4.1|MURA_TERTT RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACR13037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Teredinibacter 
           turnerae T7901] 
          Length = 420 
 
 Score = 42.0 bits (97), Expect = 0.21,   Method: Compositional matrix adjust. 
 Identities = 92/382 (24%), Positives = 162/382 (42%), Gaps = 42/382 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++Q    ISG +++ GSK+    IL    L++    + NL +  D+  ML  LR +G 
Sbjct: 2   DKLIIQGGTRISGEIRISGSKNSGLPILAACLLADSPMDICNLPHLNDITTMLALLRCMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + V  ++  K  V V        E   E V+    +  +   +L     A  G A      
Sbjct: 62  VGVTINE--KMCVEVDPTTLTDTEAPYELVKTMRASILVLGPTL-----AKYGKADVSFP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+   + GL+ +GA++    G     +R     GL G    +   ++      
Sbjct: 115 GGCAIGSRPVDIHLSGLEAMGAEIAVEGGY----IRARAPNGLKGAHFVMD-KVTVGGTE 169 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            LLMAA LA G     +++     P +      +   G K       DR  I+G ++    
Sbjct: 170 NLLMAAVLAKGKT---VLENAAREPEIVDLADCLVAMGAKI-GGIGTDRLEIEGVERLHG 225 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA--EVLEMMGAKVTWTE 302 
                +     + +Y +A AA TGG+V +        + D+  A  + LE  GA++   E 
Sbjct: 226 CTYTVMPDRIETGTYLVAAAA-TGGSVKLR-----DTRADILTAVLQKLEEAGAELEIGE 279 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA--SWRVKE 360 
           +++++    + P      KA  VN+   P  A    + + F    TA+  VA  +  V E 
Sbjct: 280 STISLDMHGKRP------KA--VNLRTAPYPAFPTDMQSQF----TAMNAVAEGTGAVTE 327 
 
Query: 361 T---ERMVAIRTELTKLGASVE 379 
           T    R+V +  EL ++GA+++ 
Sbjct: 328 TIFENRLVQV-NELNRMGANIK 348 
 
 
>ref|ZP_06439928.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaerobaculum 
           hydrogeniformans ATCC BAA-1850] 
 gb|EFD24781.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaerobaculum 
           hydrogeniformans ATCC BAA-1850] 
          Length = 431 
 
 Score = 41.6 bits (96), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 55/208 (26%), Positives = 89/208 (42%), Gaps = 29/208 (13%) 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           LLMAA LA G+    +I+     P ++  +R ++  G   E  +      ++G QK  +P 
Sbjct: 176 LLMAAVLAEGET---LIENAAREPEIDNLVRALKSMGAAIE-GEGTGILRVRG-QKELNP 230 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               +  D   A+ +L   AITGG VTV+G     L         L+  G +V   E  + 
Sbjct: 231 ATIDIIPDRIEAATYLLAGAITGGDVTVKGVVAEHLNA---LLAKLDEAGIEVINKENEL 287 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            V  P R P G        + +  MP      D+   +  +   A+G + I +     +  
Sbjct: 288 RVNSPDR-PRG--------LTVKTMPYPGFSTDLQPQMMALLSLAEGTSVIHET----IF 334 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCII 387 
           E+  + A  +EL K+GA +E   +  II 
Sbjct: 335 ESRFLHA--SELQKMGAQIELQGNTAII 360 
 
 
>ref|YP_003257754.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pectobacterium 
           wasabiae WPP163] 
 gb|ACX86147.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pectobacterium 
           wasabiae WPP163] 
          Length = 420 
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 Score = 41.6 bits (96), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 101/431 (23%), Positives = 171/431 (39%), Gaps = 61/431 (14%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    ++G V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 
Sbjct: 6   VQGPTRLAGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLGQLGARVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   V+ +  EV +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHVDAS--EVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHIYGLEQLGAQIVLEEGY----VKATVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     II+     P +  T   +   G K   + S D+  I+      
Sbjct: 166 TVTIMSAATLAEGTT---IIENAAREPEIVDTANFLNTLGAKISGAGS-DKITIEGVARL 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AA++ G +        +L  D   A++ E  GA+ 
Sbjct: 222 GGGVYR------VVPDRIETGTFLVAAAVSRGQIICRNTRPDTL--DAVLAKLRE-AGAE 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA+ V  +  P    D+    +++ L A+G   I +  
Sbjct: 273 IEIGEDWISLDMHGKRP------KAVTVRTSPHPGFPTDMQAQFSLLNLVAEGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    +KL+   +    D R + +  LA 
Sbjct: 327 ----IFENRFMHV--PELIRMGAQAEIESNTVICHGVDKLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 ACAEVPVTIRD 424 
            C    VT  D 
Sbjct: 380 GCIAEGVTTVD 390 
 
 
>ref|ZP_03778898.1| hypothetical protein CLOHYLEM_05967 [Clostridium hylemonae DSM 
           15053] 
 gb|EEG73962.1| hypothetical protein CLOHYLEM_05967 [Clostridium hylemonae DSM 
           15053] 
          Length = 430 
 
 Score = 41.6 bits (96), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 96/427 (22%), Positives = 173/427 (40%), Gaps = 45/427 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T ++DN+ +  DV+ +L A+  +G 
Sbjct: 2   EQYIIKGGHPLVGEVEIGGAKNAALAILAAAIMTDDTVLIDNIPDVNDVNVLLDAITGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGG--KFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
             V   +  +  V +   G   + VE D  ++++        A   L  A+      A   
Sbjct: 62  AKVH--RVDRHTVKINGSGIRNYDVEYDYIKKIR--------ASYYLLGALLGKYKRAEV 111 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RPI   + G + LGADVD   G             L G  V          
Sbjct: 112 ALPGGCNIGSRPIDQHLKGFRALGADVDIEHGKVVAEAE-----KLVGRHVYFDVVTVGA 166 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
            ++ ++MAA +A G   I I++ +   P+V      +   G     + + D   I+G  + 
Sbjct: 167 TIN-VMMAATMAEG---ITIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVHR 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTW 300 
               + + +  D   A  F+  AA T G VTV       L+  + K  E+    G +V   
Sbjct: 222 LHGTEYSVIP-DQIEAGTFMFAAAATKGDVTVLNVIPKHLEATIAKLTEI----GCEVEE 276 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 357 
            + +V V    +      H+K +       +  P + +TL   AL     T    +   R 
Sbjct: 277 FDDAVRVV--SKGDLTSTHVKTLPYPGFPTDMQPQIGVTL---ALCKGTSTITESIFENR 331 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
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            K  +       EL ++GA+++   +   I   E+ +   + +  D R   A  +A  A  
Sbjct: 332 FKYLD-------ELARMGANIKVEGNSATIEGVEQFSGARV-SAPDLRAGAALCIAGLAT 383 
 
Query: 418 VPVTIRD 424 
             +TI D 
Sbjct: 384 DGITIVD 390 
 
 
>ref|YP_002153336.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Proteus 
           mirabilis HI4320] 
 ref|ZP_03842615.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Proteus 
           mirabilis ATCC 29906] 
 sp|B4EXL1.1|MURA_PROMH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAR47146.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Proteus 
           mirabilis HI4320] 
 gb|EEI46647.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Proteus 
           mirabilis ATCC 29906] 
          Length = 420 
 
 Score = 41.6 bits (96), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 98/420 (23%), Positives = 167/420 (39%), Gaps = 51/420 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LSGEVTISGAKNAALPILFAAILAEEPVELTNVPKLKDIDTTIKLLNRLGTKVERN---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                  G  F   DA+  +  F     + ++++ A++ A G      G     L G    
Sbjct: 68  -------GSVFV--DAR-HINEFCAPYEL-VKTMRASIWALGPLVARFGRGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA++      D   V+    G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGAEITL----DEGYVKARVDGRLKGAHIVMD-KVSVGATITIMT 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +E T   +   G K   + + D   I+G ++        
Sbjct: 172 AAVLAEGKT---IIENAAREPEIEDTANFLNTLGAKISGAGT-DSITIEGVERLGGGTYQ 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D      FL  AA++ G V        +L  D   A++ E  GA +   E  +++  
Sbjct: 228 ILP-DRIETGTFLVAAAVSRGRVVCRNAKPDTL--DAVLAKLRE-AGADIETGEDWISLD 283 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA+ +     P    D+    +++ L ADG   I +          R  
Sbjct: 284 MHGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVADGAGMITETIF-----ENRF 332 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
           + I  EL ++GA  E   +  +    +KL+   +    D R + +  LA C     TI D 
Sbjct: 333 MHI-PELIRMGAHAEIESNTVLCHGVDKLSGAQV-MATDLRASASLVLAGCIAEGTTIVD 390 
 
 
>ref|YP_003844500.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 ref|ZP_07631746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
 gb|ADL52736.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           cellulovorans 743B] 
          Length = 419 
 
 Score = 41.6 bits (96), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 102/419 (24%), Positives = 163/419 (38%), Gaps = 43/419 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ G++K+  +K+    I+    L++  TV+ N    +DV  +   LR+LG  +  D+  
Sbjct: 10  KKLQGSIKVNSAKNSVLPIIAACILNKDITVIKNAPMLDDVIVICDVLRSLGADISVDRE 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            K  + +     F  E   E ++         MR+   +   + A  G     L G   + 
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Sbjct: 70  QK-VIKIDTRELFQCEPPSEMIR--------KMRASFLIMGPMIARFGGFKISLPGGCNI 120 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RPI   + G K LGA+V+   G      R      L G +V L    S      ++MA 
Sbjct: 121 GTRPIDLHLKGFKALGAEVNPQFGV--VEARAE---KLKGNRVYLDFP-SVGATENIMMA 174 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A LA G+    +I+     P +E     +   G K   + +     I+G +K K  +    
Sbjct: 175 AVLADGET---VIENAAEEPEIEDLANFLRTMGAKIIGAGTGT-IVIEGVKKLKGVEYTP 230 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMGAKVTWTETSVTVT 308 
           +  D   A  F+  AAIT   + +E      ++    K AE    MG  +T  E  + V  
Sbjct: 231 M-FDRIEAGTFMVAAAITRSKIKLENVNEKHIKSMTAKLAE----MGIGITSGEDYIIVE 285 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
                    + LK ID+     P     M   ++AL     T +   +       E     
Sbjct: 286 AS-------EELKPIDIKTMPYPGFPTDMQAQIMALL----TTVTGTSIITETIFENRFM 334 
 
Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA-CAEVPVTIRD 424 
              ELT++GA+++      II   E L+   +    D R   A  LA   AE   TI D 
Sbjct: 335 HVNELTRMGANIKIDGRNAIIEGIESLSGCEVKA-TDLRAGAALILAGLVAEGSTTIVD 392 
 
 
>ref|YP_002603455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Desulfobacterium 
           autotrophicum HRM2] 
 sp|C0QDM7.1|MURA_DESAH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACN15291.1| MurA [Desulfobacterium autotrophicum HRM2] 
          Length = 417 
 
 Score = 41.6 bits (96), Expect = 0.23,   Method: Compositional matrix adjust. 
 Identities = 93/398 (23%), Positives = 159/398 (39%), Gaps = 60/398 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I ++  K ++G V++ G+K+ +  +L  + L +G     N+ +  DV  +   LR LG 
Sbjct: 2   DKIEIRGGKRLTGEVRISGAKNAALPLLASSILVDGAMTFTNVPDLVDVRSIKMLLRDLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
              E  +     V++   G   +E A E V           R + A++   G      G+ 
Sbjct: 62  AGCEEGEGT---VLIDGSGIHKIEAAYELV-----------RKMRASILVLGPLVARFGH 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGI-GGLPGGKVKL 174 
           A   L G   +  RP+   + GLK LGA +   + ++      ++ N I   +P     + 
Sbjct: 108 ARVSLPGGCAIGARPVDMHLKGLKALGATITIENGYIEAKADRLKGNEIYFDIP----TV 163 
 
Query: 175 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 234 
           +G+        L+MAA LA G   +    +   I  +   L LM      A  + +     
Sbjct: 164 TGT------ENLMMAATLAKGTTVLRNCAREPEITALANALNLM-----GARVTGAGTAV 212 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
               G    SP   +V  D   A  F+  AA TGG V V GC   ++ G +     L    
Sbjct: 213 IRINGVDGLSPATIHVIPDRIEAGTFMVAAAATGGDVLVTGCEPENMGGIIN---KLRQT 269 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           GA V   +  V V+G        K + + D+     P    D+     V+   + G + I 
Sbjct: 270 GALVEIIDHGVKVSGG-------KSILSTDIKTLPYPGFPTDMQAQFMVLMAISQGNSVI 322 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVE-EGPDYCII 387 
            +     + E   M     EL ++GA +   G +Y ++ 
Sbjct: 323 HET----IFENRFMHV--NELQRMGADISISGGNYAMV 354 
 
 
>gb|AAN28945.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Chlamydia 
           trachomatis] 
          Length = 444 
 
 Score = 41.6 bits (96), Expect = 0.23,   Method: Compositional matrix adjust. 
 Identities = 97/438 (22%), Positives = 171/438 (39%), Gaps = 87/438 (19%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G+V++ G+K+ + ++L+ + LS+  T++ N+ N EDV   +   R LG  VE D+ A+ 
Sbjct: 12  LRGSVRVSGAKNATTKLLVASLLSDQRTILKNVPNIEDVRQTVDLCRVLGAIVEWDQQAQ 71 
 
Query: 75  -------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                  R ++     +F        + + L  A +        V   GG+A         
Sbjct: 72  VIEIHTPRILLSKVPPQF---SCVNRIPILLLGALLRRCPYGIFVPILGGDA-------- 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
            +  R +   + G K+LGA++   D       P        GL G  + L    S      
Sbjct: 121 -IGPRTLHFHLEGWKKLGAEIVISDEGYWASAP-------NGLVGAHITLPYP-SVGATE 171 
 
Query: 185 ALLMAAPLALGD-------VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            L++A+  A G        +E+EIID ++           +++ GV+   +D+     I  
Sbjct: 172 NLILASVGAQGRTIIKNAALEVEIIDLIV----------FLQKAGVEIT-TDNDKTIEIF 220 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G Q + S ++  +     +AS+ +A A ++ G + VE      +   + F +VL  +G   
Sbjct: 221 GCQDFYSVEHFIIPDKIEAASFGMA-AVVSQGRIFVEQARHEHM---IPFLKVLRSIGGG 276 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKA-----IDVNMNKMPDVAMTLAVVALFADGPTAIRD 352 
            +  E  +       E F  K LK       DV+   + D     AV+   ++G + I + 
Sbjct: 277 FSVHENGI-------EFFYDKPLKGGVLLETDVHPGFITDWQQPFAVLLSQSEGCSVIHE 329 
 
Query: 353 VASWRVKETERMVAIRTELTKLGA----------------SVEEGPDYCIITPPEKLNVT 396 
                    E  +     L K+GA                S    P   +I  P  L  T 
Sbjct: 330 TVH------ENRLGYLKGLVKMGAHCDLFHECLSAKSCRYSTGNHPHSAVIHGPTPLQAT 383 
 
Query: 397 AIDTYDDHRMAMAFSLAA 414 
            +    D R   A+ +AA 
Sbjct: 384 DL-VIPDLRAGFAYVMAA 400 
 
 
>ref|YP_081000.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 ref|YP_093429.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 ref|ZP_08002299.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus sp. 
           BT1B_CT2] 
 sp|Q65DX8.1|MURA1_BACLD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
 gb|AAU25362.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           licheniformis ATCC 14580] 
 gb|AAU42736.1| MurAA [Bacillus licheniformis ATCC 14580] 
 gb|EFV70527.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus sp. 
           BT1B_CT2] 
          Length = 436 
 
 Score = 41.6 bits (96), Expect = 0.23,   Method: Compositional matrix adjust. 
 Identities = 87/359 (24%), Positives = 143/359 (39%), Gaps = 45/359 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E+I+++  ++++GTVK+ G+K+    ++  + L SE  +V+ ++    DV+ +   LR L 
Sbjct: 2   EKIIVRGGRKLNGTVKVEGAKNAVLPVIAASLLASEEKSVICDVPTLSDVYTINEVLRHL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G SV  +      V V        E   E V           R + A+V   G      G 
Sbjct: 62  GASVHFE---NNTVTVDASRTLSTEAPFEYV-----------RKMRASVLVMGPLLARTG 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
           ++   L G   +  RPI   + G + +GA +    G     V     G L G K+ L    
Sbjct: 108 HSRVALPGGCAIGSRPIDQHLKGFEAMGAKIKVGNGFIEATVE----GRLQGAKIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      L+MAA LA G   +E   K    P +      +   G K   + +     I+ 
Sbjct: 164 -SVGATENLIMAAALAEGTTTLENAAKE---PEIVDLANYINAMGGKIRGAGTGT-IKIE 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +     K+  +  D   A  F+  AAIT G V V+G     L         +E MG + 
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Sbjct: 219 GVKALHGAKHTIIP-DRIEAGTFMVAAAITEGNVLVKGAVPEHL---TSLIAKMEEMGVQ 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           +      + + GP         LK ID+     P    D+   +  + + A+G + I + 
Sbjct: 275 ILEEGDGLRIIGPSE-------LKPIDLKTMPHPGFPTDMQSQMMALLMRANGTSMITE 326 
 
 
>ref|ZP_02089276.1| hypothetical protein CLOBOL_06845 [Clostridium bolteae ATCC 
           BAA-613] 
 gb|EDP12904.1| hypothetical protein CLOBOL_06845 [Clostridium bolteae ATCC 
           BAA-613] 
          Length = 430 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 87/422 (20%), Positives = 172/422 (40%), Gaps = 35/422 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  + +++   V+DNL +  D++ +L A++ +G 
Sbjct: 2   EQYIIKGGNPLVGDVTISGAKNAALGILAASIMTDDDVVIDNLPDVRDINVLLEAIQEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V  D+  +  V +       V    E ++        A      A+     +A   L  
Sbjct: 62  ARV--DRIDRHTVKINGSNISEVSVDDEYIRRIR-----ASYYFIGALLGKYKSAQVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA+V    G     V  + I  L    + L   +S      
Sbjct: 115 GGCNIGSRPIDQHIKGFRALGAEVTIERGA----VIAHAI-DLVASHIYLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     I++     P++      +   G   + + + D   I+G  +    
Sbjct: 169 NIMMAAALAEGQT---ILENAAKEPHIVDVANFLNSMGANIKGAGT-DTIRIRGVNRLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA T G + V+      L+     +  L  +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMCAAAATRGDIMVKNVIPKHLEA---ISAKLTEIGCEVIEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V G P     ++H     +     P D+   ++V  + A+G + + + +   R K  + 
Sbjct: 281 VRVVGKP----AQRHTDIKTLPYPGFPTDMQPQMSVALVLANGTSMVTESIFENRFKYVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
                  EL ++G++++   +  +I   + L    ++   D R   A  +A  A    T+ 
Sbjct: 337 -------ELARMGSNIKVEGNVAVIDGVKGLTGAQVNA-PDLRAGAALVIAGLAADGYTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|ZP_01070396.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 260.94] 
 ref|YP_004066373.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni ICDCCJ07001] 
 gb|EAQ58219.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 260.94] 
 gb|ADT66184.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni ICDCCJ07001] 
          Length = 418 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 89/409 (21%), Positives = 168/409 (41%), Gaps = 68/409 (16%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  LG  V      
Sbjct: 10  NHLSGNVTISGAKNAALPLIVSSILAKNEVKINNVPNVADIKTLISLLENLGAKV----- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GNATYV 122 
                       F    A         N  IA    +R + A++   G      G+     
Sbjct: 65  -----------NFQNNSALLNTNTL--NQTIAKYDIVRKMRASILTLGPLLARFGHCEVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
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           L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I+    
Sbjct: 112 LPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGKLKGNEI-LFDKITVTG 164 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFG--VKAEHSDSWDRFYIK 237 
              ++MAA LA G        KL+++   P V     +++  G  +K   +D  +  Y   
Sbjct: 165 SENIIMAAALAKGKT------KLLNVAKEPEVVQLCEVLKDAGLEIKGIGTDELE-IYGT 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G+  +  + + +     + +Y  AG AIT   +T++    T L         L  MG + 
Sbjct: 218 DGELLEFKEFSVIPDRIEAGTYLCAG-AITNSKITLDKVNATHLSA---VLAKLHQMGFE 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
              TE S+T+  P +E      +K +++  ++ P    D+      +AL A+G + I +  
Sbjct: 274 TLITEDSITLL-PAKE------IKPVEIMTSEYPGFPTDMQAQFMALALKANGTSIIDE- 325 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              R+ E   M    +EL ++GA ++       I   ++LN   +   D 
Sbjct: 326 ---RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELNAADVMATD 369 
 
 
>ref|YP_004149926.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Staphylococcus 
           pseudintermedius HKU10-03] 
 gb|ADV06290.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase [Staphylococcus 
           pseudintermedius HKU10-03] 
 gb|ADX76047.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           pseudintermedius ED99] 
          Length = 421 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 67/262 (25%), Positives = 108/262 (41%), Gaps = 36/262 (13%) 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVK 173 
           G A   L G   +  RPI   + GL+ LGA++     ++  + P        GL G ++  
Sbjct: 109 GRAKVALPGGCAIGSRPIEQHLKGLEALGAEIHQEAGYIYAEAPQ-------GLVGNEIH 161 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG-VKAEHSDSWD 232 
                S      ++MAA LA G   IE + +   I  V++   + E  G +K   +D+   
Sbjct: 162 FDFP-SVGATQNIMMAASLAKGRTVIENVAREPEI--VDLANYINEMGGDIKGAGTDT-- 216 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
              I G +  K  K+A +  D   A   +  AAIT G V V+G     +         LE 
Sbjct: 217 -VIINGVESLKGVKHAIIP-DRIEAGTLMIAAAITRGDVLVKGAIKEHM---TSLVYKLE 271 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPT 348 
            MG ++ +TE  + VT P +       L+ +D+     P    D+   +  + L A+G   
Sbjct: 272 EMGVELDYTEEGIRVTAPEK-------LQPVDIKTLPHPGFPTDMQSQMMALLLTAEGHK 324 
 
Query: 349 AIRDVA----SWRVKETERMVA 366 
            + +         V E +RM A 
Sbjct: 325 VVTETVFENRFMHVAEFKRMNA 346 
 
 
>ref|ZP_02242425.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           oryzae pv. oryzicola BLS256] 
          Length = 424 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 93/385 (24%), Positives = 155/385 (40%), Gaps = 45/385 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALQGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQIAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGA++    G     ++    G L GG+      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGAEISVENGY----IKATSRGRLKGGRYVFD-MV 168 
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Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRIVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L  D    ++ E  GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETL--DAVLDKLTE-AGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMQGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVE 379 
              + E   M     EL +LGA ++ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQ 353 
 
 
>ref|ZP_01292174.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [delta 
           proteobacterium MLMS-1] 
 gb|EAT01411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [delta 
           proteobacterium MLMS-1] 
          Length = 419 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 103/426 (24%), Positives = 168/426 (39%), Gaps = 58/426 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV+   + + G +++ G+K+ +  +L    L+ G  ++DN+ +  D   ML  L  LG 
Sbjct: 2   DKIVITGGRPLHGEIRISGAKNAALPLLCATLLAPGPHILDNVPDLRDTRTMLALLAALG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
              E     +  +++        E + + V           R++ A+V   G      G  
Sbjct: 62  AKWERQ---EERLIIDTSALHSHEASYDLV-----------RTMRASVLVLGPLLARLGQ 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RPI   ++GL+QLG  V+  L       RV    GL GG +       
Sbjct: 108 ARVSLPGGCAIGARPINFHLLGLQQLG--VEHELDQGYVDARVTA-KGLRGGDICFDIP- 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G   I+        P +   + ++   G K       D   ++G 
Sbjct: 164 SVTATENILMAAVLAQGTTTIK---NAAREPEIGNLIDMLTGMGAKIS-GRGRDTIVVEG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +K + P    +  D      FL  AA TGG +++  C  + L     F E  +M  A V 
Sbjct: 220 VKKLR-PAKIRIVPDRIETGTFLIAAAATGGELSLSNCDASLLP---SFFE--KMRAAGV 273 
 
Query: 299 TWTE----TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           T  E      V   GP         L+ +D+     P    D+   +  +  FA G + I 
Sbjct: 274 TIREDGERLQVVRNGP---------LRGVDIKTMPYPGFPTDLQAQMMALMCFASGLSLI 324 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
            +     + E   M     EL ++GA +       I+  P KL + A     D R + +  
Sbjct: 325 TET----IFENRFMHV--AELRRMGADIRIDGHSSIVNGPGKL-LGAKVMATDLRASASL 377 
 
Query: 411 SLAACA 416 
            +AA A 
Sbjct: 378 VIAALA 383 
 
 
>ref|YP_003297836.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermomonospora 
           curvata DSM 43183] 
 gb|ACY95798.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermomonospora 
           curvata DSM 43183] 
          Length = 430 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 100/402 (24%), Positives = 162/402 (40%), Gaps = 47/402 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLL--AAL--SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +++ GTV + G+K   N +L +  AAL  ++G TV+ N+   EDV   +   + +G   E 
Sbjct: 15  RKLQGTVFIQGAK---NAVLPMIGAALMATKGRTVLRNVPIIEDVRRAVELAQAVGAKAE 71 
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Query: 69  ADKAAKRAVVVGCGGKFPV---EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
             +A +  V+       PV   E A      FL    +  R   A +   GG         
Sbjct: 72  LHEAERTLVIDASTLSSPVLPAEIASRFRGSFLFVPALLHRLGEAVIEGVGG-------- 123 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  R +     G K++GA V   +  D   V     G L G  +    + S       
Sbjct: 124 -CNLGSRNLDFHYNGFKRMGATVTEQVDGDGNGVIYIKAGDLRGATLYCD-TPSHTGTEN 181 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+MA  LA G     +I      P V   +  ++R G +   S     F    G +  +  
Sbjct: 182 LVMAGALAKGTT---LIKNCALEPEVLDNIEFLQRMGARI--SGGGTGFITVEGVEELAA 236 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               V  D   A  F+  AAITG  +++ G    SL+     A+ LE MG +       + 
Sbjct: 237 VEHTVMPDRIDAGVFIMAAAITGSELSLVGA---SLEHLGVAADKLEQMGVEFHQEGAVL 293 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKE 360 
            V    RE    + L+ I+V  ++ P    D+   +  V+  ADGP+ I + +   R K  
Sbjct: 294 QVR---RE----RPLRPINVITDEYPGFATDLQSPIMAVSCLADGPSYIYERIFDGRFK- 345 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
                 +  ELTK+GA++E   +   +  P  L+   +  +D 
Sbjct: 346 ------LAGELTKMGANIEVNGNRAKVFGPTPLHGAEVVAHD 381 
 
 
>ref|ZP_06703939.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           fuscans subsp. aurantifolii str. ICPB 11122] 
 ref|ZP_06730665.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           fuscans subsp. aurantifolii str. ICPB 10535] 
 gb|EFF44521.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           fuscans subsp. aurantifolii str. ICPB 11122] 
 gb|EFF48197.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           fuscans subsp. aurantifolii str. ICPB 10535] 
          Length = 424 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 94/400 (23%), Positives = 158/400 (39%), Gaps = 45/400 (11%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+   + + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  
Sbjct: 3   KIVVTGGQALHGEVNISGAKNAVLPILCATLLADAPVEISNVPHLHDVITTVKLLSELGA 62 
 
Query: 66  SVEADK---AAKRAVVVG----CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
            V  D+   A  R+++V          P E  K      L    +  R  TA V+  GG  
Sbjct: 63  EVTIDEGTLAKGRSILVDPRSVTHQVAPYELVKTMRASILVLGPLLARYGTAEVSLPGGC 122 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A         +  RP+   + GL+ LGA++    G     ++    G L G +      + 
Sbjct: 123 A---------IGSRPVDQHIKGLQALGAEISVENGY----IKATSNGRLKGARYVFD-MV 168 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      +LMAA LA G     +++     P V      +   G + E + +  R  ++G 
Sbjct: 169 SVTGTENVLMAAVLAEGTT---VLENAAMEPEVTDLADCLIALGAQIEGAGT-PRIVVQG 224 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            ++     +A +  D      FL  AA+TGG+VTV      +L       + L   GA + 
Sbjct: 225 VERLGGGHHAVLP-DRIETGTFLVAAAMTGGSVTVRRARPETLDA---VLDKLTEAGATI 280 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
           T T  S+T+    + P      +A+ +     P    D+      +   ADG   I +   
Sbjct: 281 TTTADSITLDMHGKRP------RAVSLTTAPYPAFPTDMQAQFMALNCVADGVGVINET- 333 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
              + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 ---IFENRFMHV--NELLRLGADIQVEGHTAIVRGAERLS 368 
 
 
>ref|YP_783388.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisA53] 
 sp|Q07I26.1|MURA_RHOP5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
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           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABJ08408.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisA53] 
          Length = 429 
 
 Score = 41.6 bits (96), Expect = 0.24,   Method: Compositional matrix adjust. 
 Identities = 72/312 (23%), Positives = 131/312 (41%), Gaps = 47/312 (15%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++GT+ + G+K+ +  +++ A LS+ T ++DN+    DV  +    R LG          
Sbjct: 11  QLNGTIPISGAKNAALPLMIAALLSDETLILDNVPRLADVAQL---QRILG--------- 58 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-----------AMRS---LTAAVTAAGGNA 119 
              V +   GK P +   +   L +    I            MR+   + A + A    A 
Sbjct: 59  NHGVDILSAGKRPGDHEYQGQTLHISAKNIIDTTAPYELVSKMRASFWVIAPLLARMHVA 118 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSG 176 
              L G   +  RP+  L++ L++LGA +     ++   CP       GGL G +++    
Sbjct: 119 KVSLPGGCAIGTRPVDLLIMALEKLGASITIDGGYVVASCP-------GGLKGAEIEFPK 171 
 
Query: 177 -SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
            ++S  +++  LMAA LA G      I      P +      + + G K   + +  R   
Sbjct: 172 VTVSGTHVA--LMAATLAKGTT---FIGNAACEPEIVDVADCLNKMGAKILGAGT-PRIT 225 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++G  K    ++  +     + +Y +A  A+TGG V + G     LQ  +   +VL   G 
Sbjct: 226 VEGVAKLHGARHTVLPDRIETGTYAMA-VAMTGGDVQLSGARPELLQSAL---DVLTEAG 281 
 
Query: 296 AKVTWTETSVTV 307 
           A +T     + V 
Sbjct: 282 ATITVNNDGIRV 293 
 
 
>ref|ZP_07902948.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           vortex V453] 
 gb|EFU38047.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           vortex V453] 
          Length = 448 
 
 Score = 41.6 bits (96), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 87/348 (25%), Positives = 144/348 (41%), Gaps = 39/348 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 71 
           K ++G+VK+ G+K+    I+  + L E G +V+ +    +DV  +   L +LG  +     
Sbjct: 10  KRLTGSVKVSGAKNSVLPIIAASLLGEVGESVIIDAPPLDDVITISKVLESLGAGITYQD 69 
 
Query: 72  AAKRA---VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
              R     +  C  + P E  ++    FL    +  R     ++  GG A          
Sbjct: 70  EVIRVNAEHITTC--EAPYEWVRKMRASFLVMGPLLARCGRTRISLPGGCA--------- 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RPI   + G + LGA++   LG      + NG   L G KV L  + S      ++M 
Sbjct: 119 IGTRPIDQHLKGFEALGAEIS--LGQGYIEAKSNG--RLRGAKVYLDVA-SVGATENIMM 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   + +I+     P +      +   G K   + +     I+G +K    ++  
Sbjct: 174 AATLAEG---VTVIENAAKEPEIVDLANYLNAMGAKVRGAGT-GVIRIEGVEKMHGVEHN 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +  D   A  F+A AAITGG V VEG     L G V     +E MG  +   E  + V  
Sbjct: 230 VIP-DRIEAGTFMAAAAITGGDVYVEGAIADHL-GPV--ISKMEEMGITIEPDENGIRV- 284 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
                    K LK++DV     P    D+   +  + L ++G + + + 
Sbjct: 285 ------IADKPLKSVDVKTLPYPGFPTDMQSQMMALLLVSEGTSVVTE 326 
 
 
>ref|ZP_06873821.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii ATCC 6633] 
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 ref|YP_003868008.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii str. W23] 
 gb|EFG92341.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii ATCC 6633] 
 gb|ADM39699.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bacillus 
           subtilis subsp. spizizenii str. W23] 
          Length = 429 
 
 Score = 41.6 bits (96), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 93/432 (21%), Positives = 171/432 (39%), Gaps = 56/432 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++GTV + G+K+ +  ++    L+     ++ L    D+  +   L+ +G +V  +     
Sbjct: 12  LNGTVHISGAKNSAVALIPATILANSEVTIEGLPEISDIETLRDLLKEIGGNVHFENGEM 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGI-AMRSLTAAVTAAGGNATYVLDGVP---RMR 130 
                       V D    + + L N  +  +R+    + A  G     + G+P    +  
Sbjct: 72  ------------VVDPTSMISMPLPNGKVKKLRASYYLMGAMLGRFKQAVIGLPGGCHLG 119 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI   + G + LGA+V    G     +R      L G ++ L   +S      +++AA 
Sbjct: 120 PRPIDQHIKGFEALGAEVTNEQGAIY--LRAE---RLRGARIYLD-VVSVGATINIMLAA 173 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     II+     P +     L+   G K + + + +   I G ++    K+  + 
Sbjct: 174 VLAEGKT---IIENAAKEPEIIDVATLLTSMGAKIKGAGT-NVIRIDGVKELHGCKHTII 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
                + ++ +AGAA+ G  V ++    T L+        L  MG  +  ++  + + G  
Sbjct: 230 PDRIEAGTFMIAGAAM-GKEVIIDNVIPTHLE---SLTAKLREMGYHIETSDDQLLIVG- 284 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMV 365 
                G+KHLK +DV     P    D+   +  +   A G + + D + S R K  +    
Sbjct: 285 -----GQKHLKPVDVKTLVYPGFPTDLQQPMTALLTRAKGTSVVTDTIYSARFKHID--- 336 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 425 
               EL ++GA+++      IIT P  L    +   D           AC  V   + D  
Sbjct: 337 ----ELRRMGANMKVEGRSAIITGPVALQGAKVKASD-------LRAGACLVVAGLMAD- 384 
 
Query: 426 GCTRKTFPDYFD 437 
           G T  T  ++ D 
Sbjct: 385 GVTEITGLEHID 396 
 
 
>ref|ZP_04904861.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
 gb|EDS87873.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Burkholderia 
           pseudomallei S13] 
          Length = 449 
 
 Score = 41.6 bits (96), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 68/280 (24%), Positives = 120/280 (42%), Gaps = 33/280 (11%) 
 
Query: 3   GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 62 
           G +++ ++  + ++G + + G+K+ +  IL    LS     +D++ + +DV   L  L   
Sbjct: 29  GTDKLAIEGGRRLAGEIAVSGAKNAALPILCAGLLSAEPVRLDSVPDLKDVRTTLALLGQ 88 
 
Query: 63  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +G+  E D    R V+       PV  A  E+          ++++ A++   G       
Sbjct: 89  MGMREETDGV--RVVLDASRVDNPV--APYEL----------VKTMRASILVLGPLLARF 134 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLS 175 
           G A   L G   +  RP+   + GL+ +GA++    G  +    R      L G ++ ++ 
Sbjct: 135 GYAKVSLPGGCAIGARPVDQHIKGLQAMGAEIHIEHGYIEARAKR------LSGARI-VT 187 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             I+      LLMAA LA G+    +I+     P V     L+   G K +     DR   
Sbjct: 188 DMITVTGTENLLMAATLADGET---VIENAAREPEVTDLAHLLVAMGAKID-GIGTDRLV 243 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 275 
           I+G ++     +A +  D   A  FL   A  GG VT+ G 
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Sbjct: 244 IQGVERLHGATHAVIP-DRIEAGTFLCAVAAAGGDVTLTG 282 
 
 
>ref|ZP_00144234.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. vincentii ATCC 49256] 
 ref|ZP_04573103.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 4_1_13] 
 gb|EAA24158.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. vincentii ATCC 49256] 
 gb|EEO40482.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 4_1_13] 
          Length = 423 
 
 Score = 41.6 bits (96), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 70/287 (24%), Positives = 121/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I G +K+ GSK+ +  I++   + +GT V+ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIEGELKVDGSKNSTLPIMIATLVEKGTYVLRNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     +++     P +E     + + G K     +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---VLENAAKEPEIEDLCNFLIKMGAKISGVGTG-RLEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|YP_004067519.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Pseudoalteromonas sp. SM9913] 
 gb|ADT67367.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Pseudoalteromonas sp. SM9913] 
          Length = 419 
 
 Score = 41.6 bits (96), Expect = 0.25,   Method: Compositional matrix adjust. 
 Identities = 96/390 (24%), Positives = 154/390 (39%), Gaps = 45/390 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ V+Q    ++G V + G+K+ +  IL  A L++G +   N+ +  D+      L+TLG 
Sbjct: 2   DQFVIQGGTSLAGEVTISGAKNAALPILFAALLADGKSTFTNVPHLRDIITTEALLKTLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATY 121 
             V+             G    ++ A     L   +    MR+   A   + A  G A   
Sbjct: 62  ADVQWQ-----------GDSLIIDGATVNSTLAPYDLVKQMRASVLALGPLVARFGEAQV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RP+   + GL+++GA +    G     V     G L G +V +   IS   
Sbjct: 111 SLPGGCAIGARPVDIHIQGLERMGAQITVENGYINAKVD----GRLKGAEVFME-MISVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               LLMAA LA G     +++     P +      +   G K   + S  R  I+G ++ 
Sbjct: 166 ATENLLMAATLADGKT---VLENAAREPEIIDLANCLIAMGAKITGAGS-SRIEIEGVER 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               ++  +  D      FL  AA+ GG V    C  T         E L    A +    
Sbjct: 222 LSGCEHRILP-DRIETGTFLVAAAMAGGEVL---CKMTDFHSLEPVIEKLRATNALLEVH 277 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 361 
           + S+ +    RE      LKA  VN+  MP       + A F    TA+  VA+     T 
Sbjct: 278 DDSIYLDMRGRE------LKA--VNIKTMPHPGFPTDMQAQF----TALNVVANGSATIT 325 
 
Query: 362 ERMVAIR----TELTKLGASV--EEGPDYC 385 
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           E +   R     EL ++GA++  E    +C 
Sbjct: 326 ETIFENRFMHVPELQRMGANIRLEGNTAFC 355 
 
 
>gb|EFZ74474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           RN587/1] 
          Length = 419 
 
 Score = 41.6 bits (96), Expect = 0.26,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 170/427 (39%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL    L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAGLLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   + DA+ +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCTIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTVVD 390 
 
 
>gb|EFW56382.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shigella boydii 
           ATCC 9905] 
          Length = 419 
 
 Score = 41.6 bits (96), Expect = 0.26,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 170/427 (39%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   + DA+ +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCTIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVG 276 
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Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  L  C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLGGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTVVD 390 
 
 
>ref|YP_752039.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           frigidimarina NCIMB 400] 
 sp|Q07XR4.1|MURA_SHEFN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABI73200.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Shewanella 
           frigidimarina NCIMB 400] 
          Length = 419 
 
 Score = 41.6 bits (96), Expect = 0.26,   Method: Compositional matrix adjust. 
 Identities = 92/398 (23%), Positives = 160/398 (40%), Gaps = 44/398 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++ ++    ++G V + G+K+ +  IL+   L+E   +V N+ +  DV      LR LG 
Sbjct: 2   DKLTIKASNPLAGEVVISGAKNAALPILMAGVLAETDFIVSNVPSLRDVITSCELLRCLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 122 
             VE    ++  +      ++  P +  K      L    +  R  TA V+  GG A    
Sbjct: 62  AEVEDLGGSRIRISTTNLNEYCAPYDLVKTMRASILILGPLLARYGTADVSLPGGCA--- 118 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
                 +  RP+   + GL+ +GA ++   G     ++    G L G  + +   +S    
Sbjct: 119 ------IGARPVNLHLHGLELMGAKIEVKEGY----IKARVDGRLKGTHIFMD-MVSVGA 167 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              LLMAA LA G     +I+     P V      +   G K     +     I+G ++  
Sbjct: 168 TENLLMAAALADGTT---VIENAAREPEVTDLAHCLIAMGAKITGIGTAT-LKIEGVERL 223 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
            S     V  D      FL  AA+T G +       ++L+        LE  GA++T  E 
Sbjct: 224 -SGCEYRVMPDRIETGSFLVAAAVTRGKIRCVSADPSALEA---VLSKLEDAGAEITTGE 279 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
             + +    + P      K++++     P    D+     V+   A+G        + RV 
Sbjct: 280 DWIELDMKGQRP------KSVNIKTAPYPAFPTDMQAQFCVLNALAEG--------TGRV 325 
 
Query: 359 KET--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            ET  E       EL ++GA +E+  + CII   ++LN 
Sbjct: 326 TETIFENRFMHVPELIRMGADIEQEGNTCIIHGIDRLN 363 
 
 
>ref|ZP_06837441.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           ammoniagenes DSM 20306] 
 gb|EFG81218.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           ammoniagenes DSM 20306] 
          Length = 422 
 
 Score = 41.6 bits (96), Expect = 0.27,   Method: Compositional matrix adjust. 
 Identities = 109/442 (24%), Positives = 167/442 (37%), Gaps = 59/442 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+ G+K+   +++  A L+EG+T + N     DV  M   L  LG +V+ D     
Sbjct: 13  LQGAVKVDGAKNSVLKLMAAALLAEGSTTLTNCPEILDVPLMQKVLEGLGCTVDIDG--- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV------TAAGGNATYVLDGVPR 128 
              V       P  DA  +          A+R   A+V      TA  G A   L G    
Sbjct: 70  -TTVTIDTPAVPRSDADFD----------AVRQFRASVCVLGPLTARCGKARVALPGGDA 118 
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Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+     GL++LGA      G       V     L G K+KL    S      +L  
Sbjct: 119 IGSRPLDMHQSGLEKLGATTHIEHG-----AVVTEASELVGAKIKLDFP-SVGATENILT 172 
 
Query: 189 AAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           AA LA G     ++D     P  V++   L+E   + A+ S +        G     P N 
Sbjct: 173 AAVLAKGTT---VLDNAAREPEIVDLCSMLLE---MGADISGAGTSTITINGVDKLYPTN 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--V 305 
             V GD   A  +   A +T G +TV G     L   +     L   GA +   E    V 
Sbjct: 227 HEVIGDRIVAGTWAYAAVMTQGDITVSGIAPRHLHLPLS---KLRSAGADIETYENGFRV 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RDVASWRVKE 360 
            + G P         K++D      P     L  +A+     A+G   I  +V   R +  
Sbjct: 284 RMDGRP---------KSVDYQTLPFPGFPTDLQPMAIGLSAIAEGTAVITENVFESRFRF 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            + M+       +LGA  +    + ++   EKL+ T + + D    A     A CA+    
Sbjct: 335 VDEML-------RLGADAQVDGHHVVLRGQEKLSSTHVWSSDIRAGAGLVLSAFCADEVT 387 
 
Query: 421 TIRDPGCTRKTFPDYFDVLSTF 442 
           T+ D     + +P + + L    
Sbjct: 388 TVHDVFHIDRGYPHFVENLQAL 409 
 
 
>ref|YP_001775384.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa M12] 
 sp|B0U6N8.1|MURA_XYLFM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACA11754.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa M12] 
          Length = 425 
 
 Score = 41.6 bits (96), Expect = 0.27,   Method: Compositional matrix adjust. 
 Identities = 68/263 (25%), Positives = 109/263 (41%), Gaps = 17/263 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV---EADK 71 
           + G V++ G+K+    IL    L++    + N+    DV  M+  LR LG  V   E  + 
Sbjct: 12  LYGDVRISGAKNAVLPILCATLLADAPVEISNVPYLHDVITMINLLRELGAGVTMNEGIE 71 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           A  R++ V      P    +  V   L     A   L   + A  G A   L G   +   
Sbjct: 72  AKGRSITVD-----PRWVRQRVVPYDLVKTMRASVLLLGPLLACYGAAEVALPGGCAIGS 126 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+ LGA++    G     V     G L GG+      +S      LLMAA  
Sbjct: 127 RPVDQHIRGLQSLGAEITVENGYIKASVSQ---GRLKGGRFVFD-VVSVTGTENLLMAAA 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           +A G     +I+     P V      +   G + E + +  R  ++G ++ KS + A +  
Sbjct: 183 VAQGT---SVIENAAMEPEVVDLAECLITLGARVEGAGT-PRIVVEGVERLKSGQYAVLP 238 
 
Query: 252 GDASSASYFLAGAAITGGTVTVE 274 
            D      FL   A+TGG ++++ 
Sbjct: 239 -DRIETGTFLVATAMTGGRISMQ 260 
 
 
>ref|ZP_02184329.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Carnobacterium 
           sp. AT7] 
 gb|EDP68901.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Carnobacterium 
           sp. AT7] 
          Length = 423 
 
 Score = 41.6 bits (96), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 99/404 (24%), Positives = 161/404 (39%), Gaps = 61/404 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++   K++SG V + G+K+ +  ++  A L++   V++ + + +DVH ++  L  +  
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Sbjct: 2   KKLIINGGKKLSGEVTINGAKNSTVALIPAAILADSPVVLEGVPDIQDVHSLIDILNVMK 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           +    D            G     D    V + + N  I  +SL A+    G      G  
Sbjct: 62  VETTFD------------GSTLTIDPTNMVSIPMPNGKI--KSLRASYYFMGALLTKFGQ 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVD-----CFLGTDCPPVRVNGIGGLPGGKVK 173 
               L G   +  RPI   + G + LGA VD      +L TD          GL G ++  
Sbjct: 108 GVVGLPGGCFLGPRPIDQHLKGFRALGATVDNEMGAMYLRTDEK--------GLVGTRLY 159 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           L   +S      +++AA  A G     II+     P +     L+   G K   + + D  
Sbjct: 160 LD-VVSIGATINVMLAAVKAKGKT---IIENAAREPEIIDVATLLNNMGAKVRGAGT-DI 214 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             I G  +    ++  +  D   A  +L+ AA  G  V V+      L+G       LE  
Sbjct: 215 IRIDGVDELHGCRHTIIP-DRIEAGTYLSMAAAAGSDVLVKNVIVEHLEG---LVAKLEE 270 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG  +   E S+ V    +E     HLKAI+V     P    D+   L  + L A G +  
Sbjct: 271 MGVPMEIGEDSIRV----KEA---THLKAINVKTLPYPGFATDLQQPLTPLLLKATGTSL 323 
 
Query: 350 IRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 392 
           I D +   RVK          EL ++GA      D  +I  P K 
Sbjct: 324 ITDTIYPKRVKHIP-------ELVRMGAKARVESDMILIEGPIK 360 
 
 
>ref|ZP_06750145.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 3_1_27] 
 gb|EFG33933.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 3_1_27] 
          Length = 423 
 
 Score = 41.6 bits (96), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 70/287 (24%), Positives = 121/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I G +K+ GSK+ +  I++   + +GT V+ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIEGELKVDGSKNSTLPIMIATLVEKGTYVLRNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     +++     P +E     + + G K     +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---VLENAAKEPEIEDLCNFLIKMGAKISGVGTG-RLEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|YP_315649.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thiobacillus 
           denitrificans ATCC 25259] 
 sp|Q3SHP2.1|MURA_THIDA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAZ97844.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Thiobacillus 
           denitrificans ATCC 25259] 
          Length = 417 
 
 Score = 41.2 bits (95), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 72/315 (22%), Positives = 130/315 (41%), Gaps = 43/315 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           + +++Q    ++G V++ G+K+ +  IL  + L+     + N+ + +D+  ML  L  +G 
Sbjct: 2   DALLIQGGNPLAGEVRISGAKNAALPILTASLLTAEPLRLGNVPHLKDISTMLALLGHMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           + V  D    +  V   G   P ++A  E+          ++++ AA+   G      G  
Sbjct: 62  VRVTLDD---KNHVTLSGDSIPHKEAPYEM----------VKTMRAAILVLGPTLARFGE 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   L G   +  RP+   + GL+ +GAD+     ++   C          L G ++ +  
Sbjct: 109 ARVSLPGGCAIGSRPVDLHIKGLQAMGADISIEHGYIHARCKR--------LQGARIVMD 160 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             ++      L+MAA LA G     +++     P V    R +   G K E + + D    
Sbjct: 161 -MVTVTGTENLMMAAALAEGTT---VLENAAREPEVVDLARCLIAMGAKIEGAGT-DVIT 215 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           + G +     + + V  D      FL  AA+TGG V        +L+  +     L   G 
Sbjct: 216 VHGVEALHGAEYS-VMADRIETGTFLVAAAMTGGRVRATHTSPDTLEAVISK---LREAG 271 
 
Query: 296 AKVT----WTETSVT 306 
           AKV+    W E   T 
Sbjct: 272 AKVSVGDDWIEVEST 286 
 
 
>ref|NP_298704.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa 9a5c] 
 sp|Q9PDG4.1|MURA_XYLFA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAF84224.1|AE003972_9 UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa 9a5c] 
          Length = 425 
 
 Score = 41.2 bits (95), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 93/389 (23%), Positives = 153/389 (39%), Gaps = 40/389 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV---EADK 71 
           + G V++ G+K+    IL    L++    + N+    DV  M+  LR LG  V   E  + 
Sbjct: 12  LCGDVRISGAKNAVLPILSATLLADAPVEISNVPYLHDVITMINLLRELGAGVTMNEGIE 71 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           A  R++ V      P    +  V   L     A   L   + A  G A   L G   +   
Sbjct: 72  AKGRSITVD-----PRWVRQHMVPYDLVKTMRASVLLLGPLLACYGAAEVALPGGCAIGS 126 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+ LGA++    G     V     G L GG+      +S      LLMAA  
Sbjct: 127 RPVDQHIRGLQSLGAEITVENGYIKASVSQ---GRLKGGRFVFD-VVSVTGTENLLMAAA 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           +A G     +I+     P V      +   G + E + +  R  ++G ++ K  + A +  
Sbjct: 183 VAQGT---SVIENAAMEPEVVDLAECLIALGARIEGAGT-PRIVVEGVERLKGGQYAVLP 238 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D      FL   A+TGG ++++     +L  D    ++ E  GA +   E S+ +     
Sbjct: 239 -DRIETGTFLVATAMTGGRISMQQVRPQTL--DAVLGKLTE-AGACIEIGEDSIRLDMQG 294 
 
Query: 312 REPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
           R P          VN+   P      D+      +   A+G   I++     + E   M  
Sbjct: 295 RRP--------CSVNLTTAPYPGFPTDMQAQFMALNCVAEGVGVIKET----IFENRFMH 342 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLN 394 
               EL +LGA ++      I+   E+L+ 
Sbjct: 343 V--DELLRLGAKIQIEGHTAIVQGVERLS 369 
 
 
>ref|ZP_03830667.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pectobacterium 
           carotovorum subsp. carotovorum WPP14] 
          Length = 420 
 
 Score = 41.2 bits (95), Expect = 0.29,   Method: Compositional matrix adjust. 
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 Identities = 100/431 (23%), Positives = 172/431 (39%), Gaps = 61/431 (14%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    ++G V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 
Sbjct: 6   VQGPTRLAGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTMKLLGQLGARVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   V+ +  +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHVDAS--DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S    
Sbjct: 111 LPGGCAIGARPVDLHIYGLEQLGAQIVLEEGY----VKATVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK----- 237 
              ++ AA LA G     II+     P +  T   +   G K   + + D+  I+      
Sbjct: 166 TVTIMSAATLAEGTT---IIENAAREPEIVDTANFLNTLGAKISGAGT-DKITIEGVARL 221 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GG  Y+      V  D      FL  AA++ G +        +L  D   A++ E  GA+ 
Sbjct: 222 GGGVYR------VVPDRIETGTFLVAAAVSRGQIMCRNTRPDTL--DAVLAKLRE-AGAE 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA+ V  +  P    D+    +++ L A+G   I +  
Sbjct: 273 IEIGEDWISLDMHGKRP------KAVTVRTSPHPGFPTDMQAQFSLLNLVAEGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    +KL+   +    D R + +  LA 
Sbjct: 327 ----IFENRFMHV--PELIRMGAQAEIESNTVICHGVDKLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 ACAEVPVTIRD 424 
            C    VTI D 
Sbjct: 380 GCIAEGVTIVD 390 
 
 
>ref|ZP_00651089.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa Dixon] 
 ref|ZP_00683059.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa Ann-1] 
 gb|EAO14247.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa Dixon] 
 gb|EAO31421.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xylella 
           fastidiosa Ann-1] 
          Length = 425 
 
 Score = 41.2 bits (95), Expect = 0.29,   Method: Compositional matrix adjust. 
 Identities = 68/263 (25%), Positives = 109/263 (41%), Gaps = 17/263 (6%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV---EADK 71 
           + G V++ G+K+    IL    L++    + N+    DV  M+  LR LG  V   E  + 
Sbjct: 12  LYGDVRISGAKNAVLPILCATLLADAPVEISNVPYLHDVITMINLLRELGAGVTMNEGIE 71 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           A  R++ V      P    +  V   L     A   L   + A  G A   L G   +   
Sbjct: 72  AKGRSITVD-----PRWVRQRVVPYDLVKTMRASVLLLGPLLACYGAAEVALPGGCAIGS 126 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+ LGA++    G     V     G L GG+      +S      LLMAA  
Sbjct: 127 RPVDQHIRGLQSLGAEITVENGYIKASVSQ---GRLKGGRFVFD-VVSVTGTENLLMAAA 182 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           +A G     +I+     P V      +   G + E + +  R  ++G ++ KS + A +  
Sbjct: 183 VAQGT---SVIENAAMEPEVVDLAECLITLGARVEGAGT-PRIVVEGVERLKSGQYAVLP 238 
 
Query: 252 GDASSASYFLAGAAITGGTVTVE 274 
            D      FL   A+TGG ++++ 
Sbjct: 239 -DRIETGTFLVATAMTGGRISMQ 260 
 
 
>ref|ZP_08035353.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Treponema 
           phagedenis F0421] 
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 gb|EFW39410.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Treponema 
           phagedenis F0421] 
          Length = 428 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 93/422 (22%), Positives = 167/422 (39%), Gaps = 65/422 (15%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTVK  G+K+ +   +  A L++    + NL   EDV  ML   +  G SVE     + 
Sbjct: 12  VKGTVKASGNKNAALPCIAAAVLTDEPVRLKNLPEIEDVGVMLDVFKAFGGSVEKKAPNE 71 
 
Query: 75  RAVVVGC--GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
             + +      + P  +A++     L    +  R+  A +   GG+          +  R 
Sbjct: 72  YELRLETVRSSEIPANEARKIRASILFAGPLLARTRKAILPPPGGDV---------IGRR 122 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-----IGGLPGGKVKLSGSISSQYLSALL 187 
            +    + L +LGA            V +NG        L G  + L  +  +   +A + 
Sbjct: 123 RLDTHFLALTELGAQ-----------VHINGRFVFSANKLIGKDIFLDEASVTATENA-V 170 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA +A G     II+   S P+V+   RL+   G K     S +   I+G  K    +  
Sbjct: 171 MAASMAEGTT---IINNAASEPHVQDLCRLLTAMGAKISGIGS-NILTIEGVPKLHGAEF 226 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D      F+  AA+T G++T+     + ++  +K A     +G  +TW+    T+ 
Sbjct: 227 T-IGPDFMEIGSFIGLAAVTRGSLTITDVKPSDMR-PIKLA--FNKLG--ITWSIEGSTL 280 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKM-------------PDVAMTLAVVALFADGPTAIRDVA 354 
           T P ++         ++ ++  M             PD+   + V+A   +G   I +   
Sbjct: 281 TVPAQQSL------QVNCDLGGMIPKIDDSPWPGFPPDLTSIMTVIATQVEGTVLIHE-- 332 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEE-GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               K  E  +    +L  +GA +    P   +++ P  L+ + +    D R  MA  +A 
Sbjct: 333 ----KMFESRMFFVDKLIGMGARIILCDPHRAVVSGPSTLHGSEL-VSPDVRAGMALVIA 387 
 
Query: 414 AC 415 
           AC 
Sbjct: 388 AC 389 
 
 
>ref|ZP_07899155.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           vortex V453] 
 gb|EFU42109.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           vortex V453] 
          Length = 427 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 90/409 (22%), Positives = 168/409 (41%), Gaps = 52/409 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++  + +SGT+++ G+K+ +  IL  + L+EGT  + N+ +  D+  ML  L  LG 
Sbjct: 2   DKLVIEGGRPLSGTIRIHGAKNAALPILAASLLAEGTVRLSNVPHLLDIEVMLSILGRLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
              + +      V       F V ED  ++           MRS   L   + A  G  T 
Sbjct: 62  SKCKHELETV-TVDTSSANSFHVPEDLMKQ-----------MRSSIFLMGPLLARFGEVT 109 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV-DCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
               G   + ER I   + GL+ LGA++ +      C   R      L G  + L  + S 
Sbjct: 110 IYQPGGCAIGERKIDLHLQGLQALGAEIEESNDKIHCRASR------LIGTDIHLDFA-S 162 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 ++MAA  ALG     ++      P ++     + + G     + + D   I G  
Sbjct: 163 VGATENIMMAAATALGTT---VLTNAAREPEIQDLQHFLNKMGANIIGAGT-DTITIHGV 218 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           ++  +P    +  D   A   +  AA+T G+VT+     + L        VL+  G + + 
Sbjct: 219 ERL-TPCEYEIIPDRIVAGTVMIAAAVTRGSVTLTKTNPSHL---TSLIHVLKRAGVQTS 274 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAID-VNMNKMP----DVAMTLAVVALFADGPTAIRD-V 353 
                + ++   R        KA++ +  +  P    D+   + V+   ADG + +++ V 
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Sbjct: 275 VCNDIINISCMSRP-------KAVERIVTSPYPSFPTDLQSQVMVLLSLADGFSVMKETV 327 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              R K  E       EL+++GA +    +Y  I   +++    ++  D 
Sbjct: 328 FEGRFKHVE-------ELSRMGADISTDLNYAFIRGVQRIYGATVEATD 369 
 
 
>ref|NP_457686.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. CT18] 
 ref|NP_462217.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. LT2] 
 ref|NP_806900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. Ty2] 
 ref|YP_152311.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi A str. ATCC 
           9150] 
 ref|YP_218232.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Choleraesuis str. 
           SC-B67] 
 ref|YP_001590281.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi B str. SPB7] 
 ref|ZP_02345797.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Saintpaul str. SARA29] 
 ref|ZP_02575591.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar 4,[5],12:i:- str. 
           CVM23701] 
 ref|ZP_02656975.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Kentucky str. CDC 191] 
 ref|ZP_02668074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Heidelberg str. SL486] 
 ref|ZP_02684654.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Hadar str. RI_05P066] 
 ref|ZP_02697385.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Newport str. SL317] 
 ref|ZP_02831624.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Weltevreden str. 
           HI_N05-537] 
 ref|YP_002042565.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Newport str. SL254] 
 ref|YP_002047336.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Heidelberg str. SL476] 
 ref|ZP_03077841.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Kentucky str. CVM29188] 
 ref|YP_002148232.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Agona str. SL483] 
 ref|ZP_03166099.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Saintpaul str. SARA23] 
 ref|YP_002143803.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi A str. 
           AKU_12601] 
 ref|ZP_03215060.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Virchow str. SL491] 
 ref|ZP_03222015.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Javiana str. 
           GA_MM04042433] 
 ref|ZP_03345909.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. E00-7866] 
 ref|ZP_03359400.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. E02-1180] 
 ref|ZP_03362594.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. E98-0664] 
 ref|ZP_03370733.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. E98-2068] 
 ref|YP_002638903.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi C strain 
           RKS4594] 
 ref|ZP_04653938.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Tennessee str. 
           CDC07-0191] 
 ref|ZP_06534162.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. AG3] 
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 ref|ZP_06544985.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. E98-3139] 
 sp|P65455.1|MURA_SALTI RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|P65454.1|MURA_SALTY RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q57JG1.1|MURA_SALCH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|Q5PLD1.1|MURA_SALPA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|A9N756.1|MURA_SALPB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B5F6V8.1|MURA_SALA4 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B4TJ27.1|MURA_SALHS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B4T720.1|MURA_SALNS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B5BGL3.1|MURA_SALPK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|C0PZK2.1|MURA_SALPC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 pir||AB0904 UDP-N-acetylglucosamine 1-carboxyvinyltransferase [imported] - 
           Salmonella enterica subsp. enterica serovar Typhi 
           (strain CT18) 
 gb|AAL22176.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. LT2] 
 emb|CAD07824.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi] 
 gb|AAO70760.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhi str. Ty2] 
 gb|AAV78999.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi A str. ATCC 
           9150] 
 gb|AAX67151.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Choleraesuis str. 
           SC-B67] 
 gb|ABX69448.1| hypothetical protein SPAB_04124 [Salmonella enterica subsp. 
           enterica serovar Paratyphi B str. SPB7] 
 gb|ACF65411.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Newport str. SL254] 
 gb|ACF66435.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Heidelberg str. SL476] 
 gb|EDX47060.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Kentucky str. CVM29188] 
 gb|EDX52020.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Newport str. SL317] 
 emb|CAR61211.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi A str. 
           AKU_12601] 
 gb|ACH49951.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
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           enterica subsp. enterica serovar Agona str. SL483] 
 gb|EDY26900.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Saintpaul str. SARA23] 
 gb|EDZ04091.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Virchow str. SL491] 
 gb|EDZ05194.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Javiana str. 
           GA_MM04042433] 
 gb|EDZ11011.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Saintpaul str. SARA29] 
 gb|EDZ14388.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar 4,[5],12:i:- str. 
           CVM23701] 
 gb|EDZ20607.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Kentucky str. CDC 191] 
 gb|EDZ24653.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Heidelberg str. SL486] 
 gb|EDZ30102.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Weltevreden str. 
           HI_N05-537] 
 gb|EDZ35019.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Hadar str. RI_05P066] 
 gb|ACN47462.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Paratyphi C strain 
           RKS4594] 
 emb|CBG26309.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. 
           D23580] 
 gb|ACY90390.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. 
           14028S] 
 emb|CBW19375.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. 
           SL1344] 
 dbj|BAJ38308.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. 
           T000240] 
 emb|CBY97516.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Weltevreden str. 
           2007-60-3289-1] 
 gb|EFX50328.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. 
           TN061786] 
 gb|EFY12232.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           315996572] 
 gb|EFY15221.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           495297-1] 
 gb|EFY19709.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           495297-3] 
 gb|EFY23610.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           495297-4] 
 gb|EFY28142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           515920-1] 
 gb|EFY32065.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           515920-2] 
 gb|EFY39914.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 531954] 
 gb|EFY43579.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           NC_MB110209-0054] 
 gb|EFY45326.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           OH_2009072675] 
 gb|EFY51384.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
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           CASC_09SCPH15965] 
 gb|EFY53944.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 19N] 
 gb|EFY60370.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           81038-01] 
 gb|EFY63617.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           MD_MDA09249507] 
 gb|EFY70795.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 414877] 
 gb|EFY71737.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 366867] 
 gb|EFY78323.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 413180] 
 gb|EFY80901.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 446600] 
 gb|EFZ07875.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Choleraesuis str. A50] 
 gb|ADX19097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Typhimurium str. 4/74] 
 gb|EFZ81063.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           609458-1] 
 gb|EFZ84106.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           556150-1] 
 gb|EFZ89300.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 609460] 
 gb|EFZ92585.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           507440-20] 
 gb|EFZ96153.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 556152] 
 gb|EFZ99498.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           MB101509-0077] 
 gb|EGA05655.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           MB102109-0047] 
 gb|EGA08323.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           MB110209-0055] 
 gb|EGA14440.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           MB111609-0052] 
 gb|EGA17391.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           2009083312] 
 gb|EGA23384.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           2009085258] 
 gb|EGA26441.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           315731156] 
 gb|EGA30891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           IA_2009159199] 
 gb|EGA37962.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           IA_2010008282] 
 gb|EGA39036.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           IA_2010008283] 
 gb|EGA46278.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           IA_2010008284] 
 gb|EGA47540.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Montevideo str. 
           IA_2010008285] 
 gb|EGA52873.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
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           enterica subsp. enterica serovar Montevideo str. 
           IA_2010008287] 
          Length = 419 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 100/421 (23%), Positives = 164/421 (38%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V +F     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHIDASQVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCT 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGATIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGATVTIMC 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVTLGAKIAGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISRGKILCRNAQPDTL--DAVLAK-LRDAGADIEVGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A+G   I +     V E    
Sbjct: 283 DMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL+++GA  E   +  I    E L+   +    D R + +  LA C     TI  
Sbjct: 333 MHV--PELSRMGARAEIESNTVICHGVETLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|YP_001970990.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stenotrophomonas 
           maltophilia K279a] 
 sp|B2FRX1.1|MURA_STRMK RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAQ44676.1| putative UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Stenotrophomonas maltophilia K279a] 
          Length = 423 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 94/396 (23%), Positives = 159/396 (40%), Gaps = 56/396 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  V  D+    
Sbjct: 12  LHGEVSISGAKNAVLPILCATLLADEPVEITNVPHLHDVVTTVKLLGELGAKVTIDQGTL 71 
 
Query: 74  --KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDG 125 
               A+VV      PV       +L        ++++ A++   G      G A   L G 
Sbjct: 72  SRGSAIVVD---PRPVNQHVAPYEL--------VKTMRASILVLGPLLARFGAAEVSLPG 120 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
              +  RP+   + GL+ LGA++   + F+       R+ G G      V ++G+      
Sbjct: 121 GCAIGSRPVDQHIKGLQALGAEIVVENGFIKASAK--RLKG-GHFTFDMVSVTGT----- 172 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              +LM A LA G     ++D     P V      +   G K E   +  R  I+G ++  
Sbjct: 173 -ENVLMGAVLAEGTT---VLDNCAMEPEVTDLAHCLIALGAKIEGLGTA-RLVIEGVERL 227 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              ++  +  D      FL  AA+TGG VTV      ++  D   ++++E  GAK+  T+ 
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Sbjct: 228 SGGRHEVLP-DRIETGTFLVAAAMTGGKVTVNRARPNTM--DAVLSKLVE-AGAKIETTD 283 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
            S+T+    R P      KA+++     P    D+      +   ADG   I +     + 
Sbjct: 284 DSITLDMQGRRP------KAVNLTTAPYPAFPTDMQAQFMALNCVADGVGVINET----I 333 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            E   M     EL +LGA ++      I+   E L+ 
Sbjct: 334 FENRFMHV--NELLRLGADIQVEGHTAIVRGSEHLS 367 
 
 
>ref|YP_002431941.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Desulfatibacillum alkenivorans AK-01] 
 sp|B8FKV1.1|MURA_DESAA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACL04473.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Desulfatibacillum alkenivorans AK-01] 
          Length = 416 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 94/403 (23%), Positives = 161/403 (39%), Gaps = 41/403 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I+++  + +SG V++ G+K+ +  IL  + L +G     N+   +D+  +   L  LG 
Sbjct: 2   DKIIVEGGRTLSGEVQVSGAKNAALPILAASLLVDGWNTFYNVPELQDISTIGLLLEHLG 61 
 
Query: 65  LSVEADKAAKRAVVVG-CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             VE D    +    G C  + P +  +      L    +  R   A V+  GG A     
Sbjct: 62  AKVEKDGHTIKIDASGLCETEAPYDLVRRMRASVLVLGPLTARLKKARVSLPGGCA---- 117 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
                +  RPI   + GL+ LGA V+   G     V V     L G  + L  + +     
Sbjct: 118 -----IGARPIDQHLRGLEMLGATVELSHGY----VEVQA-EKLRGADIYLD-TPTVTGT 166 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             L+MAA LA G   + I+  +   P +     L+ R G K E + S        G +   
Sbjct: 167 ENLMMAACLAEG---VTILRNVAREPEIVALADLLNRMGGKVEGAGSP--VLTITGVEAL 221 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
           +P    +  D   A  F+  AA+T G V V+      LQ        L + GA VT     
Sbjct: 222 NPVEFTIIPDRIEAGTFMVAAALTEGDVLVKDAVPAHLQA---LISKLRLAGATVTEEGN 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            + V        G++ + ++DV     P    D+     V+   A G + I +        
Sbjct: 279 GIRVQ-------GKRPICSVDVKTLPHPGFPTDMQAQFMVLMTTAKGLSVIAETIF---- 327 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              R + + +EL ++GA++    +  +I   + L+   +   D 
Sbjct: 328 -ENRFIHV-SELVRMGANISISQNSAVIRGVKHLSAAPVMATD 368 
 
 
>ref|ZP_02206262.1| hypothetical protein COPEUT_01025 [Coprococcus eutactus ATCC 27759] 
 gb|EDP26808.1| hypothetical protein COPEUT_01025 [Coprococcus eutactus ATCC 27759] 
          Length = 433 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 87/379 (22%), Positives = 154/379 (40%), Gaps = 37/379 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  + + G V + G+K+ +  IL  A +++    ++N+ N  D   +L A++ +G 
Sbjct: 2   EQYVIKGGRPLEGEVTIAGAKNAALGILAAAVMTDQEVTIENVPNVRDTRVLLQAIQGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +V  +   +  V +  G   P  D   + +        A   L  A+     ++   L  
Sbjct: 62  ATV--NYVDEHTVRISGGTINPNSDLCVDDEFI--RKIRASYYLLGALLGKYKHSQVALP 117 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA VD   G     + VN    L G  + +   IS      
Sbjct: 118 GGCDIGARPIDLHIKGFEALGAKVDISNGM----ISVNA-DELVGSHIYMD-VISVGATI 171 
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Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G   IE   K    P++     L+   G   + + + D   I+G +     
Sbjct: 172 NVMMAAVMAEGKTTIENAAKE---PHIVDVANLLNSMGANIKGAGT-DVIRIRGVKSLHG 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
              + +  D   A  F+  AA T G V ++      L+        L  +GA VT  + S 
Sbjct: 228 TTYSIIP-DQIEAGTFMVAAAATRGNVLIKNVIPKHLEA---ITSKLTDIGAHVTEYDDS 283 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVK 359 
           V V    R       LKA ++     P    D+   +AV    ++G + + + +   R K 
Sbjct: 284 VRVMCDKR-------LKATNIKTLPYPGFPTDMQPQMAVTLALSNGTSIVTESIFENRFK 336 
 
Query: 360 ETERMVAIRTELTKLGASV 378 
                     EL+++GA + 
Sbjct: 337 YV-------AELSRMGAHI 348 
 
 
>ref|YP_226799.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           glutamicum ATCC 13032] 
 emb|CAF21220.1| UDP-N-ACETYLGLUCOSAMINE 1-CARBOXYVINYLTRANSFERASE [Corynebacterium 
           glutamicum ATCC 13032] 
          Length = 421 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 
 Identities = 103/431 (23%), Positives = 161/431 (37%), Gaps = 39/431 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G VK+ G+K+   +++  A L+EGTT + N     DV  M   L  LG  V  D +  
Sbjct: 15  QLQGAVKVYGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMRDVLVGLGCDVTIDGST 74 
 
Query: 74  KRAVV---VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                   +     FP           LG            +TA  G A   L G   +  
Sbjct: 75  VTITTPAELSSNADFPAVTQFRASVCVLG-----------PLTARCGRAVVSLPGGDAIG 123 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+     GL++LGA      G             L G  + L    S      +L A+ 
Sbjct: 124 SRPLDMHQSGLEKLGATTRISHGAVVAEAE-----KLVGANITLDFP-SVGATENILTAS 177 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            +A G     ++D     P +    R++   G   E   S     I+G +K  +P    V 
Sbjct: 178 VMAEGRT---VLDNAAREPEIVDLCRMLRSMGANIEGEGS-PTITIEGVEKL-TPTQHEV 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            GD   A  +   AA+T G +TV G     L   +   E L++ GAKV   E    V    
Sbjct: 233 IGDRIVAGTWAYAAAMTRGDITVGGIAPRYLHLPL---EKLKIAGAKVETYENGFRVQ-- 287 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAIRT 369 
                  K  +A D      P     L  +A+  +  +    V +  V E+  R V     
Sbjct: 288 -----MDKQPEATDYQTLPFPGFPTDLQPMAIGINAVSNGTSVITENVFESRFRFV---D 339 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+ +LGA       + +I   E+L+ T++ + D    A     A CA+    + D      
Sbjct: 340 EMLRLGADANVDGHHVVIRGIEQLSSTSVWSSDIRAGAGLVLAALCADGVTEVHDVFHID 399 
 
Query: 430 KTFPDYFDVLS 440 
           + +P++ + L  
Sbjct: 400 RGYPNFVENLQ 410 
 
 
>ref|YP_534260.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB18] 
 sp|Q20Y45.1|MURA_RHOPB RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABD89941.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodopseudomonas 
           palustris BisB18] 
          Length = 429 
 
 Score = 41.2 bits (95), Expect = 0.30,   Method: Compositional matrix adjust. 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 2031



 

 

 Identities = 72/310 (23%), Positives = 130/310 (41%), Gaps = 41/310 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           +++GT+ + G+K+ +  +++   L++ T ++DN+    DV  +   L   G+ + A     
Sbjct: 11  QLNGTIPISGAKNAALPLMIAGLLTDETLILDNVPRLADVAQLQRILGNHGVDIMA---- 66 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI-----------AMRS---LTAAVTAAGGNA 119 
                    GK P +   +   L +    I            MR+   + A + A    A 
Sbjct: 67  --------AGKRPGDHEYQGQTLHISAKNIIDTTAPYELVSKMRASFWVIAPLLARMHEA 118 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG-SI 178 
              L G   +  RP+  L++ L++LGA     L  D   V  +  GGL G  ++    ++ 
Sbjct: 119 KVSLPGGCAIGTRPVDLLIMALEKLGAT----LTIDGGYVIASAPGGLKGAAIEFPKVTV 174 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S  +++  LMAA LA G     +I      P +      + + G K   + +  R  I+G 
Sbjct: 175 SGTHVA--LMAATLARGTT---VIGNAACEPEIVDVADCLNKMGGKISGAGT-PRITIEG 228 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             K    ++  +     + +Y +A  A+TGG V + G     LQ  +   +VL   GA + 
Sbjct: 229 VAKLHGARHTVLPDRIETGTYAMA-VAMTGGDVQLSGARPELLQSAL---DVLTQAGATI 284 
 
Query: 299 TWTETSVTVT 308 
           T     + VT 
Sbjct: 285 TVNNDGIRVT 294 
 
 
>ref|ZP_05551474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 3_1_36A2] 
 gb|EEU33130.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 3_1_36A2] 
          Length = 423 
 
 Score = 41.2 bits (95), Expect = 0.31,   Method: Compositional matrix adjust. 
 Identities = 70/287 (24%), Positives = 121/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I G +K+ GSK+ +  I++   + +GT V+ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIEGELKVDGSKNSTLPIMIATLVEKGTYVLRNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     +++     P +E     + + G K     +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---VLENAAKEPEIEDLCNFLIKMGAKISGVGTG-RLEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|YP_003241909.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. Y412MC10] 
 gb|ACX64102.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Paenibacillus 
           sp. Y412MC10] 
          Length = 427 
 
 Score = 41.2 bits (95), Expect = 0.31,   Method: Compositional matrix adjust. 
 Identities = 90/409 (22%), Positives = 168/409 (41%), Gaps = 52/409 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++V++  + +SGT+++ G+K+ +  IL  + L+EGT  + N+ +  D+  ML  L  LG 
Sbjct: 2   DKLVIEGGRPLSGTIRIHGAKNAALPILAASLLAEGTVRLSNVPHLLDIEVMLSILGRLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPV-EDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNAT 120 
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              + +      V       F V ED  ++           MRS   L   + A  G  T 
Sbjct: 62  SKCKHELETV-TVDTSSANSFHVPEDLMKQ-----------MRSSIFLMGPLLARFGEVT 109 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADV-DCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
               G   + ER I   + GL+ LGA++ +      C   R      L G  + L  + S 
Sbjct: 110 IYQPGGCAIGERKIDLHLKGLQALGAEIEESNDKIHCRASR------LIGTDIHLDFA-S 162 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 ++MAA  ALG     ++      P ++     + + G     + + D   I G  
Sbjct: 163 VGATENIMMAAATALGTT---VLTNAAREPEIQDLQHFLNKMGANIIGAGT-DTITIHGV 218 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           ++ + P    +  D   A   +  AA+T G+VT+     + L        VL+  G + + 
Sbjct: 219 ERLE-PCEYEIIPDRIVAGTVMIAAAVTRGSVTLTKTNPSHL---TSLIHVLKRAGVQTS 274 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAID-VNMNKMP----DVAMTLAVVALFADGPTAIRD-V 353 
                + ++   R        KA++ +  +  P    D+   + V+   ADG + +++ V 
Sbjct: 275 ICNDIINISCMSRP-------KAVERIVTSPYPSFPTDLQSQVMVLLSLADGFSVMKETV 327 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              R K  E       EL+++GA +    +Y  I   +++    ++  D 
Sbjct: 328 FEGRFKHVE-------ELSRMGADISTDLNYAFIRGVQRIYGATVEATD 369 
 
 
>ref|YP_198570.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Wolbachia 
           endosymbiont strain TRS of Brugia malayi] 
 sp|Q5GRP6.1|MURA_WOLTR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAW71328.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Wolbachia 
           endosymbiont strain TRS of Brugia malayi] 
          Length = 425 
 
 Score = 41.2 bits (95), Expect = 0.32,   Method: Compositional matrix adjust. 
 Identities = 99/432 (22%), Positives = 173/432 (40%), Gaps = 55/432 (12%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 66 
           +V    K + G +K+ GSK+    I+  + LS  + V+ N+ +  DVH M   L  LG   
Sbjct: 5   LVRSNYKPLVGQIKINGSKNAILPIMAASLLSSSSVVLHNVPDLIDVHLMSELLEGLGAK 64 
 
Query: 67  V----EADKAAKRAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           V      D  A   +   C          E A +    FL         +   + +  G  
Sbjct: 65  VNFMHNKDHKANHTLETDCSNINNYAIQYETASKLRASFL---------MLGPMLSRFGK 115 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A     G   + +RP+   +  L+++GA ++     D   +     G L G K+ L   I 
Sbjct: 116 ARTAFPGGCNIGKRPVDMHIKALEEMGAKIE----IDGYNIIATVKGKLQGRKITLE-KI 170 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++MAA LA G   +  I+   + P +   +  +++ G   + +++  +  I G 
Sbjct: 171 SVGATENIIMAATLAEG---VTTINNAATEPEILDLIEFLKKIGADIKINNT--KVIITG 225 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
            +K     +  +     + +Y LA A IT G + +EG   + ++     A  LE +GA V 
Sbjct: 226 VKKLNGCIHKIISDRIEAGTYALA-AIITNGKLVLEGINLSDIRC---IANELEAIGAMV 281 
 
Query: 299 TWTETSVTVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
              + S+ ++        RK+  +K+ +V  +  P    D+   L      ADG + I + 
Sbjct: 282 ELYDGSIVIS--------RKNGSIKSTNVATDPYPNFPSDMQPQLMSAMCIADGISVIEE 333 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHRMAMA 409 
                    E   +   EL KLGA++    +   I   + L   N+ A D      + +A 
Sbjct: 334 ------NIFENRFSHADELRKLGANISIKKNKAAINGIKSLSGANLYATDLRSTAALVLA 387 
 
Query: 410 FSLAACAEVPVT 421 
            SL A  E  +  
Sbjct: 388 -SLVASGETTIN 398 
 
 
>ref|YP_001538788.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salinispora 
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           arenicola CNS-205] 
 gb|ABV99797.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salinispora 
           arenicola CNS-205] 
          Length = 445 
 
 Score = 41.2 bits (95), Expect = 0.32,   Method: Compositional matrix adjust. 
 Identities = 107/457 (23%), Positives = 178/457 (38%), Gaps = 84/457 (18%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            ++GTV + G+K+ + +++ +A L+ G +V+ N+    D+  M   LR L           
Sbjct: 12  RMTGTVHVVGAKNSALKLMAVALLAPGRSVITNVPRITDIAIMGEVLRRL---------- 61 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAV-TAAGGNATYVLDGVPRMR- 130 
                 GCG +F   DA + V   + + G+   RS+T  V    G  A Y L  V R+R  
Sbjct: 62  ------GCGIRF---DADDPVDPMVAHGGVPRSRSVTIDVPDVPGAEADYEL--VRRLRA 110 
 
Query: 131 -----------------ERPIGDL---------VVGLKQLGADVD---CFLGTDCPPVRV 161 
                              P GD          V GL ++GA++     F+    P     
Sbjct: 111 SICVLGPLLARRGSVRVAHPGGDAIGSRGLDMHVSGLARMGAEISGERGFVVASAPR--- 167 
 
Query: 162 NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 221 
               GL G ++ L    S      L+MAA LA G     +ID     P +     ++ +  
Sbjct: 168 ----GLRGAEIVLDFP-SVGATENLVMAAVLAKG---TTVIDNAAREPEIVDICTMLNQM 219 
 
Query: 222 GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
           G   + + +     + G    +  ++A V GD   A  +  GAA+T G VTV G     L 
Sbjct: 220 GALIDGAGT-STLTVVGVPGLQPVRHATV-GDRIVAGTWAFGAAMTRGDVTVTGASPAFL 277 
 
Query: 282 QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 341 
             DV   +++   GA V     +  +    R        +A+DV     P  A  L  +A 
Sbjct: 278 --DVALDKLVS-AGALVETRRGAFRIRMADRP-------RAVDVVTLPYPGFATDLLPMA 327 
 
Query: 342 LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 398 
           +   G  A+ D AS     + +   M A   E+ +LGA ++    + ++   E+L+   + 
Sbjct: 328 I---GLAAVSDGASLITENIFDGRFMFA--NEMMRLGADIQTDGHHAVVRGRERLSGAPV 382 
 
Query: 399 DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 435 
              D    A       C +    +       + +PD+ 
Sbjct: 383 AATDIRAGAGLLIAGLCTDGVTEVSHAHHVDRGYPDF 419 
 
 
>ref|YP_001408257.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           curvus 525.92] 
 gb|EAU00142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           curvus 525.92] 
          Length = 442 
 
 Score = 41.2 bits (95), Expect = 0.32,   Method: Compositional matrix adjust. 
 Identities = 90/416 (21%), Positives = 166/416 (39%), Gaps = 58/416 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++SG V++ G+K+ +  ++ L  L++    + N+ N  D+  +   LR LG S E +    
Sbjct: 32  KLSGKVEISGAKNAALPLIALTLLAKNEVKLSNIPNVADIKTLAQLLRNLGASCEFEN-- 89 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVP 127 
           +  + +  GG          V   + N  I +R + A++   G      G+    L G   
Sbjct: 90  ENLLKIDTGG----------VNSTMANYDI-VRKMRASILTLGPLLARFGHCEVSLPGGC 138 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG-----KVKLSGSISSQY 182 
            + +RPI   +  L+++GA ++   G     +  +   GL        K+ ++GS      
Sbjct: 139 AIGQRPIDLHLSALEKMGASIEIKQGY----IVASAPDGLKAASIVFDKITVTGS----- 189 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++MAA LA G  ++  + K    P V     ++   GVK E   + +      G K  
Sbjct: 190 -ENIIMAAALAHGTTQLLNVAKE---PEVVQICEVLAASGVKIEGIGTSELSITGTGSKL 245 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
               +  V  D   A  +L   AIT   +++       +   +     LE MG  +     
Sbjct: 246 LDIGDVEVIPDRIEAGTYLCAGAITNSRISISKANANHM---LAMLAKLEEMGFGIKIDN 302 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
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             +T+          K +K  ++   + P    D+      ++L A+G + I +    R+ 
Sbjct: 303 DEITI-------LPAKKIKPCEIITTEYPGFPTDMQAQFMALSLIANGVSVIDE----RL 351 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
            E   M    +EL ++GA +        +   ++LN   I    D R + A  LAA 
Sbjct: 352 FENRFMHV--SELARMGADIRLNGHIASVYGGKELNAADI-MATDLRASSALILAA 404 
 
 
>ref|ZP_01969168.1| hypothetical protein RUMTOR_02753 [Ruminococcus torques ATCC 27756] 
 gb|EDK23076.1| hypothetical protein RUMTOR_02753 [Ruminococcus torques ATCC 27756] 
          Length = 440 
 
 Score = 41.2 bits (95), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 96/426 (22%), Positives = 172/426 (40%), Gaps = 43/426 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T  +DNL +  DV+ ML A+  +G 
Sbjct: 12  EQYIIKGGNPLVGEVEIGGAKNAALAILAAAIMTDETVQIDNLPDVNDVNVMLEAIEGIG 71 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             V+        +     G F +E D  ++++        A   L  A+      A   L 
Sbjct: 72  AMVQRIDRHTVKINGSTIGDFNIEYDYIKKIR--------ASYYLLGALLGKYKRAEVAL 123 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADVD   G             L    V +  +I+     
Sbjct: 124 PGGCNIGSRPIDQHLKGFRALGADVDIEHGKIVAEAEKLRGTHLYFDVVTVGATIN---- 179 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA ++ G   + I++ +   P+V      +   G     + + D   I+G +    
Sbjct: 180 --VMMAAAMSEG---LTIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVRSLH 233 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             + + +  D   A  F+  AA T G VTV       L  D   +++++ +G +V   +  
Sbjct: 234 KTEYSIIP-DQIEAGTFMFAAAATKGDVTVLNVIPKHL--DATISKLVD-IGCEVEEFDD 289 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
           +V V         +K L+   V     P    D+   + V    A G + I + +   R  
Sbjct: 290 AVRVV-------AKKRLRCTQVKTLPYPGYPTDMQPQIGVALALAKGTSTITESIFENRF 342 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           K          EL ++GA V+   +   I   E+ +   + +  D R   A  +A  A   
Sbjct: 343 KYL-------GELARMGAQVKVEGNSATIEGVERFSAARV-SAPDLRAGAALCIAGLAAE 394 
 
Query: 419 PVTIRD 424 
            +TI D 
Sbjct: 395 GITIVD 400 
 
 
>ref|NP_107611.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mesorhizobium 
           loti MAFF303099] 
 sp|Q986Q6.1|MURA2_RHILO RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 dbj|BAB53397.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mesorhizobium 
           loti MAFF303099] 
          Length = 418 
 
 Score = 41.2 bits (95), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 98/409 (23%), Positives = 169/409 (41%), Gaps = 45/409 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + G V + G+K+ +   +  A LS     + NL +  DV  MLG +R  G   E  ++ 
Sbjct: 10  RRLEGAVTISGAKNAALPQIAAALLSPYPLELTNLPDVTDVENMLGVVRLHG--AEVTRS 67 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           A  A  +        E + + V+         MR+   + A + A  G+A   L G   + 
Sbjct: 68  AH-AATIDTSAAVSKETSYDTVR--------KMRATVLVLAPLLARFGHARVSLPGGCAI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+   V  L  LGA +    G     +  +   GL G ++ LS S S       +MA 
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Sbjct: 119 GARPVDMHVAALAALGAKIAIENGL----IVASAPNGLTGTRIVLS-SPSVGATETAMMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  A G+ EI    +   +  +   L  M   G + E + +  R  I G   + + ++   
Sbjct: 174 ATTAKGETEILNAAREPEVADLAACLNAM---GARIEGAGT-HRILIAGDTGWHAARHDI 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           +     + +Y +A AAITGG + +       L+      ++LE  G  V   +  + V+  
Sbjct: 230 IPDRIEAGTYAIA-AAITGGQLELT---HARLEHMASVVQLLEATGVSVWPGDRGLIVS- 284 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             RE    + LKA D+     P    D+      +   A+G + +R+     + E   M  
Sbjct: 285 --RE----RPLKAADLTTEPYPGFPTDLQAQFMALMCCAEGASLLRET----IFENRFMH 334 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 414 
               EL +LGA+++      ++   EKL+   +    D R +++  LAA 
Sbjct: 335 V--PELMRLGANIKLQGTMALVRGGEKLHGAQV-MATDLRASVSLVLAA 380 
 
 
>ref|NP_623242.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Thermoanaerobacter 
           tengcongensis MB4] 
 ref|ZP_05092865.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Carboxydibrachium pacificum DSM 12653] 
 sp|Q8R9G7.1|MURA2_THETN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2; 
           AltName: Full=Enoylpyruvate transferase 2; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 2; 
           Short=EPT 2 
 gb|AAM24846.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Thermoanaerobacter 
           tengcongensis MB4] 
 gb|EEB75273.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Carboxydibrachium pacificum DSM 12653] 
          Length = 417 
 
 Score = 41.2 bits (95), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 70/265 (26%), Positives = 112/265 (42%), Gaps = 27/265 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G V++ G+K+    IL    L+EG +V+ N    +DV  M+  L  +G  V      
Sbjct: 10  KRLYGEVEVHGAKNSILPILAATILNEGVSVIHNCPRLKDVDSMIEILEHIGCKVS---F 66 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           + R +VV       V+D++    L        MRS   L  A+ A    A     G   + 
Sbjct: 67  SGRDIVVDA---RDVKDSEIPDNLMR-----TMRSSIFLMGALIARNKKAFISFPGGCDI 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RPI   + GLK+LG +++   G   C  VRV       G ++ L    S      +++ 
Sbjct: 119 GHRPIDLHLKGLKKLGVEIEESYGYIRCKGVRVR------GNEIHLDLP-SVGATENIML 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   I +I      P +E     +   G +   + + +   I+G +K    +   
Sbjct: 172 AATLADG---ITVIRNAAKEPEIEDLQNFLNSMGARITGAGT-NTIVIEGVKKLHDTEYT 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTV 273 
            +  D   A  +L  AA+T G +TV 
Sbjct: 228 IIP-DRIVAGTYLCAAAMTRGELTV 251 
 
 
>ref|ZP_05060454.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [gamma 
           proteobacterium HTCC5015] 
 gb|EDY87404.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [gamma 
           proteobacterium HTCC5015] 
          Length = 421 
 
 Score = 41.2 bits (95), Expect = 0.33,   Method: Compositional matrix adjust. 
 Identities = 94/407 (23%), Positives = 164/407 (40%), Gaps = 63/407 (15%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G ++  G+K+    IL    LS+    V N+ + +DV  M+  L ++G 
Sbjct: 4   DKLIIEGGRRLDGELRASGAKNAVLPILAATLLSDEPVSVSNVPHLQDVTTMVALLGSMG 63 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
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                       V V  G +  VE     ++  +    + ++++ A++   G      G  
Sbjct: 64  ------------VTVVIGDRLTVEIDPTTIEQCVAPYEL-VKTMRASIVVLGPLVARYGR 110 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI-----GGLPGGKVK 173 
           A   L G   +  RP+   + GLK +GA+V          V  NG        L G ++  
Sbjct: 111 ARVSLPGGCAIGARPVDQHIKGLKAMGAEV----------VVENGYIEARADRLKGARIV 160 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +  +++      LLMAA LA G     I++     P V  T   +   G K   + +    
Sbjct: 161 MD-TVTVTGTENLLMAAALADGTT---ILENAACEPEVVDTADFLNAMGAKVSGAGT-ST 215 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             ++G ++     N  V  D      FL  AA+T G V V+     +L  D   A+ LE  
Sbjct: 216 ITVEGVERLHG-TNYRVLPDRIETGTFLVAAAMTRGRVKVKDTSPHAL--DAVLAK-LEE 271 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
            GAKVT  +  + +    R P      KA+    +  P    D+      +   A+G +  
Sbjct: 272 AGAKVTVGDDWIELDMEGRRP------KAVSFRTDVYPGFPTDMQAQFMALNAVAEGAS- 324 
 
Query: 350 IRDVASWRVKET--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                  RV ET  E       EL ++GA ++   + C+    E+L  
Sbjct: 325 -------RVTETVFENRFMHVPELQRMGAKIDIEGNTCLCEGVEELT 364 
 
 
>ref|YP_003826360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermosediminibacter oceani DSM 16646] 
 gb|ADL08737.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermosediminibacter oceani DSM 16646] 
          Length = 416 
 
 Score = 41.2 bits (95), Expect = 0.34,   Method: Compositional matrix adjust. 
 Identities = 92/402 (22%), Positives = 152/402 (37%), Gaps = 59/402 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV+   +K+    ++  + L+EG  V++++   EDV  M   L  LG   E  + +  
Sbjct: 12  LKGTVRTSSAKNAVLPVMAASLLAEGECVIEDVPELEDVRVMREVLSALGARCETKEGSL 71 
 
Query: 75  RAV---VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           R +   +  C  + P E  ++    FL    +  +   A ++  GG A         +   
Sbjct: 72  RIIPDNIDTC--EAPYELVRKMRASFLVMGPLLAKYGWAKISLPGGCA---------IGS 120 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQYLSA 185 
           RPI   + G   LGA+++             G G +     KL GS+      S       
Sbjct: 121 RPIDLHLKGFTALGAEINL------------GHGSVEARCEKLKGSVIYLDFPSVGATEN 168 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     +I+     P +      +   G     + + D   I+G +  K   
Sbjct: 169 IMMAAALAEGQT---VIENAAKEPEIVDLANFLNSMGAYIRGAGT-DVIKIEGVRNLKGI 224 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               +  D   A  FL   AIT G V VE   +  L+  +  A+++E  GA+V   E  + 
Sbjct: 225 SYTVIP-DRIEAGTFLIAGAITNGDVLVENVVSEHLKPLI--AKLIE-CGAEVIEGEDGI 280 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMPDV-----AMTLAVVALFADGPTAIRDVASWRVKE 360 
            V        GR     +DV     P       A  +A ++L          V   R    
Sbjct: 281 RVV-------GRGRPNPVDVKTMPYPGFPTDMQAQMMAYLSLCTGTSMVTETVFENRFMH 333 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            E       EL ++GA ++      I+   EKL+   +   D 
Sbjct: 334 VE-------ELKRMGAKIKIEGKSAIVEGVEKLSGAPVKATD 368 
 
 
>ref|NP_601757.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           glutamicum ATCC 13032] 
 sp|Q8NML5.1|MURA_CORGL RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAB99951.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Corynebacterium 
           glutamicum ATCC 13032] 
          Length = 418 
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 Score = 41.2 bits (95), Expect = 0.34,   Method: Compositional matrix adjust. 
 Identities = 103/431 (23%), Positives = 161/431 (37%), Gaps = 39/431 (9%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           ++ G VK+ G+K+   +++  A L+EGTT + N     DV  M   L  LG  V  D +  
Sbjct: 12  QLQGAVKVYGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMRDVLVGLGCDVTIDGST 71 
 
Query: 74  KRAVV---VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
                   +     FP           LG            +TA  G A   L G   +  
Sbjct: 72  VTITTPAELSSNADFPAVTQFRASVCVLG-----------PLTARCGRAVVSLPGGDAIG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+     GL++LGA      G             L G  + L    S      +L A+ 
Sbjct: 121 SRPLDMHQSGLEKLGATTRISHGAVVAEAE-----KLVGANITLDFP-SVGATENILTAS 174 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            +A G     ++D     P +    R++   G   E   S     I+G +K  +P    V 
Sbjct: 175 VMAEGRT---VLDNAAREPEIVDLCRMLRSMGANIEGEGS-PTITIEGVEKL-TPTQHEV 229 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
            GD   A  +   AA+T G +TV G     L   +   E L++ GAKV   E    V    
Sbjct: 230 IGDRIVAGTWAYAAAMTRGDITVGGIAPRYLHLPL---EKLKIAGAKVETYENGFRVQ-- 284 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAIRT 369 
                  K  +A D      P     L  +A+  +  +    V +  V E+  R V     
Sbjct: 285 -----MDKQPEATDYQTLPFPGFPTDLQPMAIGINAVSNGTSVITENVFESRFRFV---D 336 
 
Query: 370 ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 429 
           E+ +LGA       + +I   E+L+ T++ + D    A     A CA+    + D      
Sbjct: 337 EMLRLGADANVDGHHVVIRGIEQLSSTSVWSSDIRAGAGLVLAALCADGVTEVHDVFHID 396 
 
Query: 430 KTFPDYFDVLS 440 
           + +P++ + L  
Sbjct: 397 RGYPNFVENLQ 407 
 
 
>ref|YP_003796667.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Nitrospira defluvii] 
 emb|CBK40741.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Nitrospira defluvii] 
          Length = 418 
 
 Score = 41.2 bits (95), Expect = 0.35,   Method: Compositional matrix adjust. 
 Identities = 70/280 (25%), Positives = 116/280 (41%), Gaps = 35/280 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I++Q  + + G V+  G+K+ +  IL    L  G  V+ N+    DV  M   L  LG 
Sbjct: 2   DQIIIQGGRPLRGEVRTSGAKNAALPILASTILGGGECVLSNMPRVVDVLTMGKLLGMLG 61 
 
Query: 65  LSV--EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------ 116 
           +SV  EA+     A  V          A  E    L      +R++ A+V   G       
Sbjct: 62  ISVAQEANHTIVEAQAV----------ASTEAPYDL------VRTMRASVLVLGPLVARL 105 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
           G A   L G   +  RP+   + GL+++GA V+   G      R      L G ++     
Sbjct: 106 GEAKVSLPGGCAIGSRPVNFHLAGLEKMGATVEIEHGYIKATARR-----LKGARIYFD- 159 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
           + S      L+MAA LA G     +++     P +      + + G +   + + D   I 
Sbjct: 160 TPSVTGTENLMMAAVLAEGTT---VLENAAKEPEISDLAAFLTKRGARITGAGT-DMITI 215 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 276 
           +G        +A +     + +Y +AGA ITGG V ++ C 
Sbjct: 216 EGVTGLHGADHAVIPDRIEAGTYLVAGA-ITGGEVVIDDC 254 
 
 
>ref|ZP_07378212.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pantoea sp. aB] 
 gb|EFM20206.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pantoea sp. aB] 
          Length = 419 
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 Score = 41.2 bits (95), Expect = 0.35,   Method: Compositional matrix adjust. 
 Identities = 98/422 (23%), Positives = 167/422 (39%), Gaps = 53/422 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+  +Q    +SG V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG 
Sbjct: 2   EKFRVQGPTRLSGEVTISGAKNAALPILFAALLAEEPVEIKNVPKLRDIDTTMKLLSQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE +            G   V+ +   V +F     + ++++ A++ A G      G  
Sbjct: 62  AKVERN------------GSVHVDASA--VDVFCAPYDL-VKTMRASIWALGPLVARFGQ 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   I 
Sbjct: 107 GQVSLPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGALIVMD-KI 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++ AA LA G     +I+     P +  T   +   G K   + S D+  I+G 
Sbjct: 162 SVGATVTIMSAATLATGTT---VIENAAREPEIVDTANFLNTLGAKISGAGS-DKITIEG 217 
 
Query: 239 GQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            ++       Y V  D      FL  AAI+GG V        ++  D   A+ L   GA  
Sbjct: 218 VERLGG--GVYRVLPDRIETGTFLVAAAISGGKVMCHKTQPDTM--DAVLAK-LRDAGAD 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   E  +++    + P      KA++V     P    D+     ++ + A+G   I +  
Sbjct: 273 IETGEDWISLDMHGKRP------KAVNVRTAPHPGFPTDMQAQFTLLNMVAEGTGLITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
                    R + I  EL ++G   E   +  I    E L+   +    D R + +  LA 
Sbjct: 327 IF-----ENRFMHI-PELIRMGGHAEIESNTAICHGVETLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 AC 415 
            C 
Sbjct: 380 GC 381 
 
 
>ref|ZP_04061074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           salivarius SK126] 
 gb|EEK11040.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           salivarius SK126] 
          Length = 423 
 
 Score = 41.2 bits (95), Expect = 0.35,   Method: Compositional matrix adjust. 
 Identities = 76/267 (28%), Positives = 119/267 (44%), Gaps = 30/267 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +SG V + G+K   N +L LLAA    SEG T + N+    DV+ M   +R L ++V+ D 
Sbjct: 13  LSGEVVIEGAK---NAVLPLLAATILASEGQTTLTNVPILSDVYTMNNVVRGLDIAVDFD 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
           +     VVV   G+   +   E V          MR+   +   + A  G+A   + G   
Sbjct: 70  E-ENNIVVVDASGEILDQAPYEYVS--------KMRASIVVLGPILARNGHAKVSMPGGC 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   + GL+ +GA +   +G D      N    L G  + +    S      L+ 
Sbjct: 121 TIGSRPIDLHLKGLEAMGAKI-TQVGGDITATAEN----LKGATIYMDFP-SVGATQNLM 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G   IE   +   I  V++ L L+   G   + + + +   IKG +     K+ 
Sbjct: 175 MAATLADGVTTIENAAREPEI--VDLAL-LLNEMGADVKGAGT-ETLVIKGVKALHGTKH 230 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVE 274 
           A V+ D   A  F+  AA+T G V ++ 
Sbjct: 231 AVVQ-DRIEAGTFMVAAAMTSGDVLIK 256 
 
 
>ref|ZP_04667189.1| conserved hypothetical protein [Clostridiales bacterium 1_7_47_FAA] 
 gb|EEQ60410.1| conserved hypothetical protein [Clostridiales bacterium 1_7_47FAA] 
          Length = 430 
 
 Score = 41.2 bits (95), Expect = 0.36,   Method: Compositional matrix adjust. 
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 Identities = 87/422 (20%), Positives = 172/422 (40%), Gaps = 35/422 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  + +++   ++DNL +  D++ +L A+  +G 
Sbjct: 2   EQYIIKGGNPLVGDVTISGAKNAALGILAASIMTDDDVLIDNLPDVRDINVLLEAIEEIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             VE  +  +  V +       V    E ++        A      A+     +A   L  
Sbjct: 62  ARVE--RIDRHTVKINGSNIKEVSVDDEYIRKIR-----ASYYFIGALLGKYKSAQVPLP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGA+V    G     V  + I  L    + L   +S      
Sbjct: 115 GGCNIGSRPIDQHIKGFRALGAEVIIERGA----VIAHAI-DLVASHIYLD-VVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G     I++     P++      +   G   + + + D   IKG  +    
Sbjct: 169 NIMMAAALAEGQT---ILENAAKEPHIVDVANFLNSMGANIKGAGT-DTIRIKGVDRLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
            + + +  D   A  F+  AA T G + ++      L+     +  L  +G +V   + + 
Sbjct: 225 TEYSIIP-DQIEAGTFMCAAAATRGDIMIKNVIPKHLEA---ISAKLMEIGCEVAEFDDA 280 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRD-VASWRVKETE 362 
           V V G P +    +H     +     P D+   +AV  + A+G + + + +   R K  + 
Sbjct: 281 VRVVGKPSQ----RHTDIKTLPYPGFPTDMQPQMAVALVLANGTSMVTESIFENRFKYVD 336 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
                  EL ++G++++   +  +I   ++L    ++   D R   A  +A  A    T+ 
Sbjct: 337 -------ELARMGSNIKVEGNVAVIDGVKRLTGAQVNA-PDLRAGAALVIAGLAADGYTV 388 
 
Query: 423 RD 424 
            D 
Sbjct: 389 VD 390 
 
 
>ref|YP_003518733.1| MurA [Pantoea ananatis LMG 20103] 
 gb|ADD75605.1| MurA [Pantoea ananatis LMG 20103] 
          Length = 424 
 
 Score = 41.2 bits (95), Expect = 0.37,   Method: Compositional matrix adjust. 
 Identities = 103/427 (24%), Positives = 165/427 (38%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q    +SG V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE 
Sbjct: 11  VQGPTRLSGEVTISGAKNAALPILFAALLAEEPVEITNVPKLRDIDTTMKLLTQLGAKVE 70 
 
Query: 69  ADKAAK---RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA---VTAAGGNATYV 122 
            + +       V V C    P E  K             MR+   A   + A  G      
Sbjct: 71  RNGSVHVDASGVDVFCA---PYELVK------------TMRASIWALGPLVARFGQGEVS 115 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA++    G     V+ +  G L G  + +   +S    
Sbjct: 116 LPGGCAIGARPVDLHITGLEQLGAEIKLEEGY----VKASVNGRLKGALIVMD-KVSVGA 170 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     +I+     P +  T   +   G K   + + D+  I+G ++  
Sbjct: 171 TVTIMSAATLATGTT---VIENAAREPEIVDTANFLNTLGAKISGAGT-DKITIEGVERL 226 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+GG V        +L  D   A+ L   GA +    
Sbjct: 227 GG--GVYRVLPDRIETGTFLVAAAISGGKVICRNAQPDTL--DAVLAK-LRDAGADIETG 281 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 282 EDWISLDMHGKRP------KAVNVRTAPHPGFPTDMQAQFTLLNLVAEGTGLITETIF-- 333 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
                R + I  EL ++GA  E   +  I    E L+   +    D R + +  LA C   
Sbjct: 334 ---ENRFMHI-PELIRMGAHAEIESNTAICHGVETLSGAQV-MATDLRASASLVLAGCIA 388 
 
Query: 418 VPVTIRD 424 
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              T+ D 
Sbjct: 389 EGTTLVD 395 
 
 
>ref|ZP_04678375.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           warneri L37603] 
 gb|EEQ79508.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Staphylococcus 
           warneri L37603] 
          Length = 421 
 
 Score = 41.2 bits (95), Expect = 0.37,   Method: Compositional matrix adjust. 
 Identities = 91/371 (24%), Positives = 146/371 (39%), Gaps = 35/371 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           ++IV+    ++ G VK+ G+K+    +L  + L S+GT+ + N+    DV  +   L TL 
Sbjct: 2   DKIVINGGNQLKGEVKVEGAKNAVLPVLTASLLASKGTSKLVNVPALSDVETINNVLSTL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
              V   K  + AVVV        E   E V     +  + M  L A +    G+A   L 
Sbjct: 62  NADVTY-KKDENAVVVDATKTLNEEAPYEYVSKMRASI-LVMGPLLARL----GHAIVAL 115 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA++    G     +  N   GL G  + L    S     
Sbjct: 116 PGGCAIGSRPIEQHIKGFEALGAEIHLENGN----IYANAKDGLKGASIHLDFP-SVGGT 170 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             L+MAA LA G     +++     P +      +   G K   + + D   I G +    
Sbjct: 171 QNLIMAASLASGKT---VLENAAKEPEIVDLANYINEMGGKITGAGT-DTITIHGVEYLT 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             +++ +     + +  +AG AIT G + V G     +         LE MG K+ + E  
Sbjct: 227 GVEHSIIPDRIEAGTLLIAG-AITRGDIFVRGAIKEHMS---SLVYKLEEMGVKLDYQED 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----S 355 
            + V+           LK +DV     P    D+   +  + L A+G   I +        
Sbjct: 283 GIRVS-------AEGDLKPVDVKTLPHPGFPTDMQSQMIALLLTANGHKVITETVFENRF 335 
 
Query: 356 WRVKETERMVA 366 
             V E  RM A 
Sbjct: 336 MHVAEFRRMNA 346 
 
 
>ref|YP_001564491.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Delftia acidovorans 
           SPH-1] 
 gb|ABX36106.1| EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase) 
           [Delftia acidovorans SPH-1] 
          Length = 465 
 
 Score = 41.2 bits (95), Expect = 0.37,   Method: Compositional matrix adjust. 
 Identities = 61/243 (25%), Positives = 94/243 (38%), Gaps = 26/243 (10%) 
 
Query: 144 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 203 
           +GAD+D  +GT    VR    GG P G    +       ++  L    +  GDVE+     
Sbjct: 237 MGADIDG-IGTSRLTVR----GGAPLGGGDFTFEEDFHEITTFLALGAITGGDVEVRN-S 290 
 
Query: 204 KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP--KNAYVEGDASSASYFL 261 
              + P ++   R   +FGV+ EH + W R    G  K ++P   N   + +A+   YF  
Sbjct: 291 TPDNFPLID---RTFAKFGVQVEHKNGWSRALRSGPLKVQTPFTSNVLTKVEAAPWPYFP 347 
 
Query: 262 AGAAITGGTVTVEGCGTTSL-----QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 316 
                    + V   G          G + +   L   GA V  ++    VT      FG 
Sbjct: 348 VDLLPIFIALGVHAQGNALFWNKIYDGALGWTGELSKFGAHVFSSDPHRVVT------FG 401 
 
Query: 317 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 376 
              L    V    +  VA+ L +VA   +G + IR+    R      +  +R+    LGA 
Sbjct: 402 GNPLTPAVVESPYIIRVAIALFMVASSIEGRSEIRNATPIRRAHPHFVENLRS----LGA 457 
 
Query: 377 SVE 379 
            VE 
Sbjct: 458 RVE 460 
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>ref|ZP_06371949.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 414] 
 gb|EFC32795.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 414] 
          Length = 418 
 
 Score = 40.8 bits (94), Expect = 0.37,   Method: Compositional matrix adjust. 
 Identities = 87/404 (21%), Positives = 163/404 (40%), Gaps = 66/404 (16%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++ I  +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  L      
Sbjct: 6   IEGINHLSGNVTISGAKNAALPLIVSSILAKNEVKINNIPNVADIKTLISLLENL----- 60 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GN 118 
                        G K   ++    +     N  IA    +R + A++   G      G+ 
Sbjct: 61  -------------GAKVNFQNNTALLNTSTLNQTIAKYDIVRKMRASILTLGPLLARFGH 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I 
Sbjct: 108 CEVSLPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGNLKGNEI-LFDKI 160 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFGVKAEHSDSWDRFY 235 
           +      ++MAA LA G        KL+++   P V     +++  G+  +     D    
Sbjct: 161 TVTGSENIIMAAALAKGKT------KLLNVAKEPEVVQLCEILKNAGLDIK-GIGTDELE 213 
 
Query: 236 IKGGQK-YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           I G  K     K   V  D   A  +L   AIT   +T++    + L         L  M 
Sbjct: 214 IYGTDKELLEIKEFSVIPDRIEAGTYLCAGAITNSKITLDKVNASHLSA---VLAKLHQM 270 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI 350 
           G +    E S+T+  P +E      +K I++  ++ P    D+      +AL  +G + I 
Sbjct: 271 GFETLIKEDSITLL-PAKE------IKPIEIMTSEYPGFPTDMQAQFMALALKTNGTSII 323 
 
Query: 351 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            +    R+ E   M    +EL ++GA ++       I   ++LN 
Sbjct: 324 DE----RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELN 361 
 
 
>ref|YP_003809885.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [gamma 
           proteobacterium HdN1] 
 emb|CBL44224.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [gamma 
           proteobacterium HdN1] 
          Length = 424 
 
 Score = 40.8 bits (94), Expect = 0.38,   Method: Compositional matrix adjust. 
 Identities = 90/400 (22%), Positives = 153/400 (38%), Gaps = 52/400 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--------LS 66 
           +SG V++ GSK+ S  IL    L +G   V N+ +  DV  M+  L  +G        +  
Sbjct: 12  LSGEVRISGSKNSSLPILAGTLLVDGKAKVSNIPHLHDVTTMIELLGQMGVDVVVDDHMV 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 126 
           +E D    +     C   + +        L LG            + A  G A   L G  
Sbjct: 72  LEVDPRGLK----DCTAPYELVKTMRASILVLG-----------PLVARFGEAIVSLPGG 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+ +GA+++   G     V+    G L G  + L  +++      L 
Sbjct: 117 CAIGSRPVDLHLKGLEAMGANINVANGYIHATVK----GRLKGAHLMLD-TVTVTGTENL 171 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           +MAA LA G     II+     P +      +   G   + + S D   I+G ++ +S + 
Sbjct: 172 MMAASLANGRT---IIENAAREPEIVDLANFINAMGGNVQGAGS-DTLVIEGVERLQSCE 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  +     + ++ +AG AIT G V         L  D    + LE  GA ++     +  
Sbjct: 228 HTVIADRIETGTFLVAG-AITSGLVKCRNTDPRML--DTTLIK-LEEAGANISTGADWIE 283 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           +    R P          VN+  MP       + A F     A+  +A      TE +   
Sbjct: 284 IDMRNRRPRA--------VNIRTMPHPGFPTDMQAQF----MALNTIAEGTSTITETIFE 331 
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Query: 367 IR----TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            R    +EL ++GA +    +  ++   E L    +   D 
Sbjct: 332 NRFMHVSELARMGADIHVEGNTAVVRGVESLTAAPVMATD 371 
 
 
>ref|ZP_08062751.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis ATCC 903] 
 gb|EFX39512.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           parasanguinis ATCC 903] 
          Length = 427 
 
 Score = 40.8 bits (94), Expect = 0.38,   Method: Compositional matrix adjust. 
 Identities = 78/299 (26%), Positives = 124/299 (41%), Gaps = 35/299 (11%) 
 
Query: 17  GTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           GTVK+ G+K   N +L LLAA    SEG T + N+    DV  M   +R L   V  ++  
Sbjct: 15  GTVKIEGAK---NAVLPLLAATVLASEGVTTLKNVPVLSDVFTMNNVVRGLNAQVTFNEE 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
            +  VVV    K   E   + V          MR+   +   V A  G+A   + G   + 
Sbjct: 72  -ENTVVVDAQAKLSEEAPYKYVS--------KMRASIVVLGPVLARNGHAKVSMPGGCTI 122 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLG-TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
             RPI   + GLK +GA++    G  +    R      L G  + +    S      ++M 
Sbjct: 123 GSRPIDLHLKGLKAMGAEITQTAGYIEAKAER------LKGAHIYMDFP-SVGATQNIMM 175 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G   + +I+     P +     L+ + G   + + + +   I G +      +  
Sbjct: 176 AATLADG---VTVIENAAREPEIVDLALLLNKMGANVKGAGT-ETLTIVGVESLHGANHN 231 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V+ D   A  F+ GAA+TGG V +E       + +      ++ MG  VT  E  + + 
Sbjct: 232 VVQ-DRIEAGTFMIGAAMTGGDVLIEDA---IWEHNRPLLSKMQEMGVTVTEEENGIRI 286 
 
 
>ref|ZP_02074519.1| hypothetical protein CLOL250_01289 [Clostridium sp. L2-50] 
 gb|EDO58151.1| hypothetical protein CLOL250_01289 [Clostridium sp. L2-50] 
          Length = 433 
 
 Score = 40.8 bits (94), Expect = 0.38,   Method: Compositional matrix adjust. 
 Identities = 91/404 (22%), Positives = 157/404 (38%), Gaps = 42/404 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++  + + G V + G+K+ +  IL  A +++   +++N+ N  D   +L A+  +G 
Sbjct: 2   EQYVIKGGQPLEGEVTIAGAKNAALGILAAAVMTDQKVIIENVPNVRDTRVLLQAIEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             V   +      V  CG    P  D   + +        A   L  A+      +   L 
Sbjct: 62  AKV---RYIDEHTVSICGASINPNSDLCVDDEFIRKIR--ASYYLLGALLGKYKRSQVAL 116 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGA VD   GT            L G  + +  +     + 
Sbjct: 117 PGGCDIGARPINLHIKGFEALGAQVDITNGTISTYAE-----ELIGSHIYMDVASVGATI 171 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
           + ++MAA LA G   IE   K    P++      +   G   + + + D   I+G ++   
Sbjct: 172 N-IMMAAVLAEGKTTIENAAKE---PHIVDVANFLNSMGANIKGAGT-DVIRIRGVKELH 226 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
               + +  D   A  F+  AA T G V ++      L+        L  +GA V   +  
Sbjct: 227 GTTYSIIP-DQIEAGTFMVAAAATKGNVLIKNVIPKHLEA---ITSKLNEIGAHVIEYDD 282 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
           SV V    R       LK+ ++     P    D+   +AV    ++G + + + +   R  
Sbjct: 283 SVRVMSDKR-------LKSTNIKTLPYPGFPTDMQPQMAVTLALSNGTSIVTESIFENRF 335 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
           K          ELT++GA +    +  II   E     NV A D 
Sbjct: 336 KYV-------AELTRMGAHIRVEGNTAIIDGVESFTGANVAAPD 372 
 

Dow AgroSciences LLC 
          Study ID: 110329 
                        Page 2043



 

 

 
>ref|ZP_01314861.1| hypothetical protein Wendoof_01000308 [Wolbachia endosymbiont of 
           Drosophila willistoni TSC#14030-0811.24] 
 ref|ZP_03788214.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Wolbachia 
           endosymbiont of Muscidifurax uniraptor] 
 gb|EEH11979.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Wolbachia 
           endosymbiont of Muscidifurax uniraptor] 
          Length = 425 
 
 Score = 40.8 bits (94), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 83/381 (21%), Positives = 153/381 (40%), Gaps = 53/381 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV----E 68 
           K + G +K+ GSK+    I+  + LS    ++ N+ +  DVH M   L +LG  V      
Sbjct: 11  KPLVGKIKINGSKNAVLPIMAASLLSSSPVILHNVPDLIDVHLMSKLLESLGAEVNFMHN 70 
 
Query: 69  ADKAAKRAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +  A   + + C        P + A +    FL         +   + +  G A      
Sbjct: 71  KNYKANHTLKIDCSNINNHVMPYKTASKLRTSFL---------ILGPMLSRFGKARTAFP 121 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+   +  L+++GA ++     D   +     G L G ++     IS      
Sbjct: 122 GGCNIGKRPVDMHIKALEEMGAKIEI----DGYNIIATVKGKLQGKEITFE-KISVGATE 176 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA  A G   +  I+   + P V   +  +++ G   E  ++  +  I G +     
Sbjct: 177 NVIMAATFAEG---VTTINNAATEPEVLDLIDFLKKMGADIEIDNT--KVIITGVEALNG 231 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  +     + +Y LA A ITGG + +EG   + ++        LE +GA V   +   
Sbjct: 232 CVHKIIPDRIEAGTYALA-AIITGGKLELEGINLSDIRC---ITNELETIGAMVELYDGG 287 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           + ++        RK+  +K+ +V  +  P    D+   L      ADG + I  ++   R 
Sbjct: 288 IVIS--------RKNGSIKSANVATDPYPNFPSDMQPQLMSAMCIADGISVIEENIFENR 339 
 
Query: 358 VKETERMVAIRTELTKLGASV 378 
               +       EL KLGA++ 
Sbjct: 340 FTHAD-------ELRKLGANI 353 
 
 
>ref|ZP_00373787.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Wolbachia 
           endosymbiont of Drosophila ananassae] 
 ref|YP_002727654.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Wolbachia sp. wRi] 
 sp|C0R4M1.1|MURA_WOLWR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|EAL58698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Wolbachia 
           endosymbiont of Drosophila ananassae] 
 gb|ACN95863.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Wolbachia sp. wRi] 
          Length = 425 
 
 Score = 40.8 bits (94), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 83/381 (21%), Positives = 153/381 (40%), Gaps = 53/381 (13%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV----E 68 
           K + G +K+ GSK+    I+  + LS    ++ N+ +  DVH M   L +LG  V      
Sbjct: 11  KPLVGKIKINGSKNAVLPIMAASLLSSSPVILHNVPDLIDVHLMSKLLESLGAEVNFMHN 70 
 
Query: 69  ADKAAKRAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
            +  A   + + C        P + A +    FL         +   + +  G A      
Sbjct: 71  KNYKANHTLKIDCSNINNHVMPYKTASKLRTSFL---------ILGPMLSRFGKARTAFP 121 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   + +RP+   +  L+++GA ++     D   +     G L G ++     IS      
Sbjct: 122 GGCNIGKRPVDMHIKALEEMGAKIEI----DGYNIIATVKGKLQGKEITFE-KISVGATE 176 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA  A G   +  I+   + P V   +  +++ G   E  ++  +  I G +     
Sbjct: 177 NVIMAATFAEG---VTTINNAATEPEVLDLIDFLKKMGADIEIDNT--KVVITGVEALNG 231 
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Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  +     + +Y LA A ITGG + +EG   + ++        LE +GA V   +   
Sbjct: 232 CVHKIIPDRIEAGTYALA-AIITGGKLELEGINLSDIRC---ITNELETIGAMVELYDGG 287 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR 357 
           + ++        RK+  +K+ +V  +  P    D+   L      ADG + I  ++   R 
Sbjct: 288 IVIS--------RKNGSIKSANVATDPYPNFPSDMQPQLMSAMCIADGISVIEENIFENR 339 
 
Query: 358 VKETERMVAIRTELTKLGASV 378 
               +       EL KLGA++ 
Sbjct: 340 FTHAD-------ELRKLGANI 353 
 
 
>gb|ABC00788.1| 5-enolpyruvylshikimate 3-phosphate synthase [Lolium rigidum] 
          Length = 24 
 
 Score = 40.8 bits (94), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 20/24 (83%), Positives = 21/24 (87%) 
 
Query: 91  KEEVQLFLGNAGIAMRSLTAAVTA 114 
           KEEV+LFLGNAG AMR LTAAV A 
Sbjct: 1   KEEVKLFLGNAGTAMRPLTAAVVA 24 
 
 
>ref|YP_003615048.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cloacae subsp. cloacae ATCC 13047] 
 sp|P33038.1|MURA_ENTCC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 pdb|1NAW|A Chain A, Enolpyruvyl Transferase 
 pdb|1NAW|B Chain B, Enolpyruvyl Transferase 
 emb|CAA77856.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cloacae] 
 gb|ADF64099.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cloacae subsp. cloacae ATCC 13047] 
          Length = 419 
 
 Score = 40.8 bits (94), Expect = 0.39,   Method: Compositional matrix adjust. 
 Identities = 98/421 (23%), Positives = 166/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE +     
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLTQLGTKVERN---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +   V  F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDASN--VNNFSAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVTVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
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           D 
Sbjct: 390 D 390 
 
 
>gb|EGC83932.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaerococcus 
           hydrogenalis ACS-025-V-Sch4] 
          Length = 426 
 
 Score = 40.8 bits (94), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 67/278 (24%), Positives = 115/278 (41%), Gaps = 21/278 (7%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   E +V++    + G V + G+K+ +  IL  + L+    ++D +   +D+  M+  L 
Sbjct: 1   MNNEEILVVRKNGPLKGEVYISGAKNSALPILAASLLASEEVILDEVPKLKDIEVMVEIL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKF--PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 118 
           R+L   V+        +      KF  P E   +    F+   G  +     AVT A G  
Sbjct: 61  RSLNAKVDYLTETTLKIDSSNVNKFETPFELMDKMRASFI-VMGPLLSKFGHAVTKAPGG 119 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
                     + +RPI   + G + LGA        +   +      GL G  + L     
Sbjct: 120 CN--------IGKRPIDLHLKGFEALGAKTTM----NHEEISSKAKNGLKGEVIYLDFP- 166 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++MAA LA G+    +I+     P +      + + G K   + + +   IKG 
Sbjct: 167 SVGATENIMMAATLAEGET---VIENAAKEPEIVDLASFLSKMGAKITGAGTSN-IIIKG 222 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 276 
            +K +  ++  V     +A+Y LA AAITGG +TV+   
Sbjct: 223 VEKLRGTRHTIVPDRIEAATYMLA-AAITGGDITVKNV 259 
 
 
>ref|ZP_07958830.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 8_1_57FAA] 
 gb|EFV19981.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lachnospiraceae 
           bacterium 8_1_57FAA] 
          Length = 430 
 
 Score = 40.8 bits (94), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 96/426 (22%), Positives = 172/426 (40%), Gaps = 43/426 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T  +DNL +  DV+ ML A+  +G 
Sbjct: 2   EQYIIKGGNPLVGEVEIGGAKNAALAILAAAIMTDETVQIDNLPDVNDVNVMLEAIEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             V+        +     G F +E D  ++++        A   L  A+      A   L 
Sbjct: 62  AMVQRIDRHTVKINGSTIGDFNIEYDYIKKIR--------ASYYLLGALLGKYKRAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADVD   G             L    V +  +I+     
Sbjct: 114 PGGCNIGSRPIDQHLKGFRALGADVDIEHGKIVAEAEKLRGTHLYFDVVTVGATIN---- 169 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA ++ G   + I++ +   P+V      +   G     + + D   I+G +    
Sbjct: 170 --VMMAAAMSEG---LTIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVRSLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             + + +  D   A  F+  AA T G VTV       L  D   +++++ +G +V   +  
Sbjct: 224 KTEYSIIP-DQIEAGTFMFAAAATKGDVTVLNVIPKHL--DATISKLVD-IGCEVEEFDD 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
           +V V         +K L+   V     P    D+   + V    A G + I + +   R  
Sbjct: 280 AVRVV-------AKKRLRCTQVKTLPYPGYPTDMQPQIGVALALAKGTSTITESIFENRF 332 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           K          EL ++GA V+   +   I   E+ +   + +  D R   A  +A  A   
Sbjct: 333 KYL-------GELARMGAQVKVEGNSATIEGVERFSAARV-SAPDLRAGAALCIAGLAAE 384 
 
Query: 419 PVTIRD 424 
            +TI D 
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Sbjct: 385 GITIVD 390 
 
 
>ref|YP_002217278.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Dublin str. 
           CT_02021853] 
 ref|YP_002245206.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Enteritidis str. 
           P125109] 
 sp|B5FIN7.1|MURA_SALDC RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 sp|B5R0I0.1|MURA_SALEP RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACH75047.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Dublin str. 
           CT_02021853] 
 emb|CAR34716.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Enteritidis str. 
           P125109] 
          Length = 419 
 
 Score = 40.8 bits (94), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 100/421 (23%), Positives = 164/421 (38%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V +F     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHIDASQVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCT 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGATIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGATVTIMC 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVTLGAKIAGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISRGKILCRNAQPDTL--DAVLAK-LRDAGADIEVGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A+G   I +     V E    
Sbjct: 283 DMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL+++GA  E   +  I    E L+   +    D R + +  LA C     TI  
Sbjct: 333 MHV--PELSRMGARAEIESNTVICHGIETLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|ZP_02234216.1| hypothetical protein DORFOR_01076 [Dorea formicigenerans ATCC 
           27755] 
 gb|EDR47549.1| hypothetical protein DORFOR_01076 [Dorea formicigenerans ATCC 
           27755] 
          Length = 430 
 
 Score = 40.8 bits (94), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 96/424 (22%), Positives = 174/424 (41%), Gaps = 39/424 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
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           E+ +++    + G V++ G+K+ +  IL  A +++ T  ++NL +  D++ +L A+  +G 
Sbjct: 2   EQYIIKGGHPLVGEVEIGGAKNAALAILAAAIMTDETVRIENLPDVNDINVLLDAIAGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             V+        +       F +E D  ++++        A   L  A+     +A   L 
Sbjct: 62  AMVQRTDRHTVKINAKAIHDFNIEYDYIKKIR--------ASYYLLGAMLGKYKHAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADV+   G      ++        GK      +S     
Sbjct: 114 PGGCNIGSRPIDQHLKGFRALGADVEIEYG------KILAEADRLVGKHIYFDVVSVGAT 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA +A G   + I++ +   P+V      +   G     + + D   I+G QK   
Sbjct: 168 INVMMAATMAEG---LTIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVQKLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
               + +  D   A  F+  AA T G VTV       L+  +  A++LE +G +V   +  
Sbjct: 224 GTDYSVIP-DQIEAGTFMFAAAATKGDVTVLNVIPKHLEATI--AKLLE-IGCEVEEFDD 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAI---DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 360 
           +V V    +      H+K +       +  P + +TL   AL          +   R K  
Sbjct: 280 AVRVV--SKGDLRSTHVKTLPYPGFPTDMQPQMGVTL---ALCKGTSIVTESIFENRFKY 334 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 420 
            +       EL ++GA+V+   +   I   EKL+   + +  D R   A  +A  A   + 
Sbjct: 335 LD-------ELARMGANVKVEGNSATIEGVEKLSGARV-SAPDLRAGAALCIAGLATDGI 386 
 
Query: 421 TIRD 424 
           TI D 
Sbjct: 387 TIVD 390 
 
 
>ref|ZP_01994898.1| hypothetical protein DORLON_00887 [Dorea longicatena DSM 13814] 
 gb|EDM63604.1| hypothetical protein DORLON_00887 [Dorea longicatena DSM 13814] 
          Length = 430 
 
 Score = 40.8 bits (94), Expect = 0.40,   Method: Compositional matrix adjust. 
 Identities = 62/269 (23%), Positives = 115/269 (42%), Gaps = 18/269 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T ++DNL +  D++ ++ A+  +G 
Sbjct: 2   EQYIIKGGHPLVGEVEIGGAKNAALAILAAAIMTDETVLIDNLPDVNDINVLIDAIEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V   +  +  V +       V+   + ++        A   L  A+      A   L  
Sbjct: 62  AQVH--RVDRHTVKINGASIKNVDIEYDYIKKIR-----ASYYLLGALLGKYRRAEVALP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G + LGADVD   G      ++        GK      +S      
Sbjct: 115 GGCNIGSRPIDQHLKGFRALGADVDIEHG------KIVAEADRLVGKHIYFDVVSVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA +A G   + I++ +   P+V      +   G     + + D   I+G Q+  S 
Sbjct: 169 NVMMAAAMAEG---LTILENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVQRLHS 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTV 273 
            + + +  D   A  F+  AA T G VTV 
Sbjct: 225 TEYSVIP-DQIEAGTFMFAAAATRGDVTV 252 
 
 
>ref|ZP_04570031.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 2_1_31] 
 gb|EEO38205.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           sp. 2_1_31] 
          Length = 423 
 
 Score = 40.8 bits (94), Expect = 0.41,   Method: Compositional matrix adjust. 
 Identities = 69/286 (24%), Positives = 121/286 (42%), Gaps = 24/286 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKA 72 
           +I+G +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L +LGL VE  D   
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Sbjct: 12  KIAGELKVDGSKNSTLPIMIATLVEKGTYILRNVPDLRDIRTLVALLESLGLEVEKLDAN 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           + + +  G  G     D  ++++  FL   G+        V   GG A         +   
Sbjct: 72  SYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IGA 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA  
Sbjct: 123 RPVDLHLKGFEALGAKINIEHGY----VEATTENGLVGGNIVLDFP-SVGATENIIMAAV 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     I++     P +E     + + G K     +  R  I G +K  + +   +  
Sbjct: 178 KAKGKT---ILENAAKEPEIEDLCNFLIKMGAKISGVGT-SRLEIDGVEKLTACEYTIIA 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
               + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 234 DRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGAK 275 
 
 
>ref|YP_001139374.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Corynebacterium 
           glutamicum R] 
 dbj|BAF55472.1| hypothetical protein [Corynebacterium glutamicum R] 
          Length = 418 
 
 Score = 40.8 bits (94), Expect = 0.41,   Method: Compositional matrix adjust. 
 Identities = 103/430 (23%), Positives = 160/430 (37%), Gaps = 39/430 (9%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G VK+ G+K+   +++  A L+EGTT + N     DV  M   L  LG  V  D +   
Sbjct: 13  LQGAVKVDGAKNSVLKLMAAALLAEGTTTLTNCPEILDVPLMRDVLVGLGCDVTIDGSTV 72 
 
Query: 75  RAVV---VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                  +     FP           LG            +TA  G A   L G   +   
Sbjct: 73  TITTPAELSSNADFPAVTQFRASVCVLG-----------PLTARCGRAVVSLPGGDAIGS 121 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+     GL++LGA      G             L G  + L    S      +L A+  
Sbjct: 122 RPLDMHQSGLEKLGATTRISHGAVVAEAE-----KLVGANITLDFP-SVGATENILTASV 175 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           +A G     ++D     P +    R++   G   E   S     I+G +K  +P    V  
Sbjct: 176 MAEGRT---VLDNAAREPEIVDLCRMLRSMGANIEGEGS-PTITIEGVEKL-TPTQHEVI 230 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
           GD   A  +   AA+T G +TV G     L   +   E L++ GAKV   E    V     
Sbjct: 231 GDRIVAGTWAYAAAMTRGDITVGGIAPRYLHLPL---EKLKIAGAKVETYENGFRVQ--- 284 
 
Query: 312 REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAIRTE 370 
                 K  +A D      P     L  +A+  +  +    V +  V E+  R V    E 
Sbjct: 285 ----MDKQPEATDYQTLPFPGFPTDLQPMAIGINAVSNGTSVITENVFESRFRFV---DE 337 
 
Query: 371 LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 430 
           + +LGA       + +I   E+L+ T++ + D    A     A CA+    + D     + 
Sbjct: 338 MLRLGADANVDGHHVVIRGIEQLSSTSVWSSDIRAGAGLVLAALCADGVTEVHDVFHIDR 397 
 
Query: 431 TFPDYFDVLS 440 
            +P++ + L  
Sbjct: 398 GYPNFVENLQ 407 
 
 
>ref|YP_001411799.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Parvibaculum 
           lavamentivorans DS-1] 
 sp|A7HQF9.1|MURA_PARL1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABS62142.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Parvibaculum 
           lavamentivorans DS-1] 
          Length = 424 
 
 Score = 40.8 bits (94), Expect = 0.41,   Method: Compositional matrix adjust. 
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 Identities = 62/267 (23%), Positives = 110/267 (41%), Gaps = 29/267 (10%) 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+++GA++D   G     V     GGL G  ++ S  +S      L+MAA  
Sbjct: 125 RPVDLYIKGLQKMGAEIDLVEGY----VLAKAPGGLKGAVIR-SPIVSVGATHTLMMAAA 179 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G   + +++     P +      +   G K E   +     I+G  +     +  +  
Sbjct: 180 LAEG---VTVLENAAREPEIGDVANCLVAMGAKIEGIGT-STLRIEGVDRLHGATHRVIA 235 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
               + +Y +A AA+TGG V +EG    + +  +    VL   GA V   + +V +     
Sbjct: 236 DRIEAGTYAVA-AAMTGGEVVLEGVEAETFEAALS---VLRAAGAGVESEQGAVRIF--- 288 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
                 + L+A DV     P    D+      +   A+G + I +          R + + 
Sbjct: 289 ---RNGERLQATDVVTQVFPGFPTDLQAQFMALMTTAEGESEITETIF-----ENRFMHV 340 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLN 394 
           + EL + GA++    D  ++   EKL  
Sbjct: 341 Q-ELARFGANISLHGDKALVHGVEKLK 366 
 
 
>ref|YP_002352707.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dictyoglomus 
           turgidum DSM 6724] 
 gb|ACK42093.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dictyoglomus 
           turgidum DSM 6724] 
          Length = 433 
 
 Score = 40.8 bits (94), Expect = 0.41,   Method: Compositional matrix adjust. 
 Identities = 67/281 (23%), Positives = 114/281 (40%), Gaps = 23/281 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++ V++   ++ G +++ GSK+ S  I+  + L+ G  ++DN+   +D   M   L+ LG 
Sbjct: 10  DKFVIEGGHKLRGELEIWGSKNASLPIMAASVLNSGDLILDNVPPVKDNITMAEILKVLG 69 
 
Query: 65  LSV---EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 121 
           + V   E DK   +    G   + P E   +    F          L   + A  G A   
Sbjct: 70  MEVEFLEGDKVHIKGEPKGY--RAPYELVSKMRASF---------ELMGPLLARFGEAEI 118 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
              G  R+  RP+   + G + LGA+V    G  C   +     GL G K+ L    S   
Sbjct: 119 PYPGGCRIGLRPVDLHIKGFESLGAEVTVEKGYVCARAK----KGLKGTKIHLDKP-SVG 173 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               ++MAA +A G+    +I+     P V      ++  G + E   +    YIKG +  
Sbjct: 174 ATRNIMMAAIMAEGET---VIENAACEPEVVDLGNFLKMMGAEIEGLGT-STIYIKGKKD 229 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 282 
            K      V  D  +A  F+    + G  + ++      LQ 
Sbjct: 230 LKPVDYYKVIPDRIAAGTFIIAGVMLGKDLIIKNVEPEHLQ 270 
 
 
>ref|YP_002767348.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis PR4] 
 dbj|BAH34609.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis PR4] 
          Length = 419 
 
 Score = 40.8 bits (94), Expect = 0.42,   Method: Compositional matrix adjust. 
 Identities = 75/280 (26%), Positives = 118/280 (42%), Gaps = 23/280 (8%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  ++     + G V + G+K+   +++  A L+EGTTVV N  +  DV  M   LR L 
Sbjct: 2   SEHFLVTGGNRLEGEVLVGGAKNSVLKLMAAALLAEGTTVVTNCPDILDVPLMADVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAG-IAMRSLTAAVTAAGGNATY 121 
           G  VE + +  R +      K+  + DA ++ +  +   G +  R   A V   GG+A   
Sbjct: 62  GCEVELEDSEVR-ITTPAEPKYHADFDAVKQFRASVCVLGPLVARCRRAVVALPGGDA-- 118 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
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                  +  RP+     GL+ LGA  +   G  C     +    L G  ++L    S   
Sbjct: 119 -------IGSRPLDMHQSGLRLLGARSEIEHG--CVVAEAD---DLHGANIRLVFP-SVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               +LMAA LA G+    +ID     P +     ++   G K     S     I+G +K 
Sbjct: 166 ATENILMAAVLARGET---VIDNAAREPEIVDLCNMLNEMGAKVSGGGS-STLTIQGVRK 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
            + P    V GD   A+ +   A++T G V V G     L 
Sbjct: 222 LE-PTTHRVIGDRIVAATWGVAASMTRGDVRVRGVNHKHL 260 
 
 
>sp|Q9Z3Z6.1|MURA_PSEPU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAD17963.1| UDP-N-acetylglucosamine enolpyruvyl transferase homolog 
           [Pseudomonas putida] 
          Length = 419 
 
 Score = 40.8 bits (94), Expect = 0.42,   Method: Compositional matrix adjust. 
 Identities = 84/394 (21%), Positives = 156/394 (39%), Gaps = 53/394 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G+    D+    
Sbjct: 12  LDGEIRISGAKNAALPILAATLLADGPVTVGNLPHLHDITTMIELFGRMGIEPVIDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  VE     ++  +    + ++++ A++   G      G A   L G    
Sbjct: 69  ---------KLAVEIDPRTIKTLVAPYEL-VKTMRASILVLGPMVARFGEAEVALPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ +GA ++    ++    P       GGL G       ++S       
Sbjct: 119 IGSRPVDLHIRGLEAMGAKIEVQGGYIKAKAPE------GGLRGAHFFFD-TVSVTGTEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     ++      P V      +   G K + + + D   I G ++  S  
Sbjct: 172 IMMAAALAKGR---SVLQNAAREPEVVDLANFINAMGGKVQGAGT-DTIVIDGVERLHS- 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
            N  V  D      +L  AA+TGG V V+    T L+      E L+  GA +   E  + 
Sbjct: 227 ANYRVMPDRIETGTYLVAAAVTGGRVKVKDTDPTILEA---VLEKLKEAGADINTGEDWI 283 
 
Query: 306 TVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKET 361 
            +    + P      KA+++     P    D+      +   A+G  A+ +     + E  
Sbjct: 284 ELDMHGKRP------KAVNLRTAPYPAFPTDMQAQFISLNAIAEGTGAVIET----IFEN 333 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 395 
             M     E+ ++GA ++   +  I+T  + L V 
Sbjct: 334 RFMHVY--EMHRMGAQIQVEGNTAIVTGVKALKV 365 
 
 
>ref|ZP_04383823.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis SK121] 
 gb|EEN88839.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodococcus 
           erythropolis SK121] 
          Length = 419 
 
 Score = 40.8 bits (94), Expect = 0.43,   Method: Compositional matrix adjust. 
 Identities = 75/280 (26%), Positives = 118/280 (42%), Gaps = 23/280 (8%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  ++     + G V + G+K+   +++  A L+EGTTVV N  +  DV  M   LR L 
Sbjct: 2   SEHFLVTGGNRLEGEVLVGGAKNSVLKLMAAALLAEGTTVVTNCPDILDVPLMADVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAG-IAMRSLTAAVTAAGGNATY 121 
           G  VE + +  R +      K+  + DA ++ +  +   G +  R   A V   GG+A   
Sbjct: 62  GCEVELEDSEVR-ITTPAEPKYHADFDAVKQFRASVCVLGPLVARCRRAVVALPGGDA-- 118 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
                  +  RP+     GL+ LGA  +   G  C     +    L G  ++L    S   
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Sbjct: 119 -------IGSRPLDMHQSGLRLLGARSEIEHG--CVVAEAD---DLHGANIRLVFP-SVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               +LMAA LA G+    +ID     P +     ++   G K     S     I+G +K 
Sbjct: 166 ATENILMAAVLARGET---VIDNAAREPEIVDLCNMLNEMGAKVSGGGS-STLTIQGVRK 221 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
            + P    V GD   A+ +   A++T G V V G     L 
Sbjct: 222 LE-PTTHRVIGDRIVAATWGVAASMTRGDVRVRGVNHKHL 260 
 
 
>ref|ZP_01161681.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Photobacterium 
           sp. SKA34] 
 gb|EAR54503.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Photobacterium 
           sp. SKA34] 
          Length = 418 
 
 Score = 40.8 bits (94), Expect = 0.43,   Method: Compositional matrix adjust. 
 Identities = 96/412 (23%), Positives = 162/412 (39%), Gaps = 53/412 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG+ V  + +   
Sbjct: 12  LSGEVSISGAKNAALPILFAALLAEEPVEIANVPKLRDIDTTMELLSRLGVKVSRNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V  F     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHIDASDVNEFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   +VGL+QLGA +      D   V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIVGLEQLGATITL----DEGYVKASVDGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +I+     P +E T   +   G K   + +     I+G ++     +  
Sbjct: 172 AATLAEGTT---VIENAAREPEIEDTAAFLNALGAKISGAGTAT-ITIEGVERLGGGYHE 227 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            V  D      FL  AA++GG +    C  T  +        LE  GA V   E  +++  
Sbjct: 228 VV-ADRIETGTFLVAAAVSGGKIM---CRNTKPELMEAVLAKLEEAGALVETGEDWISLD 283 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              RE      LKA+++     P    D+    +++ L A G   I +          R  
Sbjct: 284 MTERE------LKAVNIRTAPHPGFPTDMQAQFSLLNLMAKGTGIITETIF-----ENRF 332 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRMAMAFSLA 413 
           + I  EL ++GA  E   +  I    E L+   V A D      + +A S+A 
Sbjct: 333 MHI-PELIRMGAHAEVEGNTVICGDTEGLSGAQVMATDLRASASLVIAGSIA 383 
 
 
>ref|ZP_08117728.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacterium xylanolyticum LX-11] 
 gb|EGB24236.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermoanaerobacterium xylanolyticum LX-11] 
          Length = 416 
 
 Score = 40.8 bits (94), Expect = 0.44,   Method: Compositional matrix adjust. 
 Identities = 93/408 (22%), Positives = 159/408 (38%), Gaps = 44/408 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + GTV++ G+K+ +  IL  A L++  + +DNL +  D+  +   ++ LG      +    
Sbjct: 12  LKGTVEISGAKNSAVAILPAALLADTPSSIDNLPDINDIELLSKMIQYLGGKTIKKEHEI 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
                G     P  +   +++        A   L  A+ +    A   + G   +  RPI 
Sbjct: 72  TIDPEGINSFCPPHELASQMR--------ASYYLIGALLSRFKEAAIAMPGGCNIGVRPI 123 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + G + LGA      G     +RV     L G  +     +S      L++AA  A  
Sbjct: 124 DQHIKGFEALGAKTTIEHGI----IRVKA-DKLVGNHIYFD-VVSVGATINLMLAACKAE 177 
 
Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
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           G     I++     P+V      +   G   + + + D   I G  K    ++  +     
Sbjct: 178 GTT---ILENCAKEPHVVDVANFLNAMGANIKGAGT-DTIKIIGVDKLHGCRHTVIPDQI 233 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
            + +Y +A AA T G V V+G     L+  + K +E    MG K+   +  + VT   R  
Sbjct: 234 EAGTYMVAAAA-THGDVIVKGIIPKHLESIIAKMSE----MGVKIEEYDEELRVTTDGR- 287 
 
Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWRVKETERMVAIR 368 
                 LK +D+     P    D+   +AV+   ADG + I  +V   R K  +       
Sbjct: 288 ------LKRVDIKTQPYPGFPTDMQQLMAVLLALADGVSVITENVYEGRFKYLD------ 335 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
            EL K+G + +      +I   +KL    + T  D R   A  +A  A 
Sbjct: 336 -ELKKMGVNAKVEGRIAVIEGTQKLTGAPL-TATDLRAGAAMVIAGLA 381 
 
 
>ref|ZP_06026389.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           periodonticum ATCC 33693] 
 gb|EFE87098.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           periodonticum ATCC 33693] 
          Length = 423 
 
 Score = 40.8 bits (94), Expect = 0.44,   Method: Compositional matrix adjust. 
 Identities = 69/286 (24%), Positives = 121/286 (42%), Gaps = 24/286 (8%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DKA 72 
           +I+G +K+ GSK+ +  I++   + +GT ++ N+ +  D+  ++  L +LGL VE  D   
Sbjct: 12  KIAGELKVDGSKNSTLPIMIATLVEKGTYILRNVPDLRDIRTLVALLESLGLEVEKLDAN 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
           + + +  G  G     D  ++++  FL   G+        V   GG A         +   
Sbjct: 72  SYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IGA 122 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA  
Sbjct: 123 RPVDLHLKGFEALGAKINIEHGY----VEATTENGLVGGNIVLDFP-SVGATENIIMAAV 177 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
            A G     I++     P +E     + + G K     +  R  I G +K  + +   +  
Sbjct: 178 KAKGKT---ILENAAKEPEIEDLCNFLIKMGAKITGVGT-SRLEIDGVEKLTACEYTIIP 233 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
               + +Y +A + +  G++ V G     L     F   LE MGAK 
Sbjct: 234 DRIVAGTYIIA-SILFDGSIKVSGIVPEHLSS---FLLKLEEMGAK 275 
 
 
>ref|YP_258058.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens Pf-5] 
 sp|Q4KI75.1|MURA_PSEF5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAY90214.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           fluorescens Pf-5] 
          Length = 421 
 
 Score = 40.8 bits (94), Expect = 0.44,   Method: Compositional matrix adjust. 
 Identities = 94/402 (23%), Positives = 155/402 (38%), Gaps = 71/402 (17%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG--------LS 66 
           + G +++ G+K+ +  IL    L +G   V NL +  D+  M+     +G        LS 
Sbjct: 12  LDGEIRISGAKNSALPILAATLLCDGPVTVANLPHLHDITTMIELFGRMGIEPVIDEKLS 71 
 
Query: 67  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVL 123 
           VE D    + +V       P E  K             MR+   +   + A  G A   L 
Sbjct: 72  VEIDPRTIKTLVA------PYELVK------------TMRASILVLGPMVARFGEAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
            G   +  RP+   + GL+ +GA +D    ++    P       GGL G       ++S  
Sbjct: 114 PGGCAIGSRPVDLHIRGLEAMGAVIDVEGGYIKAKAPE------GGLRGANFFFD-TVSV 166 
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Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G     ++      P V      +   G K   + + D   I G + 
Sbjct: 167 TGTENIMMAAALARGR---SVLQNAAREPEVVDLANFLIAMGAKISGAGT-DTITIDGVE 222 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT- 299 
           +  S     +     + +Y +A AA+TGG V V+    T L+      E L+  GA+VT  
Sbjct: 223 RLHSAIYKVMPDRIETGTYLVA-AAVTGGRVKVKDTDPTILEA---VLEKLKEAGAEVTT 278 
 
Query: 300 ---WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
              W E ++    P          KA++V     P    D+      +   A+G  A+ + 
Sbjct: 279 GSDWIELNMHGKRP----------KAVNVRTAPYPAFPTDMQAQFISLNAIAEGTGAVIE 328 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
                + E   M     EL ++GA ++   +  I+T  E L  
Sbjct: 329 T----IFENRFMHVY--ELHRMGAKIQVEGNTAIVTGTEILK 364 
 
 
>ref|ZP_02663066.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Schwarzengrund str. 
           SL480] 
 ref|YP_002116257.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Schwarzengrund str. 
           CVM19633] 
 sp|B4TWF9.1|MURA_SALSV RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACF91522.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Schwarzengrund str. 
           CVM19633] 
 gb|EDY28442.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. enterica serovar Schwarzengrund str. 
           SL480] 
          Length = 419 
 
 Score = 40.8 bits (94), Expect = 0.45,   Method: Compositional matrix adjust. 
 Identities = 100/421 (23%), Positives = 163/421 (38%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V +F     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHIDASQVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCT 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGATIKLEEGY----VKASVEGRLKGAHIVMD-KVSVGATVTIMC 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVTLGAKIAGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISRGKILCRNAQPDTL--DAVLAK-LRDAGADIEVGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA++V     P    D+     ++ L A G   I +     V E    
Sbjct: 283 DMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAQGTGFITET----VFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL+++GA  E   +  I    E L+   +    D R + +  LA C     TI  
Sbjct: 333 MHV--PELSRMGARAEIESNTVICHGVETLSGAQV-MATDLRASASLVLAGCIAEGTTIV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
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>ref|YP_692280.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alcanivorax 
           borkumensis SK2] 
 sp|Q0VS40.1|MURA_ALCBS RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAL16008.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Alcanivorax 
           borkumensis SK2] 
          Length = 420 
 
 Score = 40.8 bits (94), Expect = 0.45,   Method: Compositional matrix adjust. 
 Identities = 96/434 (22%), Positives = 176/434 (40%), Gaps = 62/434 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           +++++   + + G +++ G+K+ +  IL    L++    V NL + +DV  ++  L  +G 
Sbjct: 2   DKLIITGGQRLDGDIRISGAKNAALPILAATLLADEPVTVGNLPHLQDVTTLIELLGRMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
           + V  D             +  VE     ++       + ++++ A++   G      G  
Sbjct: 62  VHVVIDD------------RMNVEVNATTIKELTAPYEL-VKTMRASILVLGPMVAHFGK 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A+  L G   +  RP+   + GL+ +GAD++   G     V  +  G L G ++ +   + 
Sbjct: 109 ASVSLPGGCAIGSRPVDIHLRGLEAMGADIEVTNGY----VNASVDGRLKGARIVMD-VV 163 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           +      L+MAA LA G   +E        P V      +   G K   + + D   I+G 
Sbjct: 164 TVTGTENLMMAAALAEGTTYLE---NAAREPEVVDLADFINAMGGKISGAGT-DTITIEG 219 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV----TVEGCGTTSLQGDVKFAEVLEMM 294 
            ++     +  +     + +Y +A AAITGG +    TV G     LQ        LE   
Sbjct: 220 VERLTGCHHQVIADRIETGTYLIA-AAITGGRIKTKDTVPGTLDAVLQK-------LEEA 271 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGP-TA 349 
           GAK+T  +  + +    R P      KA+ +     P    D+      + L A+G  T  
Sbjct: 272 GAKITTGDDWIELDMQGRRP------KAVSLRTAPYPAMPTDMQAQFMALNLVAEGTGTI 325 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN---VTAIDTYDDHRM 406 
           +  +   R    +       E+ ++GA +E   +  I    E+L    V A D      + 
Sbjct: 326 VETIFENRFMHVQ-------EMNRMGADIEVQGNTAICRGVEQLTGAPVMATDLRASASL 378 
 
Query: 407 AMAFSLAACAEVPV 420 
            +A +LAA  E  V 
Sbjct: 379 VIA-ALAASGETTV 391 
 
 
>ref|YP_374487.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           luteolum DSM 273] 
 sp|Q3B5D7.1|MURA_PELLD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABB23444.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Chlorobium 
           luteolum DSM 273] 
          Length = 424 
 
 Score = 40.8 bits (94), Expect = 0.45,   Method: Compositional matrix adjust. 
 Identities = 71/295 (24%), Positives = 121/295 (41%), Gaps = 39/295 (13%) 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIG-GLPGGKV 172 
           G+A   L G      RPI   ++ +++LGA +     F+       R+ G     P   V 
Sbjct: 107 GHARVSLPGGCAFGPRPIDLHLMAMEKLGARITIETGFIDAVAEGGRLKGATIDFPVSSV 166 
 
Query: 173 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
             +G+         LMAA LA G     II    + P +E     ++  G     + + + 
Sbjct: 167 GATGNA--------LMAAVLAEGTT---IIRNAAAEPEIEALCHFLQAMGADIRGTGTTE 215 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVL 291 
              I G    +  + + +  D   A   LA AAITGG+VT+ G   + ++  + KF++   
Sbjct: 216 -LIIHGCDSLRHVEFSNIF-DRIEAGTILAAAAITGGSVTIRGVIPSHMESVLQKFSDA- 272 
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Query: 292 EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGP 347 
              G ++  T+ +V +    R       LKA D+     P    D+      +   A+G  
Sbjct: 273 ---GCRIETTDDTVILKSTGR-------LKATDITAEPFPAFPTDMQAQWMALMTQAEGT 322 
 
Query: 348 TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           + I D         ER   I  EL +LGA ++   +  ++  P+ L+ T + + D 
Sbjct: 323 SEITDHVYH-----ERFNHI-PELNRLGAHIDIEGNRAVVHGPQALSGTKVMSTD 371 
 
 
>ref|YP_003703632.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Syntrophothermus 
           lipocalidus DSM 12680] 
 gb|ADI03067.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Syntrophothermus 
           lipocalidus DSM 12680] 
          Length = 415 
 
 Score = 40.8 bits (94), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 76/298 (25%), Positives = 117/298 (39%), Gaps = 25/298 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV--EADKA 72 
           + G V++ G+K+ S  I+  + + +G TV++N+    DV  + G L+ LG  V  + D + 
Sbjct: 13  LRGRVRISGAKNASLVIMAASVMIKGETVLENVPRIRDVEVLCGILQHLGARVAWQEDNS 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
              +V      + P E AK+     L    +  R          G A   L G   +  R 
Sbjct: 73  LCISVPENIDVETPYELAKKLRASNLLLGSLLGRK---------GQARICLPGGCNIGSR 123 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 192 
           P+   + GL  LGA+V    G           G L G +V L    S      ++M A L 
Sbjct: 124 PMDLHLKGLSALGAEVKLEHGFVEAYT-----GNLSGTRVYLDFP-SVGATENIMMLAAL 177 
 
Query: 193 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 252 
             G   +E   K    P +      +   G K   + + D   I+G ++ +  +   +   
Sbjct: 178 TPGQTYVENAAKE---PEIVDLANFLNAAGAKVRGAGT-DLIRIEGVKELRGTRYTVIP- 232 
 
Query: 253 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
           D   A  F+A A  TGG V VE    T L         L+  GA +      V V GP 
Sbjct: 233 DRIEAGTFMAAAVATGGDVLVENVIPTHL---YSIMAKLQETGAVIRQVNGGVRVIGP 287 
 
 
>ref|YP_003239506.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ammonifex 
           degensii KC4] 
 gb|ACX52656.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Ammonifex 
           degensii KC4] 
          Length = 417 
 
 Score = 40.8 bits (94), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 94/373 (25%), Positives = 146/373 (39%), Gaps = 52/373 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL-------GLSV 67 
           + G +++ G+K+    IL    L +G +V+  +    DV  M   LR L       G ++ 
Sbjct: 11  LKGKIRVSGAKNAILPILCACLLCDGESVIHGVPQLGDVAVMSAVLRHLKVLCRREGETL 70 
 
Query: 68  EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
           + D ++             +E+  EE+   +  + + M  L A      G       G   
Sbjct: 71  KVDTSS-----------LQLEEIPEELTRRMRASCLVMGPLLARF----GRVKIAAPGGC 115 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            +  RPI   + GLK +GA +     T+     V     L G ++ L    S      L+ 
Sbjct: 116 NIGARPIDLHLKGLKAMGAKI-----TERAGFIVAEAERLRGAEIHLDLP-SVGATENLM 169 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK-YKSPK 246 
           MAA LA G     II      P +      + R G +   + +     I+G  K  ++PK 
Sbjct: 170 MAAVLAEGTT---IIGNAAKEPEIVDLQNFLNRAGARIRGAGT-STIRIEGVSKPLQAPK 225 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              V  D   A   L  AA+TGG V VE      L+        L   GA+V   E  +  
Sbjct: 226 GHQVIPDRIEAGTHLIAAALTGGEVEVENVIPEHLE---PLIAKLREAGAEVEVGEDKIW 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAI-RDVASWR---V 358 
           V       + RK LKA+DV     P    D+   +  +   A+G + +  ++   R   V 
Sbjct: 283 V-------WRRKPLKAVDVRTMPYPGFPTDLQAPMCALLSVAEGTSVVTENIFENRFRHV 335 
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Query: 359 KETERMVA-IRTE 370 
            E +RM A IR E 
Sbjct: 336 PELQRMGADIRIE 348 
 
 
>ref|YP_001307565.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           beijerinckii NCIMB 8052] 
 gb|ABR32609.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           beijerinckii NCIMB 8052] 
          Length = 420 
 
 Score = 40.8 bits (94), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 70/285 (24%), Positives = 109/285 (38%), Gaps = 31/285 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+IV++ +KE+ G V +  +K+    I+    L     ++DN    EDV  +   L  L  
Sbjct: 2   EKIVVKGVKELRGEVNISCAKNSILPIIAATILCPEPIIIDNAPRLEDVEVICKLLSELN 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
             V       R  +     K  VE DA EE+          MR + A+    G      G 
Sbjct: 62  CDVNISNVNDRLTI---NTKNIVEMDANEEL----------MRKMRASFLIMGPMLARFG 108 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
                L G   +  RPI   + G K LGA+V   +G     VR   I    G ++ L    
Sbjct: 109 YCKLSLPGGCNIGSRPIDLHLKGFKLLGAEV--VIGHGFVEVRAKKI---VGNRIYLDFP 163 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      ++M +  A G     II+     P +    + + + G K E +  + +  I  
Sbjct: 164 -SVGATENIMMVSVFAEGTT---IIENAAEEPEIWDLAQFLNKMGAKIEGA-GFGKITIT 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 282 
           G +  K      +  D   A  F+  AAIT   + + G     L+ 
Sbjct: 219 GVKNLKGISYTPIY-DRIEAGTFMIAAAITNSKIKINGVNEEHLR 262 
 
 
>ref|ZP_01308292.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanobacter sp. 
           RED65] 
 gb|EAT11082.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Oceanobacter sp. 
           RED65] 
          Length = 423 
 
 Score = 40.8 bits (94), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 91/418 (21%), Positives = 173/418 (41%), Gaps = 76/418 (18%) 
 
Query: 1   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 60 
           M   +++++Q    ++G +++ G+K+ +  I+    L++    + NL +  DV  M+  L 
Sbjct: 1   MPSMDKLIIQGGYPLNGEIRISGAKNSALPIIAATLLADTPITIGNLPHLHDVTTMINLL 60 
 
Query: 61  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG---- 116 
            T+G+ V              G ++ +E    +++ ++    + ++++ A++   G     
Sbjct: 61  GTMGVDVI------------MGEEYSIEVDSNKIETYVAPYEL-VKTMRASILVLGPLLA 107 
 
Query: 117 --GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 174 
             G A   L G   +  RP+   + GL+ +GA++    G     V+    G L G  + + 
Sbjct: 108 RFGEAEVSLPGGCAIGSRPVDIHLSGLEAMGANIKVEDGY----VKATVDGRLKGAHIFM 163 
 
Query: 175 SGSISSQYLSALLMAAPLALGDV-------EIEIIDK---LISI--PYVEMTLRLMERFG 222 
             +++      LLMAA LA G         E E++D    LIS+          +++  G 
Sbjct: 164 D-TVTVTGTENLLMAAVLADGTTYLENAAREPEVVDLAECLISMGAKITGHGTDVIKVEG 222 
 
Query: 223 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 282 
           V++ H   +D                 V  D      FL  AA TGG V ++      L+ 
Sbjct: 223 VESLHGGRYD-----------------VMPDRIETGTFLVAAAATGGKVLLKDTRADILE 265 
 
Query: 283 GDVKFAEVLEMMGAKVTWTE--TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMT 336 
             +     LE  GA V   E   S+ +TG        + LKA+ +     P    D+    
Sbjct: 266 SVI---HKLEEAGAAVEVGEDWISLDMTG--------RQLKAVSLKTAPYPAFPTDMQAQ 314 
 
Query: 337 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             V+ + A+G  ++ +          R + ++ EL ++GA +E   + CI    +KL  
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Sbjct: 315 FLVMNVVAEGTASVTETIF-----ENRFMHVQ-ELARMGAHIELQGNTCITRGGDKLK 366 
 
 
>ref|ZP_00963330.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sulfitobacter 
           sp. NAS-14.1] 
 gb|EAP80074.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sulfitobacter 
           sp. NAS-14.1] 
          Length = 423 
 
 Score = 40.8 bits (94), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 90/381 (23%), Positives = 150/381 (39%), Gaps = 38/381 (9%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           + IV++    +SG + + G+K+    ++    LSE    + N     D+  M   LR+LG 
Sbjct: 2   DSIVVKGGGALSGQIPIAGAKNACLTLMPATLLSEEPLTLTNAPRLSDIRTMTELLRSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V + +  +  + + C G+       + V+        A   +   + A  G+A   L  
Sbjct: 62  AEVTSMQDGQ-VLAMSCHGEINTRAEYDIVRKMR-----ASNLVLGPLLAREGHAQVSLP 115 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RP+     GL  +GA++D   G     +     GG   G V      S      
Sbjct: 116 GGCAIGARPMDIHTDGLALMGAEIDLRDGY----LHAKAQGGALKGAVIDFPFASVGATE 171 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G   I    +   I  +   LR M   G + E  D   R  I+G  +    
Sbjct: 172 NIMMAATLAKGTTVINNAAREPEIVDLADCLRAM---GAQIE-GDGTSRIEIQGVDRLHG 227 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             +  V       +Y LA  A+ GG V + G     L     F E L+  G  VT T+   
Sbjct: 228 ATHRVVTDRIELGTYMLA-PAMCGGEVELLGGRIDLLSA---FCEKLDAAGIDVTETDKG 283 
 
Query: 305 VTVTGPPREPFGRKH--LKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
           + V         R++  + A++V     P    D+   +  +   ADG + + +    ++ 
Sbjct: 284 LKVA--------RRNGVINAVNVTTEPFPGFPTDLQAQMMALLCTADGTSVLEE----KI 331 
 
Query: 359 KETERMVAIRTELTKLGASVE 379 
            E   M A   EL ++GA +E 
Sbjct: 332 FENRFMHA--PELIRMGADIE 350 
 
 
>ref|ZP_01786781.1| outer-membrane lipoprotein carrier protein precursor [Haemophilus 
          influenzae R3021] 
 gb|EDJ90948.1| outer-membrane lipoprotein carrier protein precursor [Haemophilus 
          influenzae R3021] 
          Length = 46 
 
 Score = 40.8 bits (94), Expect = 0.47,   Method: Composition-based stats. 
 Identities = 25/37 (67%), Positives = 30/37 (81%) 
 
Query: 5  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT 41 
          E+I L PI  + GT+ LPGSKSLSNR LLLAAL++GT 
Sbjct: 2  EKITLAPISAVEGTINLPGSKSLSNRALLLAALAKGT 38 
 
 
>ref|YP_808563.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactococcus 
           lactis subsp. cremoris SK11] 
 gb|ABJ72141.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Lactococcus 
           lactis subsp. cremoris SK11] 
          Length = 426 
 
 Score = 40.8 bits (94), Expect = 0.47,   Method: Compositional matrix adjust. 
 Identities = 99/446 (22%), Positives = 168/446 (37%), Gaps = 62/446 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++ G V++ G+K+    +L    L SEG  V+ N     DV  M   +  LG S+  D+  
Sbjct: 12  KLQGEVEIEGAKNAVLPLLAATLLASEGEVVLTNAPILSDVFMMNNLVDHLGTSISFDQE 71 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRM 129 
           AK+ ++     +       E V          MR+   +   + A  G A   + G   + 
Sbjct: 72  AKK-IIAKANSEIKTTAPYEYVS--------KMRASIVVMGPILARNGQARVSMPGGCSI 122 
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Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL------ 183 
             RPI   + G +Q+GA +                G +     KL G  +  YL       
Sbjct: 123 GSRPIDLHLRGFEQMGATI------------TQNAGYIEAKADKLKG--AHIYLDFPSVG 168 
 
Query: 184 --SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               L++AA LA G   +  ++     P +     L+ + G   + + + D   IKG +K 
Sbjct: 169 ATQNLILAATLAEG---VTTLENAAREPEIVDLANLLNKMGANVKGAGT-DTIIIKGVEK 224 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
               K++ V+ D   A  F+  AA+T G V ++   +   + +      L  MG   T   
Sbjct: 225 MHGAKHSVVQ-DRIEAGTFMVAAAMTQGDVLIKDAIS---EHNRPLISKLSEMGVNFTQE 280 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA-IRDVASW 356 
           ET + V GP +       LKA  V     P    D+   +A     A G +  +  V    
Sbjct: 281 ETGLRVVGPGK-------LKATSVKTLPHPGFPTDMQSQMAAAQAIAAGESVMVETVFEN 333 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
           R +  E       E+ ++G  V+   +  +I     L   A+ + D    A    L   A 
Sbjct: 334 RFQHLE-------EMRRMGLEVDITRNTALIQGNSNLQGAAVKSTDLRASAALILLGLVA 386 
 
Query: 417 EVPVTIRDPGCTRKTFPDYFDVLSTF 442 
           +   T+R      + +  + + L    
Sbjct: 387 KGQTTVRRLSHLDRGYYKFHEKLKAL 412 
 
 
>ref|ZP_06306534.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase 
           [Cylindrospermopsis raciborskii CS-505] 
 gb|EFA71323.1| UDP-N-acetylglucosamine 1- carboxyvinyltransferase 
           [Cylindrospermopsis raciborskii CS-505] 
          Length = 443 
 
 Score = 40.8 bits (94), Expect = 0.48,   Method: Compositional matrix adjust. 
 Identities = 91/373 (24%), Positives = 142/373 (38%), Gaps = 42/373 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           + G V++ G+K+ +  I+  A L  G   + N+    DV  M   L  LGLSVE  K    
Sbjct: 35  LEGNVRISGAKNSALVIMAGALLCSGDCRISNVPLLADVESMGQVLTALGLSVERHKDTL 94 
 
Query: 74  ---KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
               R +      K P E   +    F     I  R   A +   GG A         +  
Sbjct: 95  NINARDITT---SKAPYELVTQLRASFFAIGPILARLGVAQMPLPGGCA---------IG 142 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   V GL+ +GAD++   G  C        G L G ++ L  + S      L+MAA 
Sbjct: 143 ARPVDLHVRGLQAMGADMEIEHGI-CHAQVAGNNGRLQGARIYLD-TPSVGATETLMMAA 200 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G+    II+     P V          G K + + +     I G  K  S + + + 
Sbjct: 201 TLADGET---IIENAAREPEVVDLANFCNSMGAKIQGAGTGT-ITIVGVDKLHSTEYSII 256 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D   A  FL  AAIT   + +    +  L   +     L+ +G  +    T      P 
Sbjct: 257 P-DRIEAGTFLIAAAITHSELLLSPVKSEHL---IPVIAKLKDIGVSIFQEGTDCLRVKP 312 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            ++      LKA +++    P    D+      +   ADG + I +         E  ++ 
Sbjct: 313 AQK------LKATNIDTLPHPGFPTDMQAQFMALLSIADGDSIINESV------FENRLS 360 
 
Query: 367 IRTELTKLGASVE 379 
             +EL +LGA +  
Sbjct: 361 HASELNRLGAEIR 373 
 
 
>ref|ZP_05136197.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stenotrophomonas 
           sp. SKA14] 
 gb|EED40258.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Stenotrophomonas 
           sp. SKA14] 
          Length = 423 
 
 Score = 40.4 bits (93), Expect = 0.48,   Method: Compositional matrix adjust. 
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 Identities = 94/396 (23%), Positives = 159/396 (40%), Gaps = 56/396 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           + G V + G+K+    IL    L++    + N+ +  DV   +  L  LG  V  D+    
Sbjct: 12  LHGEVSISGAKNAVLPILCATLLADAPVEITNVPHLHDVVTTVKLLGELGAKVTIDQGTL 71 
 
Query: 74  --KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDG 125 
               A+VV      PV       +L        ++++ A++   G      G A   L G 
Sbjct: 72  SRGSAIVVD---PRPVNQHVAPYEL--------VKTMRASILVLGPLLARFGAAEVSLPG 120 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
              +  RP+   + GL+ LGA++   + F+       R+ G G      V ++G+      
Sbjct: 121 GCAIGSRPVDQHIKGLQALGAEIVVENGFIKASAK--RLKG-GHFTFDMVSVTGT----- 172 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              +LM A LA G     I+D     P V      +   G K E   +  R  I+G ++  
Sbjct: 173 -ENVLMGAVLAEGTT---ILDNCAMEPEVTDLAHCLIALGAKIEGLGTA-RLVIEGVERL 227 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
              ++  +  D      FL  AA+TGG VTV      ++  D   ++++E  GAK+  T+ 
Sbjct: 228 SGGRHEVLP-DRIETGTFLVAAAMTGGKVTVNRARPNTM--DAVLSKLVE-AGAKIETTD 283 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRV 358 
            S+T+    + P      KA+++     P    D+      +   ADG   I +     + 
Sbjct: 284 DSITLDMQGKRP------KAVNLTTAPYPAFPTDMQAQFMALNCVADGVGVINET----I 333 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            E   M     EL +LGA ++      I    E+L+ 
Sbjct: 334 FENRFMHV--NELLRLGADIQVEGHTAIARGHERLS 367 
 
 
>ref|ZP_01751008.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseobacter sp. 
           CCS2] 
 gb|EBA12682.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseobacter sp. 
           CCS2] 
          Length = 421 
 
 Score = 40.4 bits (93), Expect = 0.48,   Method: Compositional matrix adjust. 
 Identities = 95/377 (25%), Positives = 149/377 (39%), Gaps = 51/377 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G + + G+K+ +  ++    LSE    + N     D+  M   L++LG+ V + +  K 
Sbjct: 12  LNGQIAIAGAKNAALTLMPATLLSEEPLTLTNAPRLSDIATMTALLQSLGVEVTSMQDGK 71 
 
Query: 75  RAVV-----VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
             V+           + +        L LG   +  R   A V+  GG A         + 
Sbjct: 72  VQVLSSHAMTSTTADYEIVRKMRASNLVLGP--LLARHHRAVVSLPGGCA---------I 120 
 
Query: 130 RERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             RP+   V  L+ +GA++   D +L    P       GGL G KV L  + S      + 
Sbjct: 121 GARPMDIHVTALEAMGAEIELKDGYLHAKAP-------GGLKGAKVPLRFA-SVGATENV 172 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAA LA G   IE   +   I  +   LR M   G + E  +      I+G     +   
Sbjct: 173 LMAATLAKGTTVIENAAREPEIVDLAKCLRSM---GAQIE-GEGTATVTIQGVDHLGAAT 228 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  V       +Y LA     GG V   G G   L G   F E L+  G  VT T+  +  
Sbjct: 229 HPVVTDRIELGTYMLA-PVFAGGEVECLG-GRLDLVG--SFVEKLDAAGVDVTETKDGLK 284 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           V    +    R   KA+DV     P    D+   +  +   ADG + + +    ++ E   
Sbjct: 285 V----KRRTDRA--KAVDVTTEVFPGFPTDLQAQMMAMLCTADGTSVLEE----KIFENR 334 
 
Query: 363 RMVAIRTELTKLGASVE 379 
            M A   EL ++GA +E 
Sbjct: 335 FMHA--PELIRMGADIE 349 
 
 
>ref|YP_004129573.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Taylorella 
           equigenitalis MCE9] 
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 gb|ADU91430.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Taylorella 
           equigenitalis MCE9] 
          Length = 417 
 
 Score = 40.4 bits (93), Expect = 0.49,   Method: Compositional matrix adjust. 
 Identities = 86/382 (22%), Positives = 154/382 (40%), Gaps = 62/382 (16%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K++ GT+K+ G+K+ +  IL  + L+    ++ N+    D+   +  L+ LG+ V   +  
Sbjct: 10  KKLEGTIKVSGAKNAALPILCASLLTSEPVILRNVPELNDIKTSIRVLQQLGVKVRWIEP 69 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                         +E   +E++ F     + ++++ A++   G      G+A   L G  
Sbjct: 70  E------------VLELQADEIKSFEAPYEL-VKTMRASILVLGPLLARFGHAKVSLPGG 116 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLG-----TDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
             + +RP+   + GLK L AD+D   G      DC          L G  +K +  ++   
Sbjct: 117 CAIGQRPVDQHIKGLKLLSADIDVEHGFVVAKADC----------LKGASIK-TDMVTVG 165 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQ 240 
                LMA+ LA G     I++     P V    +++   G K + H  S  R  I+G + 
Sbjct: 166 GTEQFLMASVLASGTT---ILENAAQEPEVYDLAQMLNSMGAKISGHGTS--RITIEGVE 220 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K    +   +  D   A  FL     TGG + +      ++   V   E L   G +++  
Sbjct: 221 KLHGTEYKIMP-DRIEAGTFLCCVGATGGYLELTDVLPHTM---VSIIEKLTEAGLEIST 276 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASW 356 
            E  +  +   R        KA+ +   + P    D+   L  +   ADG + I +     
Sbjct: 277 GEDWIKASMSCRP-------KAVSIITKEYPGFPTDMQAQLMALNSIADGESTIDE---- 325 
 
Query: 357 RVKETERMVAIRTELTKLGASV 378 
           R+ E   M     EL +LGA + 
Sbjct: 326 RIFENRFMHV--PELNRLGADI 345 
 
 
>ref|YP_004111588.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Desulfurispirillum indicum S5] 
 gb|ADU65032.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Desulfurispirillum indicum S5] 
          Length = 418 
 
 Score = 40.4 bits (93), Expect = 0.50,   Method: Compositional matrix adjust. 
 Identities = 64/268 (23%), Positives = 114/268 (42%), Gaps = 35/268 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  I+  + L+E    ++N+    D++ +   L+ +G + E D+A   
Sbjct: 12  LQGHVNISGAKNAALPIIAASVLTEQPMKINNVPRLRDIYTISKILQHMGATCELDEATN 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQ------LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 128 
               V   G   +E   E V+      LFLG   +  R   A V+  GG A          
Sbjct: 72  -CFHVHRNGMNRLEAPYELVKTMRASILFLGP--MVARYHEARVSLPGGCA--------- 119 
 
Query: 129 MRERPIGDLVVGLKQLGAD---VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   +  L+++G +   VD ++   C  +R        G  +    +++       
Sbjct: 120 IGARPVNLHLDALRKMGVELDIVDGYIIARCEELR--------GAAISFD-TVTVTGTEN 170 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     ++      P V    R +   G   E + + D   I G ++ +   
Sbjct: 171 IMMAATLAKGKT---VLKNAAKEPEVVDLARCLTSMGAHIEGAGT-DTITIHGVEELRGT 226 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTV 273 
           + + V  D   A  F+A AAIT G VT+ 
Sbjct: 227 EYS-VMPDRIEAGTFMAAAAITAGHVTL 253 
 
 
>gb|EGC82619.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Anaerococcus 
           prevotii ACS-065-V-Col13] 
          Length = 424 
 
 Score = 40.4 bits (93), Expect = 0.51,   Method: Compositional matrix adjust. 
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 Identities = 92/404 (22%), Positives = 161/404 (39%), Gaps = 55/404 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E +V+     + G V++ G+K+ +  IL    L     ++D +   +DV  M+  L+ LG 
Sbjct: 4   EILVINSNGPLKGEVEISGAKNSALPILAACVLGTEEIILDGVPELKDVEIMVEVLKHLG 63 
 
Query: 65  LSVEADKAAKRAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 120 
             VE     + ++ +   G    + P E   +    F+    +  R   A   A GG    
Sbjct: 64  SKVE--YIGRNSLSIDSSGINTCETPYELMDKMRASFVVMGPLLSRFSNAYTKAPGG--- 118 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
                   +  RPI   + G   LGA+       +   + +    GL G ++ L    S  
Sbjct: 119 ------CNIGSRPIDLHIKGFNALGAETRI----NDEEIAIEAKEGLKGNEIYLDFP-SV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA LA G+    II+     P +      + + G K + + +     I G + 
Sbjct: 168 GATQNIMMAATLADGET---IIENAAKEPEIVDLASFLSKMGAKIKGAGT-STITINGVE 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK--FAEVLEMMGAKV 298 
           K    ++  +     +A+Y LA AA+T G V +    T  +   ++   A+++E +GA V 
Sbjct: 224 KLTGTRHTIIPDRIEAATYMLA-AAMTRGNVKI----TNVIGSHIRPVIAKLIE-IGADV 277 
 
Query: 299 TWTETS--VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
              E    + V  P R       LK+ ++     P    DV      +   +DG +     
Sbjct: 278 KEIEEEDIIYVNAPNR-------LKSTNIQTLPYPGFPTDVQAQFMALLTLSDGES---- 326 
 
Query: 353 VASWRVKET--ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
               R++ET  E       EL+K+GA +    +   I   EKL+ 
Sbjct: 327 ----RIQETVFENRFMHVAELSKMGAVIATSGNRATIAGVEKLH 366 
 
 
>ref|ZP_08139584.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas sp. 
           TJI-51] 
 gb|EGB99119.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas sp. 
           TJI-51] 
          Length = 421 
 
 Score = 40.4 bits (93), Expect = 0.51,   Method: Compositional matrix adjust. 
 Identities = 67/301 (22%), Positives = 123/301 (40%), Gaps = 41/301 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G+    D+    
Sbjct: 12  LDGEIRISGAKNAALPILAATLLADGPVTVGNLPHLHDITTMIELFGRMGIEPVIDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  VE     ++  +    + ++++ A++   G      G A   L G    
Sbjct: 69  ---------KLAVEIDPRTIKTLVAPYEL-VKTMRASILVLGPMVARFGEAEVALPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ +GA ++    ++    P       GGL G       ++S       
Sbjct: 119 IGSRPVDLHIRGLEAMGAKIEVEAGYIKAKAPE------GGLRGAHFFFD-TVSVTGTEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     ++      P V      +   G K + + + D   I G ++  S  
Sbjct: 172 IMMAAALAKGR---SVLQNAAREPEVVDLANFINAMGGKVQGAGT-DTITIDGVERLASA 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----WT 301 
               +     + +Y +A AA+TGG V V+    T L+      E L+  GA++T    W  
Sbjct: 228 SYRVMPDRIETGTYLVA-AAVTGGRVKVKDTDPTILEA---VLEKLKEAGAEITTGEDWI 283 
 
Query: 302 E 302 
           E 
Sbjct: 284 E 284 
 
 
>ref|YP_003201498.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Nakamurella 
           multipartita DSM 44233] 
 gb|ACV78509.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Nakamurella 
           multipartita DSM 44233] 
          Length = 421 
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 Score = 40.4 bits (93), Expect = 0.51,   Method: Compositional matrix adjust. 
 Identities = 100/404 (24%), Positives = 149/404 (36%), Gaps = 75/404 (18%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             +SGTV++ G+K+   +++  A L+EGTT + N     DV  M   LR  GL  E   A 
Sbjct: 10  SRLSGTVRVAGAKNSVLKLMAAALLAEGTTEISNCPEILDVPLMADVLR--GLGAEVALA 67 
 
Query: 73  AKRAVV-----VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 127 
                +     +     FP           LG   +  R   A V   GG+A         
Sbjct: 68  GDTVTITTPAELSFHADFPAVGRLRASVCVLGP--LMGRCRRAQVALPGGDA-------- 117 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI------SSQ 181 
            +  RP+     GL+ +GA +    G             + G   +L G++      S   
Sbjct: 118 -IGSRPLDMHQSGLRAMGASMSIEHGK------------VVGSAAELHGALIGLDFPSVG 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS-------DSWDRF 234 
               +LMAA LA G     +ID     P +    RL+++ G + E +       D  DR  
Sbjct: 165 ATENILMAAVLARGTT---VIDNAAREPEIIDLARLLQQMGAQIEGAGTATITIDGVDRL 221 
 
Query: 235 YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 294 
           +         P +    GD      +   AAIT G+V VEG     L   +   E L    
Sbjct: 222 H---------PTSHRTVGDRVVGGTWAYAAAITQGSVRVEGVDPAFLTAPL---ERLSSA 269 
 
Query: 295 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 354 
           GA++     +V VT   R        KA+D      P     L  +AL      A+  VA 
Sbjct: 270 GAQIETEPDAVRVTMAQRA-------KAVDFITMPYPGFPTDLQPMAL------ALAAVA 316 
 
Query: 355 SWRVKETERMVAIR----TELTKLGASVEEGPDYCIITPPEKLN 394 
                 TE +   R     EL ++GA       +  +   E+L+ 
Sbjct: 317 DGHSLITENVFEARFRFVDELIRMGADARTDGHHASLRGREQLS 360 
 
 
>ref|ZP_06596455.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           breve DSM 20213] 
 gb|EFE88418.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Bifidobacterium 
           breve DSM 20213] 
          Length = 441 
 
 Score = 40.4 bits (93), Expect = 0.51,   Method: Compositional matrix adjust. 
 Identities = 51/194 (26%), Positives = 84/194 (43%), Gaps = 22/194 (11%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G  V+ D   
Sbjct: 15  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHG--VDVDVN 72 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQL-------FLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            ++ +V        + D  +   L        L +  +  R   A + A GG A       
Sbjct: 73  GEKGIVTIDASHVQLADVADVDTLSGSSRIPILFSGPLVHRLGEAFIPALGGCA------ 126 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   +  L++LGA VD         + +    GL G K+ L    S       
Sbjct: 127 ---IGGRPIDFHLETLRKLGATVD---KEHKDGIHITAPNGLHGAKIHLPYP-SVGATEQ 179 
 
Query: 186 LLMAAPLALGDVEI 199 
            L+AA LA G  E+ 
Sbjct: 180 TLLAAVLAEGKTEL 193 
 
 
>dbj|BAE61979.1| unnamed protein product [Aspergillus oryzae] 
          Length = 749 
 
 Score = 40.4 bits (93), Expect = 0.51,   Method: Compositional matrix adjust. 
 Identities = 73/299 (24%), Positives = 118/299 (39%), Gaps = 28/299 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           ++++G V++ GSK+    ++    L+ G + +  L    D+  M   L+ LG  V      
Sbjct: 11  RDVTGNVRVSGSKNAGLPLMAATLLAPGPSTLHGLPPVSDIKNMGSILQYLGADVSQVSD 70 
 
Query: 73  AKRAVVVGCGGKF---PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 129 
                      +F    + D+     LFLG            + A  G+A     G   + 
Sbjct: 71  NFTIDTTDVTSRFVPAQLTDSLRASILFLG-----------PLLARFGHACLSFPGGCSI 119 
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Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RP+ + + GL++LGA   C   TD   +  +    L G  + +     +  ++ L+MA 
Sbjct: 120 GNRPVEEHINGLRKLGA---CITVTDT-YIEAHA-SQLQGATIDMQTPSVTGTMN-LIMA 173 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK-SPKNA 248 
           A LA G   +  I      P V   +  +   GV   H    D+  I G      SP    
Sbjct: 174 ACLARG---VTHIHNAAREPEVGDLINFLVLMGVDI-HGAGTDQLVIHGCHSTPLSPCQY 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
            V  D      FL   AI G  +TV  C     +  V   + L+ +GA+V  ++ SVTV 
Sbjct: 230 GVMEDRIEVGTFLILGAICGNPLTVYPCHP---EQHVMLIKNLKAVGARVDISDDSVTV 285 
 
 
>ref|ZP_05736819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Granulicatella 
           adiacens ATCC 49175] 
 gb|EEW38218.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Granulicatella 
           adiacens ATCC 49175] 
          Length = 438 
 
 Score = 40.4 bits (93), Expect = 0.52,   Method: Compositional matrix adjust. 
 Identities = 85/363 (23%), Positives = 144/363 (39%), Gaps = 47/363 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSE-GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           + GTVK+ G+K+    IL  + L++ G T + N+ N  DVH ML  L +L +    D+   
Sbjct: 13  LQGTVKVEGAKNAVLPILAASILADKGVTHLTNVPNLSDVHMMLNVLGSLNVLSTFDEEE 72 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVPRMR 130 
           K A+ +          A E V          MR+   +   + A  G+A   + G   +  
Sbjct: 73  K-AITLNATKDITTTAAFEYVS--------KMRASIVVMGPLLARFGHARVAMPGGCAIG 123 
 
Query: 131 ERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 187 
            RPI   + G + +GA +   + ++              L G ++ L    S      ++ 
Sbjct: 124 SRPIDLHLKGFEAMGATIVQTEGYIEAHADE--------LHGARIYLDFP-SVGATQNIM 174 
 
Query: 188 MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 247 
           MAA LA G   +E + +    P +     ++ + G K   + + +   I+G ++     + 
Sbjct: 175 MAATLAKGTTHLENVARE---PEIVDLANILNKMGAKIVGAGT-ENMRIEGVERLDGTIH 230 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVT 306 
           + +  D   A  F+  AA+T G V +E       Q  + K  E    MG +    E  +  
Sbjct: 231 SIIP-DRIEAGTFMVAAAVTKGNVFIEDAIAEHNQPLISKLGE----MGVQFIEEEDGIR 285 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKET 361 
           V GP         LK  DV     P    D+   + +  L A G + + + V   R     
Sbjct: 286 VIGPDS-------LKPTDVKTLPHPGFPTDMQAQMTIAQLLATGTSTMTETVFENRFNHL 338 
 
Query: 362 ERM 364 
           E M 
Sbjct: 339 EEM 341 
 
 
>ref|YP_001697682.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lysinibacillus 
           sphaericus C3-41] 
 gb|ACA39552.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Lysinibacillus 
           sphaericus C3-41] 
          Length = 187 
 
 Score = 40.4 bits (93), Expect = 0.52,   Method: Compositional matrix adjust. 
 Identities = 47/205 (22%), Positives = 88/205 (42%), Gaps = 30/205 (14%) 
 
Query: 33  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 92 
           +  +++ GTT V+  L  ED    +   + LG+ +E +  + +        + P  D+ + 
Sbjct: 1   MFGSIATGTTTVEGFLLGEDCLSTIDCFQKLGVHIEVEGTSVKI-------ESPGMDSWQ 53 
 
Query: 93  EVQ--LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 150 
           E    L+ GN+G   R +   +  AG +   V+ G   + +RP+  ++  L+Q+GA +   
Sbjct: 54  EPTEVLYTGNSGTTTRLMLGIL--AGSSVHSVMTGDASIGKRPMRRVIDPLRQMGAHITG 111 
 
Query: 151 FLGTDCPPVRVNGIGGLPGGKVKLSG------SISSQYLSALLMAAPLALGDVEIEIIDK 204 
                  P+ + G         KL          S+Q  SA+L+A   A G   +   +  
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Sbjct: 112 RADGQYTPLAIQG--------TKLQAIEYNMPVASAQVKSAILLAGLRAEGTTIVR--ET 161 
 
Query: 205 LISIPYVEMTLRLMERFGVKAEHSD 229 
            +S  + E   R++ +FG   E  D 
Sbjct: 162 EVSRDHTE---RMLRQFGADVEVKD 183 
 
 
>ref|NP_760986.1| EPSP synthase [Vibrio vulnificus CMCP6] 
          Length = 44 
 
 Score = 40.4 bits (93), Expect = 0.52,   Method: Composition-based stats. 
 Identities = 17/26 (65%), Positives = 22/26 (84%) 
 
Query: 5  EEIVLQPIKEISGTVKLPGSKSLSNR 30 
          E + LQPIK+++G V LPGSKS+SNR 
Sbjct: 2  ESLTLQPIKKVNGEVNLPGSKSVSNR 27 
 
 
>ref|ZP_04760892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           delafieldii 2AN] 
 gb|EER62209.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Acidovorax 
           delafieldii 2AN] 
          Length = 426 
 
 Score = 40.4 bits (93), Expect = 0.53,   Method: Compositional matrix adjust. 
 Identities = 70/282 (24%), Positives = 119/282 (42%), Gaps = 40/282 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G V + G+K+ +   L  A L+     + N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIRGGRALHGEVLVSGAKNAALPELCAALLTADPVTLLNVPRLQDVSTMLKLIRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V A++A    V +        E   E V           +++ A+V A G      G  
Sbjct: 62  --VAAERADDGTVRIDASALSTPEAPYELV-----------KTMRASVLALGPLLARFGE 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS- 177 
           AT  L G   +  RP+   + G+  +GA++    G          I  LP G  +L G+  
Sbjct: 109 ATVSLPGGCAIGSRPVDQHIKGMAAMGAEIVVEHGYM--------IAKLPTGWTRLKGAR 160 
 
Query: 178 ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE-HSDSW 231 
           I++  ++       LMAA LA G+    +++     P +     ++   G K E H  S  
Sbjct: 161 ITTDMVTVTGTENFLMAAALAEGET---VLENAAQEPEISDLAEMLIAMGAKIEGHGTS- 216 
 
Query: 232 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 273 
            R  I+G +K     +  V  D   A  FL   A TGG V + 
Sbjct: 217 -RIRIQGVEKLHGCTHRVV-ADRIEAGTFLCAVAATGGDVVL 256 
 
 
>ref|YP_001232776.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           uraniireducens Rf4] 
 sp|A5G8T5.1|MURA_GEOUR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABQ28203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacter 
           uraniireducens Rf4] 
          Length = 417 
 
 Score = 40.4 bits (93), Expect = 0.53,   Method: Compositional matrix adjust. 
 Identities = 86/400 (21%), Positives = 159/400 (39%), Gaps = 51/400 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  K+++G V + GSK+ S  I +   L+     + N+    D++  +  L  LG 
Sbjct: 2   DKLIIKGGKKLAGEVTVSGSKNASLPIFISTILAPAEHEISNVPFLRDINTTIKVLEQLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V+ +    +    G      V++ +   +L        ++++ A+V   G      G  
Sbjct: 62  AKVDGNGNIVKIDTTG------VDNFEATYEL--------VKTMRASVLVLGPLLARFGK 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
           A   L G   +  RPI   + GL  +GAD++   G      +      L G ++    S  
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Sbjct: 108 ARVSLPGGCAIGARPINLHLKGLAAMGADINLTHGYVEAKAK-----QLKGARINFDVST 162 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
                  L+MAA  A G+    I++     P +     ++ + G + + + + D   I G 
Sbjct: 163 VGGT-EHLMMAAATAKGET---ILENAAREPEIVDLANVLTKMGARIDGAGT-DTIRISG 217 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 298 
             K   P +  V  D   A  F+  AAITGG + V       L   V F   L+  G ++ 
Sbjct: 218 -VKELGPVSHRVMPDRIEAGTFMIAAAITGGDIKVRNMQLEHLDALV-FK--LQDAGVEI 273 
 
Query: 299 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA 354 
              +  V V GP       + +K +++     P    D+      +   AD  + I     
Sbjct: 274 INKDNVVRVKGP-------RKIKGVNIKTRPYPGFPTDMQAQFMALMCLADSASVI---- 322 
 
Query: 355 SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           S  + E   M    +EL + GA +    +   +   +KL+ 
Sbjct: 323 SENIFENRFMHV--SELMRFGADITTEGNTATVKGVKKLS 360 
 
 
>ref|ZP_03244064.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Helicobacter pylori 
           HPKX_438_CA4C1] 
          Length = 146 
 
 Score = 40.4 bits (93), Expect = 0.54,   Method: Composition-based stats. 
 Identities = 34/134 (25%), Positives = 61/134 (45%), Gaps = 5/134 (3%) 
 
Query: 250 VEGDASSASYFLAGAAITGGT-VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS--VT 306 
           +  D SSA +F    AIT  + + ++       +  ++  E L+ MGA + +   S  +  
Sbjct: 15  IANDPSSAFFFALACAITPKSRLLLKNVLLNPTR--IEAFEALKKMGASIEYAIQSKDLE 72 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
           + G            +ID N+  + D    L++  LFA G + +R+    R KE++R+ A 
Sbjct: 73  IIGDIYIEHAPLKAISIDQNIASLIDEIPALSIAMLFAKGKSMVRNAKDLRAKESDRIKA 132 
 
Query: 367 IRTELTKLGASVEE 380 
           + +    LG   EE 
Sbjct: 133 VISNFKALGIECEE 146 
 
 
>ref|ZP_05138598.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9202] 
 gb|EEE40423.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Prochlorococcus 
           marinus str. MIT 9202] 
          Length = 437 
 
 Score = 40.4 bits (93), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 86/372 (23%), Positives = 150/372 (40%), Gaps = 37/372 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G +++ G+K+ +  ++  + LS+G   + N+    DV  M   L T+G+ ++++   
Sbjct: 26  KFLKGNIEISGAKNSALVLMAASILSKGEINLFNVPQISDVSIMSKLLITMGIDIKSN-- 83 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLF--LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           A    +       P +D      LF  L NA          + A  G A   L G   +  
Sbjct: 84  ANHLTINTKEITIPPQD------LFFDLCNALRVSFFCIGPILARFGKAKIPLPGGCSIG 137 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI + +  LK+LG     +         +N    L G  +      S      LLMAA 
Sbjct: 138 SRPIDEHIDSLKKLGVIFQ-YRNNYVIAKVINPQKRLLGSSINFKCK-SVGATETLLMAA 195 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     I++     P +     ++   G + + + S +   I+G +  K      + 
Sbjct: 196 SLAKGKT---ILNNAAEEPEIVDLANMLNLMGARIKGAGS-ECITIEGVESLKGCDYTVI 251 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D   A  FL  AAIT  T+++  C    L+  +     LE+ G K  ++   + +    
Sbjct: 252 P-DRIEAGTFLLAAAITRSTISLFPCEPNHLKALI---NKLELCGCKFEYSNFCLKII-- 305 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLA--VVALFA--DGPTAIRDVASWRVKETERMVA 366 
           P +      LK++D+     PD    L    +AL A  +G + I++          RM   
Sbjct: 306 PNQI-----LKSVDMTTGPFPDFPTDLQAPFMALMATTNGISKIKETVF-----ENRMHH 355 
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Query: 367 IRTELTKLGASV 378 
           ++ EL  +GA + 
Sbjct: 356 VK-ELNHMGAKI 366 
 
 
>ref|ZP_03461559.1| hypothetical protein BACPEC_00616 [Bacteroides pectinophilus ATCC 
           43243] 
 gb|EEC58484.1| hypothetical protein BACPEC_00616 [Bacteroides pectinophilus ATCC 
           43243] 
          Length = 430 
 
 Score = 40.4 bits (93), Expect = 0.55,   Method: Compositional matrix adjust. 
 Identities = 87/389 (22%), Positives = 159/389 (40%), Gaps = 58/389 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V + G+K+ +  IL  A +++ T  ++N+ N  D   +L     +G 
Sbjct: 2   EQYIIKGGMPLCGDVSIGGAKNAALGILAAAIMADETVTIENVPNVRDTRALLQTFEGIG 61 
 
Query: 65  L--------SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 116 
                    SV+ +  +   V+V         D+ ++++        A   L  A+     
Sbjct: 62  AKVKYVYNNSVQINGQSINDVIVD-------NDSIKKIR--------ASYYLLGALLGKY 106 
 
Query: 117 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 176 
             A   L G   +  RPI   + G + LGA+V+   G      +      L G  + L   
Sbjct: 107 RRAEVALPGGCNIGSRPIDQHIKGFRALGANVEIKGGMVIAEAK-----ELKGSHIYLD- 160 
 
Query: 177 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            +S      +++AA +A G+    II+     P++      +   G   + + + D   I 
Sbjct: 161 VVSVGATINIMLAACMAEGNT---IIENSAKEPHIVDVANFLNSMGANIKGAGT-DVIRI 216 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMG 295 
           K G K+ S     +  D   A  F+  AA T G VT+       L+    K  E+    G 
Sbjct: 217 K-GVKHLSGTTYSIIPDQIEAGTFMFAAAATKGDVTIRNVIPKHLESISAKLIEI----G 271 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
            +VT  + +V V G P       +L++ +V     P    D+   +AVV   A+G + +  
Sbjct: 272 CEVTEYDDAVRVVGHP-------NLRSTNVKTLPYPGFPTDMQPQMAVVLALANGSSMVT 324 
 
Query: 352 D-VASWRVKETERMVAIRTELTKLGASVE 379 
           + +   R K  +       ELT++GA ++ 
Sbjct: 325 ESIFENRFKYVD-------ELTRMGARIK 346 
 
 
>ref|ZP_08016531.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sutterella 
           wadsworthensis 3_1_45B] 
 gb|EFW01160.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sutterella 
           wadsworthensis 3_1_45B] 
          Length = 417 
 
 Score = 40.4 bits (93), Expect = 0.56,   Method: Compositional matrix adjust. 
 Identities = 77/312 (24%), Positives = 128/312 (41%), Gaps = 28/312 (8%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E++ ++  + + G V++ G+K+ +  IL  + L+ G   + N+ +  DV  ML  L  +G 
Sbjct: 2   EKLKIRGARRLVGEVRVSGAKNAALPILAASLLTAGDLELKNVPDLADVRTMLKLLAGMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS--LT-AAVTAAGGNATY 121 
           + VE   +    V +  G     E   + V+         MR+  LT   +TA  G A   
Sbjct: 62  VKVERSGSN---VTLNAGAITSTEAPYDLVK--------TMRASILTLCPLTARFGAARV 110 
 
Query: 122 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
            L G   +  RP+   + GL+ LGA V+   G             +    V ++G+     
Sbjct: 111 SLPGGCAIGARPVDQHIKGLRALGAAVEIDHGYVVVESARLKAAHIATDMVTVTGT---- 166 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               L+MAA LA G     +I+     P V      +   G K   + +     I+G ++ 
Sbjct: 167 --ENLMMAAVLAEGTT---VIENAAREPEVVDLANCLNAMGAKISGAGT-PTLVIEGVER 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTW 300 
               K+A +  D   A  FL  AA T G V V  C    L+  + K  E+  M+     W 
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Sbjct: 221 LHGAKHAVI-ADRIEAGSFLCAAAATDGDVLVANCVPGDLEAVILKLREMGAMVDVGSDW 279 
 
Query: 301 TETSVTVTGPPR 312 
               + + G P+ 
Sbjct: 280 VR--LKMAGRPK 289 
 
 
>ref|ZP_04270550.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-ST26] 
 gb|EEK97620.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Bacillus 
           cereus BDRD-ST26] 
          Length = 419 
 
 Score = 40.4 bits (93), Expect = 0.57,   Method: Compositional matrix adjust. 
 Identities = 69/276 (25%), Positives = 105/276 (38%), Gaps = 34/276 (12%) 
 
Query: 105 MRSLTAAVTAAG------GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 158 
           +R + A+V   G      G A   L G   +  RPI   + G + +GA V    G      
Sbjct: 74  VRKMRASVQVMGPLLARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAY 133 
 
Query: 159 VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 218 
           V     G L G K+ L    S      ++ AA LA G     I++     P +      + 
Sbjct: 134 VE----GELKGAKIYLDFP-SVGATENIMSAATLAKGTT---ILENAAKEPEIVDLANFL 185 
 
Query: 219 ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 278 
              G K   + +     I+G  K     ++ +  D   A  F+  AAITGG + +E     
Sbjct: 186 NAMGAKVRGAGTGT-IRIEGVDKLYGANHSIIP-DRIEAGTFMVAAAITGGDILIENAVP 243 
 
Query: 279 TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVA 334 
             L+        +E MG K+      V V GP +       LKA+D+     P    D+  
Sbjct: 244 EHLR---SITAKMEEMGVKIIEENEGVRVIGPDK-------LKAVDIKTMPHPGFPTDMQ 293 
 
Query: 335 MTLAVVALFADGPTAIRDVA----SWRVKETERMVA 366 
             +  + L A+G + I +         V+E  RM A 
Sbjct: 294 SQMMALLLQAEGTSMITETVFENRFMHVEEFRRMNA 329 
 
 
>ref|YP_001532320.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dinoroseobacter 
           shibae DFL 12] 
 sp|A8LS12.1|MURA_DINSH RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABV92719.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Dinoroseobacter 
           shibae DFL 12] 
          Length = 422 
 
 Score = 40.4 bits (93), Expect = 0.58,   Method: Compositional matrix adjust. 
 Identities = 101/426 (23%), Positives = 172/426 (40%), Gaps = 56/426 (13%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++    + G + + G+K+    ++    LS+    + N     D+  M   LR+LG 
Sbjct: 2   DQIVIRGGVPLHGAIPIAGAKNACLTLMPATLLSDEPLTLTNAPRLSDIATMTALLRSLG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V   +  K  V+     +     A+ ++          +R + A++   G      G+ 
Sbjct: 62  AEVSTLQDGK--VLALSSHRIDNHTAEYDI----------VRKMRASILVLGPMLARDGH 109 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADV---DCFLGTDCPPVRVNGIGGLPGGKVKLS 175 
           A   L G   +  RP+   + GL+ LGAD+   D ++    P       GGL G   +   
Sbjct: 110 AVVSLPGGCAIGARPVDLHLKGLEALGADLTLTDGYVHAKAP-------GGLKGAVFEFP 162 
 
Query: 176 GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 235 
             +S      +LMAA LA G     ++      P +    R + + G + E  +   R   
Sbjct: 163 -FVSVGATENILMAATLAKGTT---VLKNAAREPEIVDLARCLRKMGAQIE-GEGTSRIT 217 
 
Query: 236 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 295 
           ++G  +     +  V       +Y LA  AITGG V + G     L     FAE L   G 
Sbjct: 218 VQGVDRLHGATHPVVTDRIELGTYMLA-PAITGGEVELIG---GRLDLVAAFAERLAAAG 273 
 
Query: 296 AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIR 351 
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             V+ T   +TV    +   GR  + A+DV     P    D+   +  +   ADG + +  
Sbjct: 274 VDVSETAHGLTV----KRANGR--VGAVDVVTEPFPGFPTDLQAQMMALLCTADGVSVLE 327 
 
Query: 352 DVASWRVKETERMVAIRTELTKLGASVE-EGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 410 
           +    R+ E   M A   EL ++GA ++  G    +   P+      + T  D R +++  
Sbjct: 328 E----RIFENRFMHA--PELIRMGARIDVHGGTATVTGVPQLKGAPVMAT--DLRASVSL 379 
 
Query: 411 SLAACA 416 
            LAA A 
Sbjct: 380 ILAALA 385 
 
 
>ref|ZP_00440255.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          GB8 horse 4] 
 ref|YP_994006.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei SAVP1] 
 ref|YP_001028330.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei NCTC 10229] 
 ref|YP_001081974.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei NCTC 10247] 
 ref|ZP_02269694.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          PRL-20] 
 ref|ZP_04883532.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei ATCC 10399] 
 ref|ZP_04910113.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          FMH] 
 ref|ZP_04915077.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          JHU] 
 ref|ZP_04976489.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          2002721280] 
 gb|ABM51359.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei SAVP1] 
 gb|ABN00674.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei NCTC 10229] 
 gb|ABO05707.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei NCTC 10247] 
 gb|EDK52345.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          FMH] 
 gb|EDK57674.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          JHU] 
 gb|EDK87364.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          2002721280] 
 gb|EDP87886.1| putative 3-phosphoshikimate-1-carboxyvinyltransferase 
          [Burkholderia mallei ATCC 10399] 
 gb|EEP85862.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          GB8 horse 4] 
 gb|EES42829.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Burkholderia mallei 
          PRL-20] 
          Length = 435 
 
 Score = 40.4 bits (93), Expect = 0.58,   Method: Compositional matrix adjust. 
 Identities = 22/59 (37%), Positives = 31/59 (52%) 
 
Query: 9  LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 67 
          + P   + GTV LP SK    R LL+A L+  TT ++N+    +      ALR  GL+V 
Sbjct: 6  VHPSGALKGTVTLPASKPHVQRALLVALLNGATTRIENVSWCAETELQFAALRQFGLTV 64 
 
 
>ref|YP_003553734.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Aminobacterium 
           colombiense DSM 12261] 
 gb|ADE57010.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Aminobacterium 
           colombiense DSM 12261] 
          Length = 435 
 
 Score = 40.4 bits (93), Expect = 0.58,   Method: Compositional matrix adjust. 
 Identities = 97/394 (24%), Positives = 154/394 (39%), Gaps = 45/394 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
           + G ++  G+K+ +  I+  + L   GT  +  +    DV  M   LR LG  ++ +K   
Sbjct: 13  LRGKIEAQGAKNAALPIMAASLLLKSGTLNIHKVPRLHDVLTMADLLRGLGAEIQYEKGE 72 
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Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
               +         ED   E    L     A   +   + A  G A   L G   +  RP 
Sbjct: 73  MSISIP--------EDLSWETPSNLVRKMRASSLVLGPLLARCGRAVLPLPGGCSIGSRP 124 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I   + GL ++GA +D   G     V      GL G ++ L    S      LLMAA  A 
Sbjct: 125 IDLHLKGLSRMGASIDLVHGA----VHATA-NGLKGCRIYLDFP-SVGATENLLMAAVFA 178 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G+  +E   +   I  +  TL+ M   G   E  +      IKG  +    +   +    
Sbjct: 179 EGETVLENTAREPEITNLVQTLKSM---GASIE-EEGTGVIRIKGVDELHDAETIVIPDR 234 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
             + +Y LA + ++GG + +E      +  D   A+ LE  GA  T    SV V       
Sbjct: 235 IETCTYILA-SIMSGGEIEIENVIPQHI--DSLIAK-LEEGGASFTVKNDSVIV-----H 285 
 
Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKETERMVAIR 368 
           P  R  LKA+ +     P    D+   +      ADG + I++ V   R            
Sbjct: 286 PINR--LKAVSLKTMPYPGFPTDLQPQIMATLALADGASVIQEGVFQARFLHV------- 336 
 
Query: 369 TELTKLGASVEEGPDYCIITPPEKL---NVTAID 399 
           +EL ++GA +E   +  ++T  E L   +V+A D 
Sbjct: 337 SELNRMGARIELQGNTAVVTGVEHLVGADVSATD 370 
 
 
>ref|YP_178947.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni RM1221] 
 sp|Q5HUT8.1|MURA_CAMJR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAW35282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni RM1221] 
 gb|ADT72637.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni S3] 
          Length = 418 
 
 Score = 40.4 bits (93), Expect = 0.59,   Method: Compositional matrix adjust. 
 Identities = 88/409 (21%), Positives = 167/409 (40%), Gaps = 68/409 (16%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
             +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  LG  V      
Sbjct: 10  NHLSGNVTISGAKNAALPLIVSSILAKNEVKINNVPNVADIKTLISLLENLGAKV----- 64 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GNATYV 122 
                       F    A         N  IA    +R + A++   G      G+     
Sbjct: 65  -----------NFQNNSALLNTNTL--NQTIAKYDIVRKMRASILTLGPLLARFGHCEVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I+    
Sbjct: 112 LPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGNLKGNEI-LFDKITVTG 164 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFG--VKAEHSDSWDRFYIK 237 
              ++MAA LA G        KL+++   P V     +++  G  +K   +D  +  Y   
Sbjct: 165 SENIIMAAALAKGKT------KLLNVAKEPEVVQLCEVLKDAGLEIKGIGTDELE-IYGS 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G+  +  + + +     + +Y  AG AIT   +T++    T L         L  MG + 
Sbjct: 218 DGELLEFKEFSVIPDRIEAGTYLCAG-AITNSKITLDKVNATHLSA---VLAKLHQMGFE 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
               E S+T+  P +E      +K +++  ++ P    D+      +AL A+G + I +  
Sbjct: 274 TLIAEDSITLL-PAKE------IKPVEIMTSEYPGFPTDMQAQFMALALKANGTSIIDE- 325 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
              R+ E   M    +EL ++GA ++       I   ++LN   +   D 
Sbjct: 326 ---RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELNAADVMATD 369 
 
 
>ref|YP_002924690.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Hamiltonella defensa 5AT (Acyrthosiphon pisum)] 
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 sp|C4K7J9.1|MURA_HAMD5 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACQ68542.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Candidatus 
           Hamiltonella defensa 5AT (Acyrthosiphon pisum)] 
          Length = 422 
 
 Score = 40.4 bits (93), Expect = 0.60,   Method: Compositional matrix adjust. 
 Identities = 90/411 (21%), Positives = 166/411 (40%), Gaps = 49/411 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG V + GSK+ +  IL    LSE    + N+   +D+   L  L+ LG  V+A      
Sbjct: 12  LSGEVMISGSKNAALPILFSTLLSEEPIELKNIPELKDIDTTLNLLKQLG--VKAKYQPP 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
            ++++         DAK  V  F     + ++++ A++ A G      G     L G    
Sbjct: 70  DSIMI---------DAK-AVNHFCAPYEL-VKTMRASIWALGPLVARFGRGQVSLPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GLKQLGA +    G     ++ +  G L G  + +   +S      ++  
Sbjct: 119 IGARPVDLHIFGLKQLGAKIQIEEGY----IKASVEGRLKGAHIVMD-KVSVGATLTVMS 173 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+ +   P +  T   +   G   + + + D+  ++G ++ +    + 
Sbjct: 174 AATLAEGT---SIIENVAREPEIVDTANFLNILGANIQGAGT-DKIVVEGVKRLRGGAYS 229 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 308 
            +     + ++ +AGA   G  V    C  T           L   GA++   +  +++  
Sbjct: 230 IMPDRIETGTFLVAGAVSRGKVV----CRHTQPATLEAVLAKLHEAGAQIEVGKDWISLD 285 
 
Query: 309 GPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERM 364 
              + P      KA++V     P    D+     ++ + A G   I +     + E   M 
Sbjct: 286 MKGKRP------KAVNVRTTPYPGFPTDMQAQFTLLNIVATGTGVITET----IFENRFM 335 
 
Query: 365 VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
                EL ++GA V+   +  I    E+L+   +    D R + +  LA C 
Sbjct: 336 HV--PELIRMGAQVKIESNTVICHGVERLSGAGV-MATDLRASASLVLAGC 383 
 
 
>ref|YP_002561158.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Macrococcus 
           caseolyticus JCSC5402] 
 dbj|BAH18462.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1 [Macrococcus 
           caseolyticus JCSC5402] 
          Length = 427 
 
 Score = 40.4 bits (93), Expect = 0.60,   Method: Compositional matrix adjust. 
 Identities = 93/396 (23%), Positives = 157/396 (39%), Gaps = 55/396 (13%) 
 
Query: 7   IVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           I+++    +SG VK+ G+K+    I+  + L SEG +   N+    DV  +   L  L   
Sbjct: 4   IIVKGGNRLSGRVKVEGAKNAVLPIMTASLLASEGVSEFTNVPALSDVDTISAVLEGLNA 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYV 122 
            VE +   +  VVV   G+   + A E V          MR+   +   + A  G A    
Sbjct: 64  KVEKN-IEQNKVVVDARGELSTQAAYEFVS--------KMRASVLVLGPLLARFGYAEVA 114 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSI 178 
           + G   +  RPI   + GL+ LGA ++   G     V+      L G  + L     G+  
Sbjct: 115 MPGGCAIGSRPIELHLKGLEALGAVIEQKNGYLVGTVKDR----LKGADIYLDFPSVGAT 170 
 
Query: 179 SSQYLSALLMAAPLALGDV--EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 236 
            +  ++A+L      LG+V  E EI+D              + + G   + + + D   + 
Sbjct: 171 QNILMAAVLAEGKTVLGNVAREPEIVD----------LANFLNQMGANIQGAGT-DTITV 219 
 
Query: 237 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 296 
            G +     K+  +  D   A  FL  AAIT G V VEG             E +  + A 
Sbjct: 220 YGVETLTGAKHEIIP-DRIEAGTFLVAAAITRGDVYVEGA----------IYEHMHALIA 268 
 
Query: 297 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD 352 
           K+      + +          ++LKAID+     P    D+   +  + L  +G +++ + 
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Sbjct: 269 KLKEAGCHIEIDTRGIHLSAEQNLKAIDIKTMPHPGFPTDMQAQMMALMLSLEGNSSVNE 328 
 
Query: 353 VASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT 388 
                V E   M A  TE  K+ A ++    +  I+ 
Sbjct: 329 T----VFENRFMHA--TEFQKMNAQIKVDKRFAYIS 358 
 
 
>ref|ZP_02042003.1| hypothetical protein RUMGNA_02779 [Ruminococcus gnavus ATCC 29149] 
 gb|EDN76883.1| hypothetical protein RUMGNA_02779 [Ruminococcus gnavus ATCC 29149] 
          Length = 430 
 
 Score = 40.4 bits (93), Expect = 0.61,   Method: Compositional matrix adjust. 
 Identities = 95/426 (22%), Positives = 174/426 (40%), Gaps = 43/426 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ +++    + G V++ G+K+ +  IL  A +++ T ++DNL +  D++ +L A++ +G 
Sbjct: 2   EQYIIKGGNPLVGEVEIGGAKNAALAILAAAIMTDETVLIDNLPDVNDINVLLEAIQGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
             V+        +       F +E D  ++++        A   L  A+      A   L 
Sbjct: 62  AMVQRFDRHTVKINGSAITDFNIEYDYIKKIR--------ASYYLLGAMLGKYKRAEVAL 113 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 183 
            G   +  RPI   + G + LGADVD   G             L G  +     +S     
Sbjct: 114 PGGCNIGSRPIDQHLKGFRALGADVDIEHGKIVAEAE-----HLRGTHLYFD-VVSVGAT 167 
 
Query: 184 SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 243 
             ++MAA +A G   + I++ +   P+V      +   G     + + D   I+G +    
Sbjct: 168 INVMMAAAMADG---LTIMENVAKEPHVVDVANFLNSMGANIRGAGT-DVIKIRGVKSLH 223 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
             + + +  D   A  F+  AA T G VTV       L  D   +++++ +G +V   +  
Sbjct: 224 KTEYSIIP-DQIEAGTFMFAAAATKGDVTVLNVIPKHL--DATISKLVD-IGCEVEEFDD 279 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRV 358 
           +V V    R       L++  V     P    D+   + VV   A G + I + +   R  
Sbjct: 280 AVRVVAKNR-------LRSTQVKTLPYPGYPTDMQPQIGVVLALAQGTSTITESIFENRF 332 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           K  +       EL ++GA ++   +   I   EK +   + +  D R   A  +A  A   
Sbjct: 333 KYLD-------ELARMGAVIKVEGNSATIEGVEKFSGARV-SAPDLRAGAALCIAGLATD 384 
 
Query: 419 PVTIRD 424 
            +TI D 
Sbjct: 385 GITIVD 390 
 
 
>ref|YP_002248837.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermodesulfovibrio yellowstonii DSM 11347] 
 sp|B5YKS2.1|MURA_THEYD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACI21379.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Thermodesulfovibrio yellowstonii DSM 11347] 
          Length = 416 
 
 Score = 40.4 bits (93), Expect = 0.62,   Method: Compositional matrix adjust. 
 Identities = 82/360 (22%), Positives = 140/360 (38%), Gaps = 41/360 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  I+    L++G  +   +    DV  M   ++ +G  VE ++  K 
Sbjct: 12  LKGEVTISGAKNAALPIMASTLLAQGVHIFKRIPKLRDVFTMTELIKRMGGIVEFNELCK 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 134 
              +         +  K E    L     A   +   + A  G A   L G   +  RP+ 
Sbjct: 72  INTI---------KINKFEASYDLVKTMRASILVLGPLVARFGRAKVSLPGGCAIGARPV 122 
 
Query: 135 GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 194 
              + GL+++GA +    G             L G K+       +     L+MAA LA  
Sbjct: 123 NLHINGLQKMGAKISLQEGYIIAKA-----SRLMGTKIYFDIPTVTGT-ENLMMAATLAK 176 
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Query: 195 GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 254 
           G   IE   K   I  +   L LM   G K E + +     ++G  + K P+   +  D  
Sbjct: 177 GTTIIENAAKEPEIVDLANYLILM---GAKIEGAGT-SIIKVEGVDELKPPQEYEIIPDR 232 
 
Query: 255 SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW--TETSVTVTGPPR 312 
                F+A A   GG ++++GC    +      A +L+M  A +++   E  + V GP R 
Sbjct: 233 IETGTFIAIAGACGGDISLKGCRIDHID-----AIILKMKDAGISFKEIENGIRVIGPKR 287 
 
Query: 313 EPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVA----SWRVKETERM 364 
                  L+A+D+     P    D+      +   A+G + I++         V E  RM 
Sbjct: 288 -------LQAVDIKTMPYPGFPTDMQAQFMAMMTVANGTSVIKETIFENRFMHVAELRRM 340 
 
 
>ref|ZP_06926955.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Gardnerella 
           vaginalis AMD] 
 gb|EFH27962.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Gardnerella 
           vaginalis AMD] 
          Length = 477 
 
 Score = 40.4 bits (93), Expect = 0.63,   Method: Compositional matrix adjust. 
 Identities = 86/374 (22%), Positives = 153/374 (40%), Gaps = 38/374 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ VE +   
Sbjct: 51  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVEVN-- 108 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               +V     K  + D   +V    G++ I +   +  +    G A     G   +  R 
Sbjct: 109 GPEGIVTIDATKVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 166 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 167 PIDFHLETLRKLGANVDK---DHEDGIHITAPNGLHGTKIHLPYPSVGATEQTLLAAVLA 223 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKN 247 
                L    IE        P +   + ++++ G  A  S   DR F I+G ++ +   + 
Sbjct: 224 EGRTELSGAAIE--------PEIMDLVAVLQKMG--AIISVDVDRTFRIEGVKELQGYTH 273 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A+ + + A  T G V ++G     +   + F  V   +G +   T+  +   
Sbjct: 274 TSLT-DRIEAASWASAALATHGDVFIKGATQPEM---MTFLNVFRKVGGQFDVTDKGIRF 329 
 
Query: 308 TGPPREPFGRKHLKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                 P G  H  AI  DV+   M D    L V    A G + + +         E    
Sbjct: 330 W----HPGGDLHPVAIETDVHPGFMTDWQQPLVVALTQAKGLSIVHETVY------ENRF 379 
 
Query: 366 AIRTELTKLGASVE 379 
                L ++GA ++ 
Sbjct: 380 GFTKPLVQMGAMIQ 393 
 
 
>ref|YP_003373468.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Gardnerella 
           vaginalis 409-05] 
 ref|ZP_06976911.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Gardnerella 
           vaginalis 5-1] 
 gb|ADB13934.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Gardnerella 
           vaginalis 409-05] 
 gb|EFH71400.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Gardnerella 
           vaginalis 5-1] 
          Length = 453 
 
 Score = 40.4 bits (93), Expect = 0.63,   Method: Compositional matrix adjust. 
 Identities = 86/374 (22%), Positives = 153/374 (40%), Gaps = 38/374 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++GT+K+ G+K+  ++ ++ A L+ G +V+ N+    DVH +   LR  G+ VE +   
Sbjct: 27  KPLNGTIKVRGAKNFVSKAMVAALLAPGKSVLKNVPEIRDVHVVSDLLRLHGVDVEVN-- 84 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 132 
               +V     K  + D   +V    G++ I +   +  +    G A     G   +  R 
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Sbjct: 85  GPEGIVTIDATKVQLADVA-DVDTLSGSSRIPIL-FSGPLLHRLGEAFIPALGGCNIGGR 142 
 
Query: 133 PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS----GSISSQYLSALLM 188 
           PI   +  L++LGA+VD         + +    GL G K+ L     G+     L+A+L  
Sbjct: 143 PIDFHLETLRKLGANVDK---DHEDGIHITAPNGLHGTKIHLPYPSVGATEQTLLAAVLA 199 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR-FYIKGGQKYKSPKN 247 
                L    IE        P +   + ++++ G  A  S   DR F I+G ++ +   + 
Sbjct: 200 EGRTELSGAAIE--------PEIMDLVAVLQKMG--AIISVDVDRTFRIEGVKELQGYTH 249 
 
Query: 248 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
             +  D   A+ + + A  T G V ++G     +   + F  V   +G +   T+  +   
Sbjct: 250 TSLT-DRIEAASWASAALATHGDVFIKGATQPEM---MTFLNVFRKVGGQFDVTDKGIRF 305 
 
Query: 308 TGPPREPFGRKHLKAI--DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
                 P G  H  AI  DV+   M D    L V    A G + + +         E    
Sbjct: 306 W----HPGGDLHPVAIETDVHPGFMTDWQQPLVVALTQAKGLSIVHETVY------ENRF 355 
 
Query: 366 AIRTELTKLGASVE 379 
                L ++GA ++ 
Sbjct: 356 GFTKPLVQMGAMIQ 369 
 
 
>ref|YP_001482381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 81116] 
 sp|A8FLR7.1|MURA_CAMJ8 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABV52404.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 81116] 
 gb|ADN91036.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni M1] 
 gb|EFV10105.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 327] 
          Length = 418 
 
 Score = 40.0 bits (92), Expect = 0.63,   Method: Compositional matrix adjust. 
 Identities = 88/413 (21%), Positives = 169/413 (40%), Gaps = 68/413 (16%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++    +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  LG  V  
Sbjct: 6   IEGTNHLSGNVTISGAKNAALPLIVSSILAKNEVKINNVPNVADIKTLISLLENLGAKV- 64 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GN 118 
                           F    A         N  IA    +R + A++   G      G+ 
Sbjct: 65  ---------------NFQNNSALLNTNTL--NQTIAKYDIVRKMRASILTLGPLLARFGH 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I 
Sbjct: 108 CEVSLPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGNLKGNEI-LFDKI 160 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFG--VKAEHSDSWDR 233 
           +      ++MAA LA G        KL+++   P V     +++  G  +K   +D  +  
Sbjct: 161 TVTGSENIIMAAALAKGKT------KLLNVAKEPEVVQLCEVLKDAGLEIKGIGTDELE- 213 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            Y   G+  +  + + +     + +Y  AG AIT   +T++    T L         L   
Sbjct: 214 IYGTDGELLEFKEFSVIPDRIEAGTYLCAG-AITNSKITLDKVNATHLSA---VLAKLHQ 269 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG +    E S+T+  P +E      +K +++  ++ P    D+      +AL A+G +  
Sbjct: 270 MGFETLIAEDSITLL-PAKE------IKPVEIMTSEYPGFPTDMQAQFMALALKANGTSI 322 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           I +    R+ E   M    +EL ++GA ++       I   ++LN   +   D 
Sbjct: 323 IDE----RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELNAADVMATD 369 
 
 
>ref|YP_001983255.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cellvibrio 
           japonicus Ueda107] 
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 sp|B3PBY5.1|MURA_CELJU RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACE86115.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Cellvibrio 
           japonicus Ueda107] 
          Length = 420 
 
 Score = 40.0 bits (92), Expect = 0.64,   Method: Compositional matrix adjust. 
 Identities = 93/397 (23%), Positives = 157/397 (39%), Gaps = 46/397 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G +++ GSK+ +  IL    L++G   + N+ +  D+  M+  LRTLGL++E       
Sbjct: 12  LTGELRISGSKNAALPILAATILAQGKVRLANVPHLNDISTMIALLRTLGLTIEIQ--GD 69 
 
Query: 75  RAVVVGCGG----KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             V+V          P E  K      L    +  R   A V+  GG A         +  
Sbjct: 70  HVVIVDPNTINSYTAPYELVKTMRASILVLGPLLARYGEANVSFPGGCA---------IG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+ +GA ++     D   +R    G L G    L  +++      LLMAA 
Sbjct: 121 SRPVDIHLRGLEAMGASIEI----DGGYIRARRQGRLKGCHF-LMDTVTVGGTENLLMAA 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     I++     P +     L+   G +     +     I+G +       + + 
Sbjct: 176 VLAEGKT---ILENAAREPEIVDLANLLVAMGARISGIGT-STLTIEGVESLTGCDYSVM 231 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMMGAKVTWTETSVTVTG 309 
                + +Y +A AA + G V +     + L+   VK  E     GA VT  E  + +   
Sbjct: 232 PDRIETGTYLVAAAA-SRGKVRLTHTSASILEAVIVKLQEA----GADVTTGEDWIALDM 286 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 365 
             R P      KA+ +     P    D+      +   ADG + I +          R+V 
Sbjct: 287 NGRRP------KAVSLKTAPYPAFPTDMQSQFMALNAVADGISHITETIF-----ENRLV 335 
 
Query: 366 AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
            +  EL ++GA +E   +  I+T  E+L    +   D 
Sbjct: 336 QV-AELKRMGAHIELEHNTAIVTGVERLKAAPVMASD 371 
 
 
>ref|ZP_04922705.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio sp. Ex25] 
 ref|YP_003285042.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio sp. Ex25] 
 gb|EDN57051.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio sp. Ex25] 
 gb|ACY50577.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio sp. Ex25] 
          Length = 421 
 
 Score = 40.0 bits (92), Expect = 0.64,   Method: Compositional matrix adjust. 
 Identities = 98/422 (23%), Positives = 164/422 (38%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V  +   
Sbjct: 11  KPLVGEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKVSRN-- 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+ ++  +  +     + ++++ A++ A G      G     L G  
Sbjct: 69  ----------GSVHVDPSR--ITEYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHISGLEQLGATITLEDGY----VKAEVDGRLKGAHIVMD-KVSVGATITI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G      +D     P +  T   + + G K   + + D   I+G ++    K 
Sbjct: 171 MCAAALAEGTT---TLDNAAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGCK 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +  V  D      FL  AA++GG V    C  T+          LE  GA V   E  ++ 
Sbjct: 227 HNVV-ADRIETGTFLVAAAVSGGKVV---CRNTNAHLLEAVLAKLEEAGALVETGEDWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           V    RE      LKA+ V     P    D+     ++ + A G   I +     + E   
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Sbjct: 283 VDMTARE------LKAVSVRTAPHPGFPTDMQAQFTLLNMMAKGGGVITET----IFENR 332 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL ++GA  E   +  I    E L+   +    D R + +  +A C     TI 
Sbjct: 333 FMHV--PELMRMGAKAEIEGNTVICGDVESLSGAQV-MATDLRASASLVIAGCIAKGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>ref|ZP_06425412.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Peptostreptococcus anaerobius 653-L] 
 gb|EFD04645.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
           [Peptostreptococcus anaerobius 653-L] 
          Length = 417 
 
 Score = 40.0 bits (92), Expect = 0.65,   Method: Compositional matrix adjust. 
 Identities = 73/298 (24%), Positives = 118/298 (39%), Gaps = 26/298 (8%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAA 73 
           + G VK+ G+K+    I+    L+    V+ ++ N  DVH +   LR LG  V+  D    
Sbjct: 12  LKGNVKIDGAKNAVLPIIAATLLANDICVLKSVPNLRDVHVISDLLRHLGAKVDYRDGVL 71 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
                     + P +  K+    FL    +  R     ++  GG A         +  RP 
Sbjct: 72  TVDSTNIITYEAPYDLVKKMRASFLVMGPLLARFNHTKISMPGGCA---------IGTRP 122 
 
Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           I   + G K LGA+++   G       V     L G K+ L    S      ++M A LA 
Sbjct: 123 IDLHLKGFKALGANINMDHGFVEAKTEV-----LKGNKLYLDFP-SVGATQNIMMTAVLA 176 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G   + II+     P +      +   G     + + +   IKG +     ++  +  D 
Sbjct: 177 DG---VTIIENAAEEPEIVDLANFLNEMGASVRGAGT-NTIKIKGVKSLHGAEHTIIP-D 231 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDV-KFAEVLEMMGAKVTWTETSVTVTGP 310 
              AS ++  AA+T G VT+E      L+  + K  E     GA+V   E ++ V GP 
Sbjct: 232 RIEASTYMVAAAMTKGDVTIENVIIDHLKPVIAKLTEA----GAQVIEGENTIRVVGP 285 
 
 
>ref|ZP_06124956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Providencia 
           rettgeri DSM 1131] 
 gb|EFE53960.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Providencia 
           rettgeri DSM 1131] 
          Length = 420 
 
 Score = 40.0 bits (92), Expect = 0.65,   Method: Compositional matrix adjust. 
 Identities = 95/413 (23%), Positives = 159/413 (38%), Gaps = 55/413 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           + G V + G+K+ +  IL  A L+E    + N+ +  D+   +  L  LG  V+ + +   
Sbjct: 12  LEGEVTISGAKNAALPILFAALLAEEPVEIQNVPHLRDIDTTIKLLNQLGTKVKRNGSVY 71 
 
Query: 74  --KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
                V   C     V+  +  +               A + A  G+    L G   +   
Sbjct: 72  VDASTVTTYCAPYDLVKTMRASIWAL------------APLVARFGHGEVSLPGGCAIGA 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+QLGA +    G     V+    G L G  + +   +S     +++ AA  
Sbjct: 120 RPVDLHISGLEQLGAKIALEDGY----VKATVDGRLKGACIVMD-KVSVGATVSIMTAAT 174 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYKSPK 246 
           LA G     II+     P +E T   +   G K   + + DR  I+     GG  YK    
Sbjct: 175 LAEGTT---IIENAAREPEIEDTANFLNTLGAKITGAGT-DRIVIEGVERLGGGVYK--- 227 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              V  D      FL  AA++ G V        +L  D   A++ E  GAK+   +  ++ 
Sbjct: 228 ---VLPDRIETGTFLIAAAVSRGKVICRNARPDTL--DAVLAKLRE-AGAKIEIGDDWIS 281 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
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           +    + P      KA+ +     P    D+    +++ L ADG   I +           
Sbjct: 282 LDMEGKRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVADGAGMITETIF-----EN 330 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
           R + I  EL ++GA  E   +  +    EKL    +    D R + +  +A C 
Sbjct: 331 RFMHI-PELIRMGAHAEIESNTVLCHGVEKLTSAQV-MATDLRASASLVIAGC 381 
 
 
>pdb|1DLG|A Chain A, Crystal Structure Of The C115s Enterobacter Cloacae Mura 
           In The Un- Liganded State 
 pdb|1DLG|B Chain B, Crystal Structure Of The C115s Enterobacter Cloacae Mura 
           In The Un- Liganded State 
          Length = 419 
 
 Score = 40.0 bits (92), Expect = 0.66,   Method: Compositional matrix adjust. 
 Identities = 98/421 (23%), Positives = 165/421 (39%), Gaps = 53/421 (12%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE       
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLTQLGTKVERX---- 67 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                   G   ++ +   V  F     + ++++ A++ A G      G     L G    
Sbjct: 68  --------GSVWIDASN--VNNFSAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGSA 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMS 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     II+     P +  T   +   G K     + DR  I+G ++        
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GV 225 
 
Query: 249 Y-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 307 
           Y V  D      FL  AAI+GG +        +L  D   A++ E  GA +   E  +++ 
Sbjct: 226 YRVLPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAKLRE-AGADIETGEDWISL 282 
 
Query: 308 TGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETER 363 
               + P      KA+ V     P    D+     ++ L A+G   I +     + E    
Sbjct: 283 DMHGKRP------KAVTVRTAPHPAFPTDMQAQFTLLNLVAEGTGVITET----IFENRF 332 
 
Query: 364 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 423 
           M     EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+  
Sbjct: 333 MHV--PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVV 389 
 
Query: 424 D 424 
           D 
Sbjct: 390 D 390 
 
 
>ref|YP_003697427.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Arcanobacterium 
           haemolyticum DSM 20595] 
 gb|ADH92808.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Arcanobacterium 
           haemolyticum DSM 20595] 
          Length = 440 
 
 Score = 40.0 bits (92), Expect = 0.67,   Method: Compositional matrix adjust. 
 Identities = 75/306 (24%), Positives = 128/306 (41%), Gaps = 32/306 (10%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           + + GT+ + G+K+  ++ ++ A L+E T+++ N+    DV  +   LR  G  V+ D+  
Sbjct: 11  QPLHGTITVRGAKNFVSKAMVAALLTEETSILRNVPLIRDVDVVSDLLRLHGADVDYDQE 70 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD-GVPRMRE 131 
           A   +V    GK  + +   E+    G++ I +      + A G    ++ D G   + + 
Sbjct: 71  A--GIVTITPGKIHLPEDPAEMDRLAGSSRIPILFCGPLLHALG--EAFIPDLGGCHIGD 126 
 
Query: 132 RPIGDLVVGLKQLGADVDCF-LGTDCPPVRVNGIGGLPGGKVKL---SGSISSQYLSALL 187 
           RP+   +  L+  GA  D   LG      R     GL   KV L   S   + Q L A + 
Sbjct: 127 RPVDFHLQVLEDFGAVRDVQELGLHLTAPR-----GLRARKVTLPYPSVGATEQTLLAAV 181 
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Query: 188 MA---APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            A     L    VE EI+D LIS+         +++ G  A  + S DR  +  G +    
Sbjct: 182 RADGITELRGAAVEPEIMD-LISV---------LQKMG--ALITVSTDRTIVIEGVRELH 229 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 304 
             N +   D   A  +   A  TGG + V+G     +   + F  V   +G +   T+   
Sbjct: 230 GYNHFALADRIEAGSWACAALATGGNIMVQGAQQEPM---MSFLNVFRKVGGEFDVTDNG 286 
 
Query: 305 VTVTGP 310 
           +    P 
Sbjct: 287 IRFWHP 292 
 
 
>ref|YP_524186.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodoferax 
           ferrireducens T118] 
 sp|Q21U98.1|MURA_RHOFD RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABD70655.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodoferax 
           ferrireducens T118] 
          Length = 421 
 
 Score = 40.0 bits (92), Expect = 0.67,   Method: Compositional matrix adjust. 
 Identities = 90/406 (22%), Positives = 158/406 (38%), Gaps = 58/406 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + + G V + G+K+ +   L    L+     + N+   +DV  ML  +R +G 
Sbjct: 2   DKLLIRGGRSLKGEVLISGAKNATLPELCACLLTSAPVTLTNVPRLQDVATMLKLIRNMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             V A+++    V V        E   E V           +++ A+V A G      G  
Sbjct: 62  --VAAERSDDGRVTVDASALSSPEAPYELV-----------KTMRASVLALGPLLTRFGE 108 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS- 177 
           AT  L G   +  RP+   + GL  +GA++    G          I  LP G  +L G+  
Sbjct: 109 ATVSLPGGCAIGSRPVDQHIKGLTAMGAEIVVEHG--------YMIAKLPKGWTRLKGAR 160 
 
Query: 178 ISSQYLSA-----LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 232 
           I++  ++       LMAA LA G   + I++     P +     ++ + G   E   S   
Sbjct: 161 IATDMVTVTGTENFLMAATLAEG---VTILENAAQEPEITDLAEMLIKMGANIEGHGS-S 216 
 
Query: 233 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 292 
           R  I+G +      +  V  D      F+   A TGG V ++      L+  V   E L  
Sbjct: 217 RIRIQGVESLHGCTHQVV-ADRIETGTFMCAVAATGGDVLLKHGRIDHLEAVV---EKLR 272 
 
Query: 293 MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPT 348 
             GA V   E  + V    R       LK+      + P    D+      +   + G   
Sbjct: 273 DAGATVARVEGGIRVQSQGR-------LKSQSFRTTEYPGFPTDMQAQFMALNCISHGTA 325 
 
Query: 349 AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
            + +     + E   M     E+ +LGA+++      ++   EKL+ 
Sbjct: 326 VVTET----IFENRFMHV--NEMVRLGANIQIDSKVAVVEGVEKLS 365 
 
 
>ref|ZP_06871438.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 23726] 
 gb|EFG94729.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 23726] 
          Length = 423 
 
 Score = 40.0 bits (92), Expect = 0.68,   Method: Compositional matrix adjust. 
 Identities = 69/287 (24%), Positives = 121/287 (42%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I+G +K+ GSK+ +  I++   + +GT V+ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIAGELKVDGSKNSTLPIMIATLVEKGTYVLRNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
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Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     +++     P +E     + + G K     +  R  I G  K  + + + + 
Sbjct: 177 VKAKGKT---VLENAAKEPEIEDLCNFLIKMGAKISGVGT-SRLEIDGVDKLTACEYSII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MG K 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGTK 275 
 
 
>ref|YP_932319.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Azoarcus sp. 
           BH72] 
 emb|CAL93432.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Azoarcus sp. 
           BH72] 
          Length = 416 
 
 Score = 40.0 bits (92), Expect = 0.68,   Method: Compositional matrix adjust. 
 Identities = 85/397 (21%), Positives = 163/397 (41%), Gaps = 45/397 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++++++  + +SG V + G+K+ +  IL  A L+       N+    D+  +L  L  +G 
Sbjct: 2   DKLLIEGGRRLSGEVAISGAKNAALPILCAALLTREPVTFTNVPRLNDIGTLLKLLGQMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
           + VE +    R  +       PV  A  E+   +  + + +  L A      G+A   L  
Sbjct: 62  VKVERED--DRVTLDASALDNPV--APYEMVKTMRASILVLGPLVARC----GDARVSLP 113 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 181 
           G   +  RP+   + GL+ +GA+V     ++    P ++         G    +  ++   
Sbjct: 114 GGCAIGARPVDQHIKGLQAMGAEVRVEHGYVQAQVPRLK---------GARLFTDMVTVT 164 
 
Query: 182 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 241 
               L+MAA LA G+    +I+     P V      +   G +   + + D   I+G    
Sbjct: 165 GTENLMMAACLAQGET---VIENAAREPEVVDLANCLVAMGAQISGAGT-DVIRIRGVDA 220 
 
Query: 242 YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                +  +     + +Y  A AA+TGG V +   GT+S   D    ++++  G +V    
Sbjct: 221 LHGATHRIMPDRIETGTYLCA-AAVTGGEVRLT--GTSSCYLDAVIDKLMD-AGCEVVSE 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
             ++ +   PR P      +A+++     P    D+      +   ADG   IR+      
Sbjct: 277 RDAIRLAA-PRRP------QAVNLRTAPYPAFPTDMQAQFMALNCVADGAAMIRET---- 325 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
           + E   M A+  EL +LGA +    +  ++   E+L  
Sbjct: 326 IFENRFMHAV--ELQRLGADIRIDGNTAVVRGVERLQ 360 
 
 
>ref|YP_003376608.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Xanthomonas 
           albilineans GPE PC73] 
 emb|CBA16616.1| probable udp-n-acetylglucosamine 1-carboxyvinyltransferase protein 
           [Xanthomonas albilineans] 
          Length = 424 
 
 Score = 40.0 bits (92), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 91/399 (22%), Positives = 157/399 (39%), Gaps = 43/399 (10%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+     + G V + G+K+    IL    L++    + N+    DV   +  L  LG  
Sbjct: 3   KIVVTGGNALHGEVNISGAKNAVLPILCATLLADAPVEITNVPQLHDVITTVKLLGELGA 62 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNA 119 
            V  D+       +  G    V+  K +  +        +R++ A++   G      G A 
Sbjct: 63  EVTIDEG-----TLARGSAITVDPRKVDQHIAPYEL---VRTMRASILVLGPLLAKFGEA 114 
 
Query: 120 TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
              L G   +  RP+   + GL+ LGA++    G     ++ +  G L GG+      +S 
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Sbjct: 115 EVSLPGGCAIGSRPVDQHIKGLQALGAEISVENGY----IKASSNGRLKGGRYVFD-MVS 169 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 +LMAA LA G   I +++     P V      +   G + E + +  R  ++G  
Sbjct: 170 VTGTENVLMAATLAEG---ITVLENAAMEPEVGDLADCLIALGARIEGAGT-SRIVVQGV 225 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 299 
           ++    ++A +  D      FL  AA+TGG+VTV      +L        VL+ +      
Sbjct: 226 ERLSGGRHAVLP-DRIETGTFLVAAAMTGGSVTVRRARADTLDA------VLDKLTEAGA 278 
 
Query: 300 WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVAS 355 
             ET V      R     K  +A+++     P    D+      +   ADG   I +    
Sbjct: 279 SIETGVDFI---RLDMQGKRPRAVNLTTAPYPAFPTDMQAQFMALNCVADGVGVINET-- 333 
 
Query: 356 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 394 
             + E   M     EL +LGA ++      I+   E+L+ 
Sbjct: 334 --IFENRFMHV--NELLRLGADIQIEGHTAIVRGSERLS 368 
 
 
>ref|YP_001341265.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Marinomonas sp. 
           MWYL1] 
 gb|ABR71330.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Marinomonas sp. 
           MWYL1] 
          Length = 420 
 
 Score = 40.0 bits (92), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 93/388 (23%), Positives = 147/388 (37%), Gaps = 46/388 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           ++G V+  G+K+ +  IL    L++    + NL +  D+  ML  L ++G  V  D+    
Sbjct: 12  LNGVVRASGAKNAALPILAATLLTKELITIKNLPHLHDITTMLELLGSMGCGVVVDEKMS 71 
 
Query: 75  RAVVV----GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
             + V     C   + +        L LG            + +  G A   L G   +  
Sbjct: 72  VQLDVSTLNNCEAPYDLVKTMRASILVLG-----------PLVSHFGKAVVSLPGGCAIG 120 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + GL+ +GA +    G     V     G L G ++     ++      LLMAA 
Sbjct: 121 SRPVDLHLRGLEAMGATIAVEGGDIVASVD----GRLKGARIFFD-KVTVTGTENLLMAA 175 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY- 249 
            LA G     I++     P V      +   G K +     D   I G +       +Y  
Sbjct: 176 TLADGQT---ILENAAREPEVVDLAECLIAMGAKIK-GHGTDTITIDGVEALHG--TSYP 229 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 309 
           V  D      FL  AAITGG V V      SL+        LE  GAKVT  +  + V   
Sbjct: 230 VMPDRIETGTFLVAAAITGGKVRVIDTNVKSLEA---VLSKLEEAGAKVTCGDDWIEVDM 286 
 
Query: 310 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR- 368 
             R P          VN++  P  A    + A F     A+  +A+   +  E +   R  
Sbjct: 287 EGRRPNA--------VNISTAPYPAFPTDMQAQF----VALNSIANGVGRVIENIFENRF 334 
 
Query: 369 ---TELTKLGASVEEGPDYCIITPPEKL 393 
               E+ ++GA +E   +  I+   ++L 
Sbjct: 335 MHVDEMLRMGADIEVNGNTAIVRGCDRL 362 
 
 
>ref|YP_820512.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           thermophilus LMD-9] 
 gb|ABJ66316.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           thermophilus LMD-9] 
          Length = 423 
 
 Score = 40.0 bits (92), Expect = 0.69,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 121/274 (44%), Gaps = 44/274 (16%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +SG V + G+K   N +L LLAA    SEG T + N+    DV+ M   +R L ++V+ D 
Sbjct: 13  LSGEVVIEGAK---NSVLPLLAATILASEGQTTLTNVPILSDVYTMNNVVRGLDIAVDFD 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
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           +     VVV   G+   +   E V          MR+   +   + A  G+A   + G   
Sbjct: 70  E-ENNTVVVDASGEILDQAPYEYVS--------KMRASIVVLGPILARNGHAKVSMPGGC 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSI------SS 180 
            +  RPI   + GL+ +GA             ++  +GG +     KL G+       S  
Sbjct: 121 TIGSRPIDLHLKGLEAMGA-------------KITQVGGDITATAEKLKGATIYMDFPSV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                L+MAA LA G   IE   +   I  V++ + L+   G   + + + ++  IKG + 
Sbjct: 168 GATQNLMMAATLADGVTTIENAAREPEI--VDLAI-LLNEMGANVKGAGT-EKLVIKGVK 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
                ++A ++ D   A  F+  AA+T G V ++ 
Sbjct: 224 SLHGTQHAVIQ-DRIEAGTFMVAAAMTSGNVLIK 256 
 
 
>ref|YP_002928087.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           BW2952] 
 sp|C4ZSS8.1|MURA_ECOBW RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ACR65746.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Escherichia coli 
           BW2952] 
          Length = 419 
 
 Score = 40.0 bits (92), Expect = 0.70,   Method: Compositional matrix adjust. 
 Identities = 102/427 (23%), Positives = 170/427 (39%), Gaps = 53/427 (12%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           +Q   ++ G V + G+K+ +   L  A L+E    + N+   +DV   +  L  LG  VE 
Sbjct: 6   VQGPTKLQGEVTISGAKNAALPNLFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVE 65 
 
Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYV 122 
            +            G   + DA+ +V +F     + ++++ A++ A G      G      
Sbjct: 66  RN------------GSVHI-DAR-DVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVS 110 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
           L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S    
Sbjct: 111 LPGGCTIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGA 165 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              ++ AA LA G     II+     P +  T   +   G K     + DR  I+G ++  
Sbjct: 166 TVTIMCAATLAEGTT---IIENAAREPEIVDTANFLITLGAKISGQGT-DRIVIEGVERL 221 
 
Query: 243 KSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 301 
                 Y V  D      FL  AAI+ G +        +L  D   A+ L   GA +    
Sbjct: 222 GG--GVYRVLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVG 276 
 
Query: 302 ETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWR 357 
           E  +++    + P      KA++V     P    D+     ++ L A+G   I +      
Sbjct: 277 EDWISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET---- 326 
 
Query: 358 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 417 
           V E   M     EL+++GA  E   +  I    EKL+   +    D R + +  LA C   
Sbjct: 327 VFENRFMHV--PELSRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIA 383 
 
Query: 418 VPVTIRD 424 
              T+ D 
Sbjct: 384 EGTTVVD 390 
 
 
>ref|ZP_02871516.1| 3-phosphoshikimate 1-carboxyvinyltransferase [candidate division 
           TM7 single-cell isolate TM7a] 
          Length = 63 
 
 Score = 40.0 bits (92), Expect = 0.71,   Method: Composition-based stats. 
 Identities = 21/49 (42%), Positives = 33/49 (67%) 
 
Query: 339 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 387 
           ++A  ++G T I +    R+KE++R+ +I+TEL KLGA+V E  D  II 
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Sbjct: 1   MLAALSEGETRIINGERLRIKESDRITSIKTELNKLGANVAEEGDSLII 49 
 
 
>ref|ZP_02959441.1| hypothetical protein PROSTU_01297 [Providencia stuartii ATCC 25827] 
 gb|EDU60760.1| hypothetical protein PROSTU_01297 [Providencia stuartii ATCC 25827] 
          Length = 420 
 
 Score = 40.0 bits (92), Expect = 0.72,   Method: Compositional matrix adjust. 
 Identities = 94/408 (23%), Positives = 156/408 (38%), Gaps = 45/408 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA- 73 
           + G V + G+K+ +  IL  A L+E    + N+    D+   +  L  LG  VE + +   
Sbjct: 12  LEGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLRDIDTTIKLLNQLGTKVERNGSIY 71 
 
Query: 74  --KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 131 
              R V   C     V+  +  +               A + A  G+    L G   +   
Sbjct: 72  VDARNVTEYCAPYDLVKTMRASIWAL------------APLVARFGHGEVSLPGGCAIGA 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL+QLGA +    G     V+    G L G  + +   +S      ++ AA  
Sbjct: 120 RPVDLHISGLEQLGAHIILEDGY----VKATVDGRLKGACIVMD-KVSVGATVTIMTAAT 174 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 251 
           LA G   IE        P +E T   +   G K   + + DR  I+G ++        V  
Sbjct: 175 LAEGTTTIE---NAAREPEIEDTANFLNTLGAKITGAGT-DRIVIEGVERLGG-GTYRVL 229 
 
Query: 252 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 311 
            D      FL  AA++ G V        +L  D   A++ E  GAK+   E  +++     
Sbjct: 230 PDRIETGTFLIAAAVSKGKVVCRNARPDTL--DAVLAKLRE-AGAKIEVGEDWISLDMQG 286 
 
Query: 312 REPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 367 
           + P      KA+ +     P    D+    +++ L A+G   I +          R + I 
Sbjct: 287 KRP------KAVTLRTAPHPGFPTDMQAQFSLLNLVAEGAGMITETIF-----ENRFMHI 335 
 
Query: 368 RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 415 
             EL ++GA  E   +  +    EKL    +    D R + +  +A C 
Sbjct: 336 -PELIRMGAHAEIESNTVLCHGVEKLTGAQV-MATDLRASASLVIAGC 381 
 
 
>ref|YP_001573242.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Salmonella 
           enterica subsp. arizonae serovar 62:z4,z23:-- str. 
           RSK2980] 
 sp|A9MP18.1|MURA_SALAR RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABX24100.1| hypothetical protein SARI_04318 [Salmonella enterica subsp. 
           arizonae serovar 62:z4,z23:--] 
          Length = 419 
 
 Score = 40.0 bits (92), Expect = 0.72,   Method: Compositional matrix adjust. 
 Identities = 100/425 (23%), Positives = 164/425 (38%), Gaps = 61/425 (14%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +DV   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDVDTSMKLLSQLGAKVERNGS-- 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                       V     +V +F     + ++++ A++ A G      G     L G    
Sbjct: 70  ------------VHIDASQVNVFCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGGCT 116 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   +S      ++  
Sbjct: 117 IGARPVDLHITGLEQLGATIKLEEGY----VKASVDGRLKGAHIVMD-KVSVGATVTIMC 171 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-----GGQKYK 243 
           AA LA G     II+     P +  T   +   G K     + DR  I+     GG  Y+ 
Sbjct: 172 AATLAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVEHLGGGIYR 227 
 
Query: 244 SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 303 
                 V  D      FL  AAI+ G +        +L  D   A+ L   GA +   E  
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Sbjct: 228 ------VLPDRIETGTFLVAAAISRGKIICRNAQPDTL--DAVLAK-LRDAGADIEVGED 278 
 
Query: 304 SVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVK 359 
            +++    + P      KA++V     P    D+     ++ L A+G   I +     V  
Sbjct: 279 WISLDMHGKRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----VF 328 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
           E   M     EL+++GA  E   +  I    E L+   +    D R + +  LA C     
Sbjct: 329 ENRFMHV--PELSRMGARAEIESNTVICHGVETLSGAQV-MATDLRASASLVLAGCIAEG 385 
 
Query: 420 VTIRD 424 
            T+ D 
Sbjct: 386 TTVVD 390 
 
 
>gb|ADY11861.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Spirochaeta sp. 
           Buddy] 
          Length = 436 
 
 Score = 40.0 bits (92), Expect = 0.73,   Method: Compositional matrix adjust. 
 Identities = 68/278 (24%), Positives = 114/278 (41%), Gaps = 38/278 (13%) 
 
Query: 16  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 75 
           SG V++ G+K+ +   L    L++    + N+ + EDV  M+  L  LG +V  + A    
Sbjct: 20  SGEVQISGNKNSALPCLAATLLTDEPVHLLNVPDIEDVQVMIELLLDLGSTVVREDAHSY 79 
 
Query: 76  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 135 
            +  G                     G+  R+L  AV  +      +L     +R  P G 
Sbjct: 80  TITSG------------------SRNGLLKRNLVEAVRGSILLLGPLLATNDEVRLTPPG 121 
 
Query: 136 DLVVGLKQLGADVDCF--LGTDCPPVRVNGIG---------GLPGGKVKLSGSISSQYLS 184 
             V+GL++L         LG+DC    +N +G          L G  + L  + S      
Sbjct: 122 GDVIGLRRLDTHFMGLTSLGSDCT---INEVGEIHIRCRHKSLIGADIFLDEA-SVTATE 177 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            ++MAA LA G+    II+   S P+V+    ++++ G   E   S +R  IKG Q+    
Sbjct: 178 NVIMAASLAKGE---SIINNAASEPHVQDVCAMLQKMGCPIEGIGS-NRLRIKGQQRLGG 233 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 282 
            +   +  D      F+  A  +GG + V+G     L+ 
Sbjct: 234 CE-FRLGSDYMEIGSFIGLAGASGGQLLVKGVQHEHLR 270 
 
 
>emb|CBZ54886.1| 3-dehydroquinate synthase, related [Neospora caninum Liverpool] 
          Length = 2867 
 
 Score = 40.0 bits (92), Expect = 0.74,   Method: Compositional matrix adjust. 
 Identities = 32/109 (29%), Positives = 54/109 (49%), Gaps = 4/109 (3%) 
 
Query: 320  LKAIDVNMNKMPDVAMT--LAVVALFADGPTAIRDVA-SWRVKETERMVAIRTELTKL-G 375 
            LKA   +++++PD  +   + +  L + G TA    A +   K  +    I  +L KL G 
Sbjct: 1408 LKATGFHVDELPDGLLIGDIRMSPLPSGGSTAAPQRALTKHEKNGDEREGIGEDLAKLSG 1467 
 
Query: 376  ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
                  P+   +   E++ VTA+D+  DHR+AM+F++       V IRD 
Sbjct: 1468 QGASTSPEMRDVEKSEQVEVTAVDSESDHRVAMSFAILGLVRTNVGIRD 1516 
 
 
>ref|ZP_06374618.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 1336] 
 gb|EFC30135.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Campylobacter 
           jejuni subsp. jejuni 1336] 
          Length = 418 
 
 Score = 40.0 bits (92), Expect = 0.75,   Method: Compositional matrix adjust. 
 Identities = 88/413 (21%), Positives = 169/413 (40%), Gaps = 68/413 (16%) 
 
Query: 9   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
           ++    +SG V + G+K+ +  +++ + L++    ++N+ N  D+  ++  L  LG  V  
Sbjct: 6   IEGTNHLSGNVAISGAKNAALPLIVSSILAKNEAKINNVPNVADIKTLISLLENLGAKV- 64 
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Query: 69  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GN 118 
                           F    A         N  IA    +R + A++   G      G+ 
Sbjct: 65  ---------------NFQNNSALLNTNTL--NQTIAKYDIVRKMRASILTLGPLLARFGH 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   + +RPI   ++ L+++GA++    G       V   G L G ++ L   I 
Sbjct: 108 CEVSLPGGCAIGQRPIDLHLLALEKMGANIQIKQG------YVVASGNLKGNEI-LFDKI 160 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISI---PYVEMTLRLMERFG--VKAEHSDSWDR 233 
           +      ++MAA LA G        KL+++   P V     +++  G  +K   +D  +  
Sbjct: 161 TVTGSENIIMAAALAKGKT------KLLNVAKEPEVVQLCEVLKDAGLEIKGIGTDELE- 213 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
            Y   G+  +  + + +     + +Y  AG AIT   +T+     T L   +     L   
Sbjct: 214 IYGSDGELLEFKEFSVIPDRIEAGTYLCAG-AITNSKITLNKVNATHLSAVLA---KLHQ 269 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           MG +    E S+T+  P +E      +K +++  ++ P    D+      +AL A+G +  
Sbjct: 270 MGFETLIAEDSITLL-PAKE------IKPVEIMTSEYPGFPTDMQAQFMTLALKANGTSI 322 
 
Query: 350 IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           I +    R+ E   M    +EL ++GA ++       I   ++LN   +   D 
Sbjct: 323 IDE----RLFENRFMHV--SELLRMGADIKLNGHIATIVGGKELNAADVMATD 369 
 
 
>ref|NP_602347.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 25586] 
 sp|Q8RIQ1.1|MURA_FUSNN RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|AAL93646.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Fusobacterium 
           nucleatum subsp. nucleatum ATCC 25586] 
          Length = 423 
 
 Score = 40.0 bits (92), Expect = 0.75,   Method: Compositional matrix adjust. 
 Identities = 69/287 (24%), Positives = 120/287 (41%), Gaps = 24/287 (8%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA-DK 71 
           K+I+G +K+ GSK+ +  I++   + +GT V+ N+ +  D+  ++  L +LGL VE  D  
Sbjct: 11  KKIAGELKVDGSKNSTLPIMIATLVEKGTYVLRNVPDLRDIRTLVALLESLGLEVEKLDA 70 
 
Query: 72  AAKRAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
            + + +  G  G     D  ++++  FL   G+        V   GG A         +  
Sbjct: 71  NSYKIINNGLSGAEASYDLVKKMRASFLVMGGMLAIEKRGKVALPGGCA---------IG 121 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RP+   + G + LGA ++   G     V      GL GG + L    S      ++MAA 
Sbjct: 122 ARPVDLHLKGFEALGAKINIEHGY----VEATTENGLIGGNIVLDFP-SVGATENIIMAA 176 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
             A G     +++     P +E     + + G K     +  R  I G  K  + +   + 
Sbjct: 177 VKAKGKT---VLENAAKEPEIEDLCNFLIKMGAKISGVGT-SRLEIDGVDKLTACEYTII 232 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
                + +Y +A + +  G++ V G     L     F   LE MG K 
Sbjct: 233 PDRIVAGTYIIA-SILFDGSIKVSGIVPEHLS---SFLLKLEEMGTK 275 
 
 
>ref|ZP_05658949.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,230,933] 
 ref|ZP_05661541.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,502] 
 ref|ZP_05669775.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,410] 
 ref|ZP_05673103.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,408] 
 ref|ZP_05713471.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium DO] 
 ref|ZP_05830927.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium C68] 
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 ref|ZP_06676136.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1162] 
 ref|ZP_06678941.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1071] 
 ref|ZP_06701097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium U0317] 
 ref|ZP_07845259.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a04] 
 ref|ZP_07848327.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133C] 
 ref|ZP_07851892.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0082] 
 ref|ZP_07854321.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133A] 
 ref|ZP_07859598.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133B] 
 ref|ZP_07862994.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a01] 
 gb|EEV42282.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,230,933] 
 gb|EEV44874.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,502] 
 gb|EEV53108.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,410] 
 gb|EEV56436.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium 1,231,408] 
 gb|EEW63510.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium C68] 
 gb|EFF21502.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1071] 
 gb|EFF29539.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium U0317] 
 gb|EFF35878.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1162] 
 gb|EFR66793.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a01] 
 gb|EFR70137.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133B] 
 gb|EFR75329.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133A] 
 gb|EFR78700.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133C] 
 gb|EFS07381.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0133a04] 
 gb|EFS09589.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TX0082] 
          Length = 423 
 
 Score = 40.0 bits (92), Expect = 0.76,   Method: Compositional matrix adjust. 
 Identities = 89/414 (21%), Positives = 167/414 (40%), Gaps = 61/414 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++  + ++G V + G+K+ +  ++  A L++   +++ + + +DVH ++  L  +G 
Sbjct: 2   KKIVIKGNRPLAGEVTISGAKNSAVALIPAAILADSPVILEGVPDIQDVHSLIEILEIMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
            +V                     D +E V + + +  I   SL A+    G      G  
Sbjct: 62  ATVHFSNNILEI------------DPREVVSIPMPHGKI--NSLRASYYFMGTLLGKFGE 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVD-----CFLGTDCPPVRVNGIGGLPGGKVK 173 
           A   L G   +  RPI   V G + LGA+V       +L T+          GL G ++  
Sbjct: 108 AVVGLPGGCYLGPRPIDLHVKGFEALGAEVTNEHGAMYLRTENK--------GLRGNRIF 159 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +   +S      +++AA  A G     +I+     P +     L+   G K   + + D  
Sbjct: 160 MD-VVSVGATINVMLAAVKAKGQT---VIENAAREPEIIDVATLLNNMGAKVRGAGT-DV 214 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             I+G +     ++ ++  D   A  +LA AA  G  + V+      L+    F   L+  
Sbjct: 215 IRIEGVETLHGCRH-FMIPDRIEAGTYLALAAAVGNGIKVKNVIFEHLE---SFIAKLQE 270 
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Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           +G  +  +E  + V       +  K LK  ++     P    D+   L  + L   G +  
Sbjct: 271 IGVHMKISEDEIEV-------YPSKELKPANIMTYPYPGFATDLQQPLTALLLMTTGTSE 323 
 
Query: 350 IRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           I D + + RV           EL ++GA +    +  I+  P KL+ T +   D 
Sbjct: 324 IIDTIYAKRVNHV-------PELARMGADITVEGNMIIVNGPNKLHGTEVVASD 370 
 
 
>ref|ZP_04742949.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseburia 
           intestinalis L1-82] 
 gb|EEV01881.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseburia 
           intestinalis L1-82] 
 emb|CBL08690.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseburia 
           intestinalis M50/1] 
 emb|CBL13930.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Roseburia 
           intestinalis XB6B4] 
          Length = 430 
 
 Score = 40.0 bits (92), Expect = 0.76,   Method: Compositional matrix adjust. 
 Identities = 98/426 (23%), Positives = 172/426 (40%), Gaps = 43/426 (10%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V++ G+K+ +  I+  A +++ T  ++NL N  D++ +L A+  +G 
Sbjct: 2   EQYVIKGGNPLVGEVEIGGAKNAALAIISAAVMTDETVTIENLPNVRDINVLLNAISDIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNAT 120 
             V+   A      V   G F          L + N  I    A   L  A+     +A  
Sbjct: 62  AKVDRLDAH----TVKMNGSFI-------HNLVVDNEYIRKIRASYYLLGALLGKYKHAE 110 
 
Query: 121 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 180 
             L G   +  RP    + G + LGA VD   G      +      L G  + L   +S  
Sbjct: 111 VALPGGCDIGSRPFDLHLKGFRALGATVDIRHGLVVADAK-----QLKGTHIYLD-KVSV 164 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                ++MAA +A G   +E   K    P+V      +   G     + + D   I G + 
Sbjct: 165 GATINIMMAAAMAEGKTTLENAAKE---PHVVDAANFLNSMGANIRGAGT-DVIRIVGVE 220 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 300 
           K    + + +     + ++ LA AA T G VTV+      L+     A++LE +G +V   
Sbjct: 221 KLHKTEYSIIPDQIEAGTFMLAAAA-TKGDVTVKNVIPKHLEA--ISAKLLE-IGCEVEE 276 
 
Query: 301 TETSVTVTGPPREPFGRKHLKAIDVNMNKMP-DVAMTLAVVALFADGPTAIRD-VASWRV 358 
            + +V V     +P    H +   +     P D+   +AVV   ++G + + + +   R  
Sbjct: 277 FDDAVRVVSS--KPL--HHTQVTTLPYPGFPTDMQPQIAVVLGISEGTSTVTESIFENRF 332 
 
Query: 359 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 418 
           K          EL ++GA+ +   +  II   E      ++   D R   A  +A  A   
Sbjct: 333 KYV-------GELARMGANFKVESNIAIIGGIENYTGARVNA-PDLRAGAALVIAGLAAE 384 
 
Query: 419 PVTIRD 424 
            +T+ D 
Sbjct: 385 GITVVD 390 
 
 
>ref|ZP_05922020.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TC 6] 
 ref|ZP_06446956.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium D344SRF] 
 ref|ZP_06675801.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1039] 
 ref|ZP_06696332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1636] 
 ref|ZP_06698740.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1679] 
 gb|EEW66097.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium TC 6] 
 gb|EFD09564.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium D344SRF] 
 gb|EFF22332.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1636] 
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 gb|EFF25893.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1679] 
 gb|EFF30921.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterococcus 
           faecium E1039] 
          Length = 423 
 
 Score = 40.0 bits (92), Expect = 0.80,   Method: Compositional matrix adjust. 
 Identities = 89/414 (21%), Positives = 167/414 (40%), Gaps = 61/414 (14%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++IV++  + ++G V + G+K+ +  ++  A L++   +++ + + +DVH ++  L  +G 
Sbjct: 2   KKIVIKGNRPLAGEVTISGAKNSAVALIPAAILADSPVILEGVPDIQDVHSLIEILEIMG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
            +V                     D +E V + + +  I   SL A+    G      G  
Sbjct: 62  ATVHFSNNILEI------------DPREIVSIPMPHGKI--NSLRASYYFMGTLLGKFGE 107 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVD-----CFLGTDCPPVRVNGIGGLPGGKVK 173 
           A   L G   +  RPI   V G + LGA+V       +L T+          GL G ++  
Sbjct: 108 AVVGLPGGCYLGPRPIDLHVKGFEALGAEVTNEHGAMYLRTENK--------GLRGNRIF 159 
 
Query: 174 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 233 
           +   +S      +++AA  A G     +I+     P +     L+   G K   + + D  
Sbjct: 160 MD-VVSVGATINVMLAAVKAKGQT---VIENAAREPEIIDVATLLNNMGAKVRGAGT-DV 214 
 
Query: 234 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 293 
             I+G +     ++ ++  D   A  +LA AA  G  + V+      L+    F   L+  
Sbjct: 215 IRIEGVETLHGCRH-FMIPDRIEAGTYLALAAAVGNGIKVKNVIFEHLE---SFIAKLQE 270 
 
Query: 294 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTA 349 
           +G  +  +E  + V       +  K LK  ++     P    D+   L  + L   G +  
Sbjct: 271 IGVHMKISEDEIEV-------YPSKELKPANIMTYPYPGFATDLQQPLTALLLMTTGTSE 323 
 
Query: 350 IRD-VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           I D + + RV           EL ++GA +    +  I+  P KL+ T +   D 
Sbjct: 324 IIDTIYAKRVNHV-------PELARMGADITVEGNMIIVNGPNKLHGTEVVASD 370 
 
 
>ref|ZP_02963182.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium animalis subsp. lactis HN019] 
 ref|YP_002469111.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium animalis subsp. lactis AD011] 
 ref|YP_002967698.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bifidobacterium 
          animalis subsp. lactis Bl-04] 
 ref|YP_002969265.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bifidobacterium 
          animalis subsp. lactis DSM 10140] 
 gb|EDT89340.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium animalis subsp. lactis HN019] 
 gb|ACL28535.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase 
          [Bifidobacterium animalis subsp. lactis AD011] 
 gb|ACS45636.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bifidobacterium 
          animalis subsp. lactis Bl-04] 
 gb|ACS47203.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Bifidobacterium 
          animalis subsp. lactis DSM 10140] 
 gb|ADG32826.1| UDP-N-acetylglucosamine1- carboxyvinyltransferase 
          [Bifidobacterium animalis subsp. lactis V9] 
          Length = 442 
 
 Score = 40.0 bits (92), Expect = 0.82,   Method: Compositional matrix adjust. 
 Identities = 19/58 (32%), Positives = 38/58 (65%) 
 
Query: 13 KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
          K ++GT+K+ G+K+  ++ ++ A L+ GT+V+ N+    DVH +   LR  G++V+ + 
Sbjct: 16 KPLNGTIKVRGAKNFVSKAMVAALLAPGTSVLKNVPEIRDVHVVSDLLRLHGVNVDVN 73 
 
 
>ref|ZP_02188226.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [alpha 
           proteobacterium BAL199] 
 gb|EDP64943.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [alpha 
           proteobacterium BAL199] 
          Length = 439 
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 Score = 39.7 bits (91), Expect = 0.83,   Method: Compositional matrix adjust. 
 Identities = 72/286 (25%), Positives = 122/286 (42%), Gaps = 33/286 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++I +   + + G + + G+K+ +  ++    L+     + N+    D+  M   LR LG 
Sbjct: 2   DQIRVHGGRPLHGRLPISGAKNAALPLMAAGLLTADPLRLTNVPRLADIASMTSILRQLG 61 
 
Query: 65  LSVEA----DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG---- 116 
           + +E     D AA    + G       ED    V  +       +R + A+V   G     
Sbjct: 62  VRIERMDGIDGAADALTLSG-------EDIISTVAPY-----DLVRKMRASVLVLGPLLA 109 
 
Query: 117 --GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGG-LPGG 170 
             G AT  L G   +  RP+   + GL +LGA V+    ++    P  R +G G  L GG 
Sbjct: 110 RFGEATVSLPGGCAIGNRPVDLHLKGLSELGAVVEIESGYIKAVAPKGR-DGTGSRLRGG 168 
 
Query: 171 KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 230 
           +V     +S      L+MAA  AL D E  +++       V++  RL+   G + E + + 
Sbjct: 169 RVAFP-FVSVGATENLMMAA--ALADGETVLVNSAREPEIVDLA-RLLTAMGAQIEGAGT 224 
 
Query: 231 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 276 
            D  +I+G        +  +     + SY +A   ITGG V +EG  
Sbjct: 225 -DTIHIQGCDTLSGAMHRVIPDRIETGSYAMA-VGITGGDVLLEGA 268 
 
 
>ref|YP_141530.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           thermophilus CNRZ1066] 
 gb|AAV62715.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Streptococcus 
           thermophilus CNRZ1066] 
          Length = 428 
 
 Score = 39.7 bits (91), Expect = 0.84,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 121/274 (44%), Gaps = 44/274 (16%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +SG V + G+K   N +L LLAA    SEG T + N+    DV+ M   +R L ++V+ D 
Sbjct: 18  LSGEVVIEGAK---NAVLPLLAATILASEGQTTLTNVPILSDVYTMNNVVRGLDIAVDFD 74 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
           +     VVV   G+   +   E V          MR+   +   + A  G+A   + G   
Sbjct: 75  E-ENNTVVVDASGEILDQAPYEYVS--------KMRASIVVLGPILARNGHAKVSMPGGC 125 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSI------SS 180 
            +  RPI   + GL+ +GA             ++  +GG +     KL G+       S  
Sbjct: 126 TIGSRPIDLHLKGLEAMGA-------------KITQVGGDITATAEKLKGATIYMDFPSV 172 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                L+MAA LA G   IE   +   I  V++ + L+   G   + + + ++  IKG + 
Sbjct: 173 GATQNLMMAATLADGVTTIENAAREPEI--VDLAI-LLNEMGANVKGAGT-EKLVIKGVK 228 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
                ++A ++ D   A  F+  AA+T G V ++ 
Sbjct: 229 SLHGTQHAVIQ-DRIEAGTFMVAAAMTSGNVLIK 261 
 
 
>ref|YP_453891.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sodalis 
           glossinidius str. 'morsitans'] 
 sp|Q2NWI9.1|MURA_SODGM RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAE73486.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Sodalis 
           glossinidius str. 'morsitans'] 
          Length = 419 
 
 Score = 39.7 bits (91), Expect = 0.84,   Method: Compositional matrix adjust. 
 Identities = 100/431 (23%), Positives = 172/431 (39%), Gaps = 53/431 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           ++  +Q    +SG V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG 
Sbjct: 2   DKFCVQGPTRLSGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLGQLG 61 
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Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GN 118 
             VE +            G   V+    +V ++     + ++++ A++ A G      G  
Sbjct: 62  ARVERN------------GSVHVD--ASDVDVYCAPYEL-VKTMRASIWALGPLVARFGQ 106 
 
Query: 119 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 178 
               L G   +  RP+   + GL+QLGA +    G     V+ +  G L G  + +   + 
Sbjct: 107 GQVSLPGGCAIGARPVDLHISGLEQLGATIKLEEGY----VKASVDGRLRGAHIVMD-KV 161 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S      ++ AA LA G     II+     P +  T   +   G K   + + D+  I+G 
Sbjct: 162 SVGATITIMSAATLATGTT---IIENAAREPEIVDTANFLITLGAKISGAGT-DKITIEG 217 
 
Query: 239 GQKYKSPKNAY-VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            ++       Y V  D      FL  AAI+ G V        +L  D   A++ E  GA  
Sbjct: 218 VERLGG--GVYRVLPDRIETGTFLVAAAISRGRVVCHATRPDTL--DAVLAKLRE-AGAD 272 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  +++    + P      KA+ V     P    D+    +++ L ADG   I +  
Sbjct: 273 IAVGDDWISLDMHGQRP------KAVTVRTAPHPGFPTDMQAQFSLLNLVADGTGVITET 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 413 
               + E   M     EL ++GA  E   +  I    E L+   +    D R + +  LA 
Sbjct: 327 ----IFENRFMHV--PELIRMGAHAEIESNTVICHGVETLSGAQV-MATDLRASASLVLA 379 
 
Query: 414 ACAEVPVTIRD 424 
            C    VT+ D 
Sbjct: 380 GCIAEGVTVVD 390 
 
 
>ref|YP_001127413.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
 ref|ZP_03148474.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           G11MC16] 
 gb|ABO68668.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus 
           thermodenitrificans NG80-2] 
 gb|EDY05417.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Geobacillus sp. 
           G11MC16] 
          Length = 428 
 
 Score = 39.7 bits (91), Expect = 0.87,   Method: Compositional matrix adjust. 
 Identities = 93/401 (23%), Positives = 152/401 (37%), Gaps = 55/401 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            + GT+K+ G+K+ +  ++  A L++    ++ L +  DV  +   +  +G S   D    
Sbjct: 11  RLQGTIKVSGAKNSAVALIPAAILADSPVTIEGLPDISDVRILGSLIEEIGGSFWFD--- 67 
 
Query: 74  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI----AMRSLTAAVTAAGGNATYVLDGVPRM 129 
                    GK  + D    V + L N  +    A   L  A+      A   L G   + 
Sbjct: 68  ---------GKKAIIDPTNMVSMPLPNGKVKKLRASYYLMGAMLGRFKKAVVGLPGGCHL 118 
 
Query: 130 RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 189 
             RPI   + G + LGA V    G     +R      L G ++ L   +S      +++A 
Sbjct: 119 GPRPIDQHIKGFEALGATVTNEQG--AIYLRAE---ELRGARIFLD-VVSVGATINIMLA 172 
 
Query: 190 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 249 
           A  A G     II+     P +     L+   G K + + + D   I G +K    ++A  
Sbjct: 173 AVRAKGRT---IIENAAKEPEIIDVATLLSNMGAKIKGAGT-DVIRIDGVEKLSGCRHAI 228 
 
Query: 250 VEGDASSASYFLAGAAITGGTVTVEGC---GTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           +     + +Y +A AA TG  V ++        SL   ++   V    GA   W       
Sbjct: 229 IPDRIEAGTYMIAAAA-TGNEVVIDNVIPQHVESLTAKLREMGVHVETGADQIWI----- 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRD-VASWRVKET 361 
                    G   LKA+DV     P    D+   L  +   ADG + + D + S R K   
Sbjct: 283 --------CGSDVLKAVDVKTLVYPGFPTDLQQPLTALLTKADGTSVVTDTIYSARFKHI 334 
 
Query: 362 ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           +       EL ++ A+V+      IIT P  L    +   D 
Sbjct: 335 D-------ELRRMNANVKVEGRSAIITGPVNLQGAKVKASD 368 
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>ref|YP_606819.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudomonas 
           entomophila L48] 
 sp|Q1IEA0.1|MURA_PSEE4 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 emb|CAK14005.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase (Enoylpyruvate 
           transferase) (UDP-N-acetylglucosamine enolpyruvyl 
           transferase) (EPT) [Pseudomonas entomophila L48] 
          Length = 421 
 
 Score = 39.7 bits (91), Expect = 0.87,   Method: Compositional matrix adjust. 
 Identities = 67/301 (22%), Positives = 122/301 (40%), Gaps = 41/301 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G +++ G+K+ +  IL    L++G   V NL +  D+  M+     +G+    D+    
Sbjct: 12  LDGEIRISGAKNAALPILAATLLADGPVTVGNLPHLHDITTMIELFGRMGIEPVIDE--- 68 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
                    K  VE     ++  +    + ++++ A++   G      G A   L G    
Sbjct: 69  ---------KLAVEIDPRTIKTLVAPYEL-VKTMRASILVLGPMVARFGEAEVALPGGCA 118 
 
Query: 129 MRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
           +  RP+   + GL+ +GA ++    ++    P       GGL G       ++S       
Sbjct: 119 IGSRPVDLHIRGLEAMGAKIEVEGGYIKAKAPE------GGLRGAHFFFD-TVSVTGTEN 171 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           ++MAA LA G     ++      P V      +   G K + + + D   I G ++  S  
Sbjct: 172 IMMAAALAKGR---SVLQNAAREPEVVDLANFINAMGGKVQGAGT-DTITIDGVERLASA 227 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----WT 301 
               +     + +Y +A AA+TGG V V+    T L+      E L+  GA +T    W  
Sbjct: 228 TYRVMPDRIETGTYLVA-AAVTGGRVKVKDTDPTILEA---VLEKLKEAGADITTGEDWI 283 
 
Query: 302 E 302 
           E 
Sbjct: 284 E 284 
 
 
>emb|CBK86766.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Enterobacter 
           cloacae subsp. cloacae NCTC 9394] 
          Length = 419 
 
 Score = 39.7 bits (91), Expect = 0.91,   Method: Compositional matrix adjust. 
 Identities = 99/418 (23%), Positives = 160/418 (38%), Gaps = 47/418 (11%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           + G V + G+K+ +  IL  A L+E    + N+   +D+   +  L  LG  VE + +   
Sbjct: 12  LQGEVTISGAKNAALPILFAALLAEEPVEIQNVPKLKDIDTTMKLLGQLGTKVERNGSVW 71 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV---TAAGGNATYVLDGVPRMRE 131 
                      P E  K             MR+   A+    A  G     L G   +   
Sbjct: 72  IDASNVNNFSAPYELVK------------TMRASIWALGPLVARFGQGQVSLPGGCAIGA 119 
 
Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 191 
           RP+   + GL++LGA++    G     V+ +  G L G  + +   +S      ++ AA  
Sbjct: 120 RPVDLHIFGLEKLGAEIKLEEGY----VKASVNGRLKGAHIVMD-KVSVGATVTIMSAAT 174 
 
Query: 192 LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY-V 250 
           LA G     II+     P +  T   +   G K     + DR  I+G ++       Y V 
Sbjct: 175 LAEGTT---IIENAAREPEIVDTANFLVALGAKISGQGT-DRITIEGVERLGG--GVYRV 228 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D      FL  AAI+GG +        +L  D   A+ L   GA +   E  +++    
Sbjct: 229 LPDRIETGTFLVAAAISGGKIVCRNAQPDTL--DAVLAK-LHDAGADIEIGEDWISLDMH 285 
 
Query: 311 PREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 366 
            + P      KA++V     P    D+     ++ L A+G   I +     + E   M   
Sbjct: 286 GQRP------KAVNVRTAPHPAFPTDMQAQFTLLNLVAEGTGFITET----IFENRFMHV 335 
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Query: 367 IRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 424 
              EL ++GA  E   +  I    EKL+   +    D R + +  LA C     T+ D 
Sbjct: 336 --PELIRMGAHAEIESNTVICHGVEKLSGAQV-MATDLRASASLVLAGCIAEGTTVVD 390 
 
 
>ref|ZP_06117045.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
          hathewayi DSM 13479] 
 gb|EFC96364.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
          hathewayi DSM 13479] 
          Length = 416 
 
 Score = 39.7 bits (91), Expect = 0.91,   Method: Compositional matrix adjust. 
 Identities = 21/58 (36%), Positives = 36/58 (62%) 
 
Query: 7  IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
          I +Q +  + G +K+ GSK+    ++  A L +GTTV++N+   +DV  MLG L ++G 
Sbjct: 4  IEVQGLTPLEGEIKIQGSKNAVLPMMAAAILHKGTTVIENVPRIQDVFCMLGILDSIG 61 
 
 
>ref|YP_001679476.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase [Heliobacterium 
           modesticaldum Ice1] 
 gb|ABZ83465.1| udp-n-acetylglucosamine 1-carboxyvinyltransferase [Heliobacterium 
           modesticaldum Ice1] 
          Length = 420 
 
 Score = 39.7 bits (91), Expect = 0.91,   Method: Compositional matrix adjust. 
 Identities = 72/303 (23%), Positives = 127/303 (41%), Gaps = 22/303 (7%) 
 
Query: 6   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 65 
           +IV+     + G +++  +K+    IL+ + L+EG + + ++ +  DV      L+ +G  
Sbjct: 4   KIVVHGGNPLIGHIRVSNAKNAVLPILIASILAEGESTIADVPHLADVDTTCALLQHMGC 63 
 
Query: 66  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 125 
            V    A ++  +V   G    E+A  E    +  + + +  L A +    G A   L G 
Sbjct: 64  EV----ARQKGNIVIRAGSLSGEEAPYEFVRMMRASFLVLGPLLARL----GRAVISLPG 115 
 
Query: 126 VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 185 
              +  RPI   + GL+ +GA V    G      R      L G ++ L    S       
Sbjct: 116 GCAIGSRPINLHLKGLEAMGAKVRLDHGHVEAHCR-----RLQGAQIYLDFP-SVGATEN 169 
 
Query: 186 LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 245 
           L+MAA LA G     +I+     P +      + R G + + + +     I+G ++ +   
Sbjct: 170 LMMAASLAKGQT---VIENAAEEPEIVDLANYLNRMGARIKGAGT-PVIKIEGVERLQGG 225 
 
Query: 246 KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 305 
               +     + SY +A AA  GG +TV+      ++        L+ MGA V   ETS+ 
Sbjct: 226 AYTPIPDRIEAGSYMVAAAA-AGGDLTVDNIIIDHVK---PVIAKLKEMGATVQEMETSL 281 
 
Query: 306 TVT 308 
            VT 
Sbjct: 282 RVT 284 
 
 
>ref|YP_001279406.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Psychrobacter 
           sp. PRwf-1] 
 sp|A5WCR5.1|MURA_PSYWF RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 gb|ABQ93456.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Psychrobacter 
           sp. PRwf-1] 
          Length = 432 
 
 Score = 39.7 bits (91), Expect = 0.91,   Method: Compositional matrix adjust. 
 Identities = 95/416 (22%), Positives = 164/416 (39%), Gaps = 57/416 (13%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           I+G V + G+K+ +  +L    L+E  T ++N+ + +DV  ++  +  LG+ +E     K 
Sbjct: 12  IAGEVTISGAKNAALPLLAAMILAETPTTLNNVPSLQDVRTLIKLIAGLGIRIE-----K 66 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGVPR 128 
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           +   V C     +E+     +L        ++++ A++   G      G A   L G    
Sbjct: 67  QGDTVTCDTS-TIENYFAPYEL--------VKTMRASILVLGPLLARFGEAEVSLPGGCA 117 
 
Query: 129 MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 188 
           +  RP+   +   K +GA++    G      R    G L G +      ++      +L+ 
Sbjct: 118 IGSRPVDQHLKAFKAMGAEITVENGY--VKARAPEGGRLIGCEFSFD-MVTVGGTENVLI 174 
 
Query: 189 AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 248 
           AA LA G     +++     P V     ++   G K     +     I+G    +  + + 
Sbjct: 175 AATLAKGTT---VLENCAREPEVVDLANMLVAMGAKVSGIGTA-TLTIEGVDSLQGCEYS 230 
 
Query: 249 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT----WTETS 304 
            V     + SY LAGA +T G VT +      LQ      +  E MGA +T    W     
Sbjct: 231 VVPDRIETGSY-LAGALMTEGDVTTKNTDPALLQ---PVLQKFEEMGAIITTGDDWIRAQ 286 
 
Query: 305 VTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKE 360 
             +TG P         K +D+     P    D+   L  V   A+G + I    S  + E 
Sbjct: 287 --MTGRP---------KPVDIRTQPHPGFPTDMQAQLMAVCCLAEGTSTI----SENIFE 331 
 
Query: 361 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
              M     EL ++GA ++      II   +  N   +    D R +M+  +AA A 
Sbjct: 332 NRYMHV--PELKRMGADIQVDGHTAIIRGVDSFNAAPV-MATDLRASMSLVMAAAA 384 
 
 
>sp|Q5LZI4.2|MURA1_STRT1 RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase 1; 
           AltName: Full=Enoylpyruvate transferase 1; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase 1; 
           Short=EPT 1 
          Length = 423 
 
 Score = 39.7 bits (91), Expect = 0.92,   Method: Compositional matrix adjust. 
 Identities = 73/274 (26%), Positives = 121/274 (44%), Gaps = 44/274 (16%) 
 
Query: 15  ISGTVKLPGSKSLSNRIL-LLAAL---SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 70 
           +SG V + G+K   N +L LLAA    SEG T + N+    DV+ M   +R L ++V+ D 
Sbjct: 13  LSGEVVIEGAK---NAVLPLLAATILASEGQTTLTNVPILSDVYTMNNVVRGLDIAVDFD 69 
 
Query: 71  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS---LTAAVTAAGGNATYVLDGVP 127 
           +     VVV   G+   +   E V          MR+   +   + A  G+A   + G   
Sbjct: 70  E-ENNTVVVDASGEILDQAPYEYVS--------KMRASIVVLGPILARNGHAKVSMPGGC 120 
 
Query: 128 RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG-LPGGKVKLSGSI------SS 180 
            +  RPI   + GL+ +GA             ++  +GG +     KL G+       S  
Sbjct: 121 TIGSRPIDLHLKGLEAMGA-------------KITQVGGDITATAEKLKGATIYMDFPSV 167 
 
Query: 181 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 240 
                L+MAA LA G   IE   +   I  V++ + L+   G   + + + ++  IKG + 
Sbjct: 168 GATQNLMMAATLADGVTTIENAAREPEI--VDLAI-LLNEMGANVKGAGT-EKLVIKGVK 223 
 
Query: 241 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
                ++A ++ D   A  F+  AA+T G V ++ 
Sbjct: 224 SLHGTQHAVIQ-DRIEAGTFMVAAAMTSGNVLIK 256 
 
 
>ref|YP_003578698.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           capsulatus SB 1003] 
 gb|ADE86291.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Rhodobacter 
           capsulatus SB 1003] 
          Length = 422 
 
 Score = 39.7 bits (91), Expect = 0.93,   Method: Compositional matrix adjust. 
 Identities = 89/370 (24%), Positives = 146/370 (39%), Gaps = 37/370 (10%) 
 
Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG + + G+K+    ++    LSE    + N     D+  M   L +LG  V A +  K 
Sbjct: 12  LSGQIPIAGAKNACLALMPATLLSEEPLTLTNAPRLSDIRTMTQLLASLGAEVTALQDGK 71 
 
Query: 75  RAVVVGCGGKF-PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 133 
             +   C G   PV D     ++   N  + +  L A +    G+A   L G   +  RP 
Sbjct: 72  -VLATSCHGAINPVADYDIVRKMRASN--LVLGPLLARL----GHAVVSLPGGCAIGARP 124 
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Query: 134 IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 193 
           +   +  L  LGA+++   G     +     GGL G   ++  + S       LMAA LA 
Sbjct: 125 MDIHIDALTALGAEIELKEGY----LHAQARGGLKGAVHEMRFA-SVGATENFLMAAVLA 179 
 
Query: 194 LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 253 
            G     ++      P +    R +   G + E   + D   I+G  +     +  V    
Sbjct: 180 KG---TSVLKNAAREPEIVDLARCLRAMGAEIEGEGTSD-ITIQGVDRLHGATHPVVTDR 235 
 
Query: 254 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 313 
               +Y LA  AI GG V   G     ++    F E L+  G  V  T   + V    +  
Sbjct: 236 IELGTYMLA-PAICGGEVECLGGRIALVE---SFCEKLDAAGISVEETARGLKV----KR 287 
 
Query: 314 PFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 369 
             GR  ++A+DV     P    D+   +  +   A+G + + +    R+ E   M A    
Sbjct: 288 KNGR--IRAVDVVTEPFPGFPTDLQAQMMALLCTAEGTSVLEE----RIFENRFMHA--P 339 
 
Query: 370 ELTKLGASVE 379 
           EL ++GA +E 
Sbjct: 340 ELARMGARIE 349 
 
 
>ref|YP_003317453.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermanaerovibrio 
           acidaminovorans DSM 6589] 
 gb|ACZ19171.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Thermanaerovibrio 
           acidaminovorans DSM 6589] 
          Length = 430 
 
 Score = 39.7 bits (91), Expect = 0.93,   Method: Compositional matrix adjust. 
 Identities = 104/420 (24%), Positives = 169/420 (40%), Gaps = 47/420 (11%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-VDNLLNSEDVHYMLGALRTL 63 
           E +V++  + + G +   G+K+ +  I+  A L  G  + ++ + + +D+H M+  L  L 
Sbjct: 13  ERLVIRGGEPLKGVLTAQGAKNAALPIMASALLLRGGRLTIERVPDLQDIHTMMDLLDHL 72 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G+ VE  K  +  + V        E+   E    L     A   +   + A  G A   L 
Sbjct: 73  GVKVEM-KDHRMTLDVP-------EEISWETPASLVRKMRASSLVLGPLVARCGRAVLPL 124 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQY 182 
            G   +  RPI   V GL ++G   +   G        +G   GL   ++ L    S    
Sbjct: 125 PGGCAIGSRPIDFHVKGLAKMGTSFELVQGA------FHGRTSGLKPARIYLDFP-SVGA 177 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
              L+MAA L  G+  +E   +   +  +  TLR M   GV+ E   S     I+G ++  
Sbjct: 178 TENLMMAASLVEGETILENAAREPEVVNLAETLRAM---GVEIEGEGSGT-IKIRGAKEL 233 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 302 
           K    + +     +++Y LAG  ITGG VTV       ++        LE  G  V     
Sbjct: 234 KDAHVSVIPDRIEASTYLLAGV-ITGGKVTVRQIVPEHIEA---LCSKLEEAGISVEIKG 289 
 
Query: 303 TSVTVTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAIRDVASW 356 
             VTV      P GR       V++  +P      D+   +      A+G + I +     
Sbjct: 290 DDVTVY-----PSGRYR----GVSLKTLPYPGFPTDLQPQIMAAMCLAEGTSVIHE---- 336 
 
Query: 357 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 416 
            V E+ R + + +E  ++GA V+   +  I+T   KL V A     D R   A  L   A 
Sbjct: 337 SVFES-RFLHV-SEFKRMGAQVDLQGNTAIVTGVSKL-VGAEVHASDLRAGAALVLMGLA 393 
 
 
>ref|ZP_08077826.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Succinatimonas 
           hippei YIT 12066] 
 gb|EFY07749.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Succinatimonas 
           hippei YIT 12066] 
          Length = 423 
 
 Score = 39.7 bits (91), Expect = 0.94,   Method: Compositional matrix adjust. 
 Identities = 67/269 (24%), Positives = 112/269 (41%), Gaps = 41/269 (15%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K ++G V + G+K+ +  ILL   L++   V+ N+ +  DV+     L  LG      K  
Sbjct: 10  KALNGEVTISGAKNAALPILLCTMLTDEKIVLKNVPDLRDVNTSFKLLEILG-----KKC 64 
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Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA----MRSLTAAVTAAG------GNATYV 122 
            K        G F VE A          + +A    ++++ A++ A G      G ++   
Sbjct: 65  TKIE-----DGVFAVEGAV--------TSNVAPYDLVKTMRASIMALGPLTAFLGESSVS 111 
 
Query: 123 LDGVPRMRERPIGDLVVGLKQLGADVDC---FLGTDCPPVRVNGIGGLPGGKVKLSGSIS 179 
           L G   +  RP+   + GL+ +GA ++    ++    P       GG   G   L   +S 
Sbjct: 112 LPGGCAIGARPVDLHIKGLQSMGAQIELNEGYIHAVAPA------GGRLRGAEILMEKVS 165 
 
Query: 180 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 239 
                 L+MAA LA G   I    +   I  +   LR+M   G K    D  D+  I+G  
Sbjct: 166 VTGTENLMMAAALAEGTTVIANAAREPEIVDLADCLRMM---GAKVT-GDGSDKIVIEGV 221 
 
Query: 240 QKYKSPKNAYVEGDASSASYFLAGAAITG 268 
           +K    +++ V     + +Y +AG A  G 
Sbjct: 222 KKLHGGEHSIVADRIEAGTYLIAGMATRG 250 
 
 
>ref|YP_001922680.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           botulinum E3 str. Alaska E43] 
 ref|ZP_04821307.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           botulinum E1 str. 'BoNT E Beluga'] 
 gb|ACD54205.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           botulinum E3 str. Alaska E43] 
 gb|EES48592.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Clostridium 
           botulinum E1 str. 'BoNT E Beluga'] 
          Length = 420 
 
 Score = 39.7 bits (91), Expect = 0.95,   Method: Compositional matrix adjust. 
 Identities = 90/409 (22%), Positives = 159/409 (38%), Gaps = 51/409 (12%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL-SEGTTVVDNLLNSEDVHYMLGALRTL 63 
           E +++     + G+V++ G+K+ +  IL  A + SEG  V+DN+ + EDVH +   L +L 
Sbjct: 2   ERLIINGGNILRGSVEINGAKNAAVAILPAAIMASEGKCVIDNIPDIEDVHCLERILESL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 123 
           G +    K     + +        + + E+V+        A      A+ A    A  VL 
Sbjct: 62  GCNTV--KIDNNTLEIDSTNVSNFDASTEDVRRMR-----ASYYFIGALLARFKQAKVVL 114 
 
Query: 124 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS------ 177 
            G   +  RPI   + G + LGA+V    G                   KL G+       
Sbjct: 115 PGGCPIGVRPIDQHIKGFEALGAEVKIEHGAVIVKAE------------KLQGTNIFFDV 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
           +S      +++AA LA G   +E + K    P+V      +   G   + + + D   I+ 
Sbjct: 163 VSVGATINVMIAATLADGVTTLENVAKE---PHVVDMANFLNSMGANIKGAGT-DVIRIQ 218 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           G +K K    + +  D   A  F+  A  T G V V       L+     +  L+ MGA  
Sbjct: 219 GVEKLKGCSYSVIP-DQIEAGTFMIAAVATRGDVYVRNVIPKHLE---SISAKLKEMGAV 274 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDV 353 
           +   +  + V            LKA++V     P    D+   ++ +     G + + +  
Sbjct: 275 IEEDDDCIRVCAS-------DELKAVNVKTTPYPGFPTDIQQPMSALLSVISGKSIVTE- 326 
 
Query: 354 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 402 
           + W  +          EL K+GA+++      II   ++L    +   D 
Sbjct: 327 SIWENRHKH-----IDELKKMGANIKVEGRVAIIEGVKRLTGAVVKATD 370 
 
 
>ref|NP_799037.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus RIMD 2210633] 
 ref|ZP_01991953.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ3810] 
 ref|ZP_05776251.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus K5030] 
 ref|ZP_05891689.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AN-5034] 
 ref|ZP_05904203.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus Peru-466] 
 ref|ZP_05908675.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
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           parahaemolyticus AQ4037] 
 sp|Q87LF4.1|MURA_VIBPA RecName: Full=UDP-N-acetylglucosamine 1-carboxyvinyltransferase; 
           AltName: Full=Enoylpyruvate transferase; AltName: 
           Full=UDP-N-acetylglucosamine enolpyruvyl transferase; 
           Short=EPT 
 dbj|BAC60921.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus RIMD 2210633] 
 gb|EDM58175.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ3810] 
 gb|EFO37133.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus Peru-466] 
 gb|EFO42800.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AN-5034] 
 gb|EFO45070.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus AQ4037] 
 gb|EFO48716.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Vibrio 
           parahaemolyticus K5030] 
          Length = 418 
 
 Score = 39.7 bits (91), Expect = 0.96,   Method: Compositional matrix adjust. 
 Identities = 97/422 (22%), Positives = 164/422 (38%), Gaps = 51/422 (12%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G V + G+K+ +  IL  + L+E    V N+ +  D+   +  L+ LG  V  +   
Sbjct: 11  KPLVGEVTISGAKNAALPILFASILAEEPVEVANVPHLRDIDTTMELLKRLGAKVSRN-- 68 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------GNATYVLDGV 126 
                     G   V+ +   +  +     + ++++ A++ A G      G     L G  
Sbjct: 69  ----------GSVHVDPSS--INEYCAPYDL-VKTMRASIWALGPLVARFGQGQVSLPGG 115 
 
Query: 127 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 186 
             +  RP+   + GL+QLGA +    G     V+    G L G  + +   +S      + 
Sbjct: 116 CAIGARPVDLHITGLEQLGATITLEDGY----VKAEVDGRLKGAHIVMD-KVSVGATITI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           + AA LA G      +D     P +  T   + + G K   + + D   I+G ++    K 
Sbjct: 171 MCAAALAEGTT---TLDNAAREPEIVDTADFLNKLGAKISGAGT-DTITIEGVERLGGGK 226 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
           ++ V  D      FL  AA++GG V    C  T+          LE  GA V   E  ++ 
Sbjct: 227 HSVV-ADRIETGTFLVAAAVSGGKVV---CRNTNGHLLEAVLAKLEEAGALVETGEDWIS 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP----DVAMTLAVVALFADGPTAIRDVASWRVKETE 362 
           V    RE      LKA+ +     P    D+     ++ + A G   I +     + E   
Sbjct: 283 VDMTDRE------LKAVSIRTAPHPGFPTDMQAQFTLLNMMAKGGGVITET----IFENR 332 
 
Query: 363 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 422 
            M     EL ++GA  E   +  I    E L+   +    D R + +  +A C     TI 
Sbjct: 333 FMHV--PELMRMGAKAEIEGNTVICGDVESLSGAQV-MATDLRASASLVIAGCIAKGETI 389 
 
Query: 423 RD 424 
            D 
Sbjct: 390 VD 391 
 
 
>ref|YP_003273072.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Gordonia 
           bronchialis DSM 43247] 
 gb|ACY21179.1| UDP-N-acetylglucosamine1-carboxyvinyltransferase [Gordonia 
           bronchialis DSM 43247] 
          Length = 418 
 
 Score = 39.7 bits (91), Expect = 0.97,   Method: Compositional matrix adjust. 
 Identities = 106/441 (24%), Positives = 173/441 (39%), Gaps = 61/441 (13%) 
 
Query: 14  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 73 
            ++G V + G+K+   +++  A L+EGTTV+ N     DV  M   LR LG +V A +   
Sbjct: 12  RLAGEVSVGGAKNSVLKLMAAALLAEGTTVLTNAPEIADVPLMADVLRGLG-AVVATEGD 70 
 
Query: 74  KRAVVVGCGGKFPVE-DAKEEVQLFLGNAGIAM-RSLTAAVTAAGGNATYVLDGVPRMRE 131 
              +      KF  + DA  + +  +   G  M R   A V   GG+A         +   
Sbjct: 71  TVTITAPAEPKFHADFDAVRQFRASVCVLGPLMARCRRAVVALPGGDA---------IGS 121 
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Query: 132 RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA-----L 186 
           RP+     GL+ LGA      G  C     + + G P         I+ ++ S      + 
Sbjct: 122 RPLDMHQSGLRALGAHSSIEHG--CVVAEADALIGAP---------IALEFPSVGATENI 170 
 
Query: 187 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 246 
           LMAA LA G+     ID     P +     ++++ G + + + +     ++G ++   P  
Sbjct: 171 LMAAVLAEGET---TIDNAAREPEIVDLCEMLQQMGAQIDGAGT-STLTVRGVERLH-PT 225 
 
Query: 247 NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 306 
              V GD    + +   AA+T G VTV G     LQ        L   GA+V         
Sbjct: 226 THRVVGDRIVGATWGIAAAMTRGDVTVHGVRPEHLQ---LVLNKLVDTGARVDTFSDGFR 282 
 
Query: 307 VTGPPREPFGRKHLKAIDVNMNKMP------DVAMTLAVVALFADGPTAI-RDVASWRVK 359 
           V         R   +   VN++ +P      D+      +A  A+G + I  +V   R + 
Sbjct: 283 V---------RHDSRPTAVNVSTLPFPGFPTDLQPMAIGLAAIAEGMSVITENVFEARFR 333 
 
Query: 360 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 419 
             E MV       +LGA       + +I   E+L+   +    D R      LA       
Sbjct: 334 FVEEMV-------RLGADARTDGHHAVIRGVERLSSAPV-WCSDIRAGAGLVLAGLVADG 385 
 
Query: 420 VT-IRDPGCTRKTFPDYFDVL 439 
           VT + D     + +P + ++L 
Sbjct: 386 VTEVHDVEHIDRGYPHFVEIL 406 
 
 
>ref|YP_001483244.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Prochlorococcus 
           marinus str. MIT 9215] 
 gb|ABV49658.1| UDP-N-acetylglucosamine enolpyruvyl transferase [Prochlorococcus 
           marinus str. MIT 9215] 
          Length = 437 
 
 Score = 39.7 bits (91), Expect = 0.97,   Method: Compositional matrix adjust. 
 Identities = 85/372 (22%), Positives = 151/372 (40%), Gaps = 37/372 (9%) 
 
Query: 13  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 72 
           K + G +++ G+K+ +  ++  + LS+G   + N+    DV  M   L T+G++++++   
Sbjct: 26  KFLKGNIEISGAKNSALVLMAASILSKGEINLFNVPQISDVSIMSKLLITMGINIKSN-- 83 
 
Query: 73  AKRAVVVGCGGKFPVEDAKEEVQLF--LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 130 
           A +  +       P +D      LF  L NA          + A  G A   L G   +  
Sbjct: 84  ANQLTINTKEIIIPPQD------LFFDLCNALRVSFFCIGPILARFGKAKIPLPGGCSIG 137 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 190 
            RPI + +  LK+LG     +         +N    L G  +      S      LLMAA 
Sbjct: 138 SRPIDEHIDSLKKLGVIFQ-YRNNYVIAKVINPQKRLLGSSINFKCK-SVGATETLLMAA 195 
 
Query: 191 PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 250 
            LA G     I++     P +     ++   G + + + S +   I+G +  K      + 
Sbjct: 196 SLAKGKT---ILNNAAEEPEIVDLANMLNLMGARIKGAGS-ECITIEGVESLKGCDYTVI 251 
 
Query: 251 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 310 
             D   A  FL  AAIT  T+++  C    L+  +     LE+ G K  ++   + +    
Sbjct: 252 P-DRIEAGTFLLAAAITRSTISLFPCEPNHLKALI---NKLELCGCKFEYSNFCLKII-- 305 
 
Query: 311 PREPFGRKHLKAIDVNMNKMPDVAMTLA--VVALFA--DGPTAIRDVASWRVKETERMVA 366 
           P +      L ++D+     PD    L    +AL A  +G + I++          RM   
Sbjct: 306 PNQI-----LNSVDITTGPFPDFPTDLQAPFMALMATTNGISKIKETVF-----ENRMHH 355 
 
Query: 367 IRTELTKLGASV 378 
           ++ EL  +GA + 
Sbjct: 356 VK-ELNHMGAKI 366 
 
 
>gb|EGD33360.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Capnocytophaga 
           sp. oral taxon 338 str. F0234] 
          Length = 436 
 
 Score = 39.7 bits (91), Expect = 0.98,   Method: Compositional matrix adjust. 
 Identities = 66/279 (23%), Positives = 124/279 (44%), Gaps = 35/279 (12%) 
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Query: 15  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 74 
           +SG++   G+K+ + ++L L  L++    + N+ +  DV+ ++G L  LG+ ++  K AK 
Sbjct: 12  LSGSITPQGAKNEALQVLCLVLLTDEKVTIHNIPDILDVNKLIGLLENLGVKIQ--KLAK 69 
 
Query: 75  RAVVVGCGGKFPVEDAKEEVQL-FLGNAGIAM--RSLTAAVTAAGG-NATYVLDGVPRMR 130 
                   G +  +   +E+ + +L  A  A   +SL  ++   G   A +   G+P    
Sbjct: 70  --------GSYSFQ--ADEINMDYLSTAEFAQQSQSLRGSILILGPLLARFGYGGIP--- 116 
 
Query: 131 ERPIGDLVVGLKQLGADVDCFL--------GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 182 
            +P GD  +G ++L    D F+          +     VN   GL G  + L  + S    
Sbjct: 117 -KPGGD-KIGRRRLDTHFDGFVKLGATFTYSQEKHYYTVNAPEGLRGNYILLDEA-SVTG 173 
 
Query: 183 LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 242 
            + ++MAA LA G   +         PY++   R++ R G + E   S +   IKG +K  
Sbjct: 174 TANIVMAASLAEGTTTLY---NAACEPYLQQVCRMLNRMGAEIEGIGS-NLLTIKGVKKL 229 
 
Query: 243 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 281 
           +   +  +  D      ++  AA+T   +T++  G   L 
Sbjct: 230 RGCTHRILP-DMIEIGSWIGMAAMTQSELTIKEVGWEHL 267 
 
 
>ref|ZP_05069943.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
          Pelagibacter sp. HTCC7211] 
 gb|EDZ60942.1| 3-phosphoshikimate 1-carboxyvinyltransferase [Candidatus 
          Pelagibacter sp. HTCC7211] 
          Length = 439 
 
 Score = 39.7 bits (91), Expect = 0.99,   Method: Compositional matrix adjust. 
 Identities = 20/46 (43%), Positives = 29/46 (63%) 
 
Query: 23 GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 68 
          G KS+S R +L A+L+ G +   NLL SEDV   +  +R LG+ V+ 
Sbjct: 22 GDKSISIRWVLFASLANGNSKAKNLLISEDVKAAIKTIRKLGIKVD 67 
 
 
>ref|YP_001133588.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           gilvum PYR-GCK] 
 gb|ABP44800.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Mycobacterium 
           gilvum PYR-GCK] 
          Length = 417 
 
 Score = 39.7 bits (91), Expect = 0.99,   Method: Compositional matrix adjust. 
 Identities = 96/373 (25%), Positives = 143/373 (38%), Gaps = 46/373 (12%) 
 
Query: 4   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 63 
           +E  V+     +SG V + G+K+   +++  A L+EGT+ + N  +  DV  M   LR L 
Sbjct: 2   SERFVVTGGCRLSGEVAVGGAKNSVLKLMAAALLAEGTSTITNCPDILDVPLMAEVLRGL 61 
 
Query: 64  GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG------G 117 
           G +VE +    R          P  DA             A+R   A+V   G        
Sbjct: 62  GATVELEGDVVRIT----SPDEPKYDADFA----------AVRQFRASVCVLGPLVGRCK 107 
 
Query: 118 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 177 
            A   L G   +  RP+     GL+QLGA   C +   C     +    L G +++L    
Sbjct: 108 KARVALPGGDAIGSRPLDMHQAGLRQLGA--RCNIEHGCVVAEAD---HLHGAEIQLEFP 162 
 
Query: 178 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 237 
            S      +LMAA LA G   +  I      P V     ++ + G +   + S     I  
Sbjct: 163 -SVGATENILMAAVLADG---VTTIHNAAREPDVVDLCTMLNQMGAQVTGAGSSTLTII- 217 
 
Query: 238 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
            G     P    V GD   A+ +   AA+T G ++V G     LQ        L   GA  
Sbjct: 218 -GVDRLHPTEHRVIGDRIVAATWGIAAAMTRGDISVTGVDPAHLQ---LVLHKLHDAGAT 273 
 
Query: 298 VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL----FADGPTAI-RD 352 
           VT ++    V    R        KA++V     P     L  +A+     ADG + I  + 
Sbjct: 274 VTQSDDGFRVVQYERP-------KAVNVATLPFPGFPTDLQPMAIGLAAVADGTSMITEN 326 
 
Query: 353 VASWRVKETERMV 365 
           V   R +  E M+ 
Sbjct: 327 VFEARFRFVEEMI 339 
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>ref|YP_002929553.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eubacterium 
           eligens ATCC 27750] 
 gb|ACR71106.1| UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Eubacterium 
           eligens ATCC 27750] 
          Length = 431 
 
 Score = 39.7 bits (91), Expect = 1.00,   Method: Compositional matrix adjust. 
 Identities = 63/270 (23%), Positives = 109/270 (40%), Gaps = 18/270 (6%) 
 
Query: 5   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 64 
           E+ V++    + G V + G+K+ +  IL  A +++ T  ++N+ N  D   +L A+  +G 
Sbjct: 2   EQYVVKGGVPLRGKVSIGGAKNAALGILAAAIMTDDTVTIENVPNVRDTRVLLQAIEGIG 61 
 
Query: 65  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 124 
             V+       +V +  G         + ++        A   L  A+      A   L  
Sbjct: 62  AKVKY--VYNNSVQINGGSICDTNVEYDYIRKIR-----ASYYLLGALLGKYNEAHVALP 114 
 
Query: 125 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 184 
           G   +  RPI   + G K LGADVD     DC  V       L G  V     ++      
Sbjct: 115 GGCNIGSRPIDQHIKGFKALGADVD----IDCGVVHAKA-EKLTGAHVYFD-VVTVGATI 168 
 
Query: 185 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 244 
            L+MA+ +A GD    I++     P++      +   G   + + + D   IKG ++    
Sbjct: 169 NLMMASCMAEGDT---ILENAAKEPHIVDVANFLNSMGANIKGAGT-DVIRIKGVKRLHG 224 
 
Query: 245 PKNAYVEGDASSASYFLAGAAITGGTVTVE 274 
              + +  D   A  F+  AA T G V ++ 
Sbjct: 225 CTYSIIP-DQIEAGTFMMAAAATHGDVVIQ 253 
 
 
>gb|ABC84481.1| putative 5-enolpyruvylshikimate-3-phosphate synthase [Streptococcus 
           suis] 
          Length = 160 
 
 Score = 39.7 bits (91), Expect = 1.00,   Method: Compositional matrix adjust. 
 Identities = 39/124 (31%), Positives = 68/124 (54%), Gaps = 11/124 (8%) 
 
Query: 179 SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 238 
           S+Q  SAL+ AA  A G  E  I++K ++  + E    ++ +FG + E +    R  I+G 
Sbjct: 11  SAQVKSALIFAALQAEG--ESVIVEKELTRNHTE---DMIVQFGGQLEVNGKEIR--IQG 63 
 
Query: 239 GQKYKSPKNAYVEGDASSASYFL-AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 297 
           GQ++ + +   V GD SSA+++L AG  I G  + +E  G    +  +   +V++ MG K 
Sbjct: 64  GQEFIA-QEITVPGDISSAAFWLVAGLIIPGSKIVLENVGINETRTGI--LDVIKAMGGK 120 
 
Query: 298 VTWT 301 
           +T + 
Sbjct: 121 MTLS 124 
 
 
  Database: /usr/local/blast/db/blastlibs/nr 
    Posted date:  Mar 24, 2011  1:21 AM 
  Number of letters in database: 4,577,707,244 
  Number of sequences in database:  13,366,630 
   
Lambda     K      H 
   0.318    0.135    0.389  
 
Gapped 
Lambda     K      H 
   0.267   0.0410    0.140  
 
 
Matrix: BLOSUM62 
Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences: 13366630 
Number of Hits to DB: 3,935,045,207 
Number of extensions: 162048026 
Number of successful extensions: 443489 
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Number of sequences better than  1.0: 4088 
Number of HSP's gapped: 431036 
Number of HSP's successfully gapped: 4156 
Length of query: 445 
Length of database: 4,577,707,244 
Length adjustment: 142 
Effective length of query: 303 
Effective length of database: 2,679,645,784 
Effective search space: 811932672552 
Effective search space used: 811932672552 
Neighboring words threshold: 11 
Window for multiple hits: 40 
X1: 16 ( 7.3 bits) 
X2: 38 (14.6 bits) 
X3: 64 (24.7 bits) 
S1: 41 (21.7 bits) 
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